BLASTN 2. 8. 1+
Ref er ence:
Ji nghui

Nucl ei ¢ Aci ds Res.
R D. XDBVH8TH014
Dat abase: nr

Query= CE-1_Al g-SR1_A04_01
Lengt h=1121

and David J.

Sequences producing significant alignnments:

gi | 749444531| gb| KI635658. 1
gi | 563323151 gb| KF791553. 1

gi | 1027363285| gb| KU521558. 1
gi | 928192344| dbj | AB983622. 1]
gi | 669688692 gh| KMD20099. 1
gi | 429535705| dbj | AB713407. 1]
gi | 29469378 gb| AY220600. 1|
gi | 29469377| gb| AY220599. 1]
gi | 29423437 gb| AY220092. 1|
gi | 944383245| gb| KR607490. 1
gi | 226235461| dbj | AB490288. 1]
gi | 226235460| dbj | AB490287. 1]
gi | 29423439 gb| AY220094. 1|
gi | 1003701883| gb| KT781103. 1]
gi | 844175872| gb| KP726222. 1
gi | 1297465723| gb| KY091671. 1]
gi | 480359416| gb| KC492081. 1
gi | 1101280142| gb| KU361142. 1
gi | 1101280140| gb| KU361141. 1
gi | 844175901| gb| KP726223. 1
gi | 1297465085| gb| KY091670. 1]
gi | 1371548645| gb| MG784552. 1|
gi | 1371548643| gb| MG784550. 1]
gi | 557844142| gb| KF144186. 1
gi | 557844141| gb| KF144185. 1
gi | 226235459| dbj | AB490286. 1]
gi | 359385112 enb| FR865523. 1]
gi | 557844143| gb| KF144187. 1
gi | 480359414| gb| KC492079. 1
gi | 557844140| gb| KF144184. 1
gi | 83316205| gb] DQB03098. 1]
gi | 1440109552| gb| MH703751. 1
gi | 1392939113| dbj | AB936290. 1
gi | 1276739976| gb| M491516. 1]
gi | 1276739974| gb| M491514. 1]
gi | 1276739971| gb| M491511. 1]
gi | 1190062224| dbj | AB936286. 1
gi | 928192330| dbj | AB983608. 1]
gi | 669688696/ gb| KMD20103. 1
gi | 669688693| gb| KMD20100. 1
gi | 379318159| gb| JN968580. 1
gi | 509379| enb| 228972. 1
gi | 960515937| gb| KT279470. 1
gi | 749444532| gb| K1635659. 1
gi | 928192346| dbj | AB983624. 1]
gi | 928192338| dbj | AB983616. 1]
gi | 669688694 gb| KMD20101. 1

Qophila sp. LA2008 18S ri bosomal
Chl orococcum sp. JB19 snal |

Chl orococcum aquati cum gene for

Chl orococcum m nutum strain SAG 2...

Chl orococcum sp. J7 gene for 18S. ..
Chl anydononad sp. Tow8/ 18T-6w 18S ...
Chl anydononad sp. Pic6/3P-1w 18Sr...
Chl anydononad sp. Pic 9/21 P-2w 18...
Chl orococcum m nutum strain SAG 2...

Chl orococcum sp. YF382 gene for
Chl orococcum sp. YF282 gene for

Chl anydononad sp. Wiwin 8/18 P-1d ...
Chl orococcum sp. KQ 2016 18S rib. ..
Chl orococcum sp. KLL-@015 clone c...
Qophila anbl ystomatis isolate Ki...
Chl anydononadaceae sp. Al10 18Sri...
Chl anydononas sp. SA-2016 18Sri...
Chl anydononas irregularis 18Sri...
Chl orococcum sp. KLL-@015 clone b...
Qophil a anbl ystomatis isolate Su...
Chl orococcum sp. K2/11 18S ri bos. ..
Chl orococcum sp. K2/5 18S ri boso. ..
Chl orococcum sp. GRK7-WB4 18S rib. ..
Chl orococcum sp. GRK6-DB6 18S rib. ..

Chl orococcum sp. RK261 gene for

Chl anydononas debaryana genomc ...
Chl orococcum sp. GRK7-WB5 18S ri b. ..
Chl orococcum sp. A5 18S ri bosomal . ..
Chl orococcum sp. GRK6-DB5 18S rib. ..
Chl orococcum sp. KNU-F-2002-Cl1 18S...
Chl orococcum ol eof aci ens strain ...

Chl orococcum tatrense gene for

Chl orococcum ol eof aci ens strain ...
Chl orococcumcitriforme strain A ..
Neospongi ococcum gel ati nosum str. ..
Chl orococcum el kharti ense gene ...
Chl or ococcum ol eof aci ens gene fo...
Neospongi ococcum gel ati nosum stra. . .
Chl orococcumcitriforne strain SA. ..
Chl or ococcum sphacosum strain SAG ..
P.insigne nRNA for nucl ear encoded sm..
Tetracystis sp. YACCYB50 18S ri bo. ..

Qophil a sp. KY2008 18S ri bosonal

Macrochl ori s rubriol eum gene for...
Chl orococcum ni crosti gmat um gene. . .
Chl orococcum ol eof aci ens strain S...

Li pman (1997),

subun. ..
gi | 1857164| gb| U70586. 1| CEU70586 Chl or ococcum el | i psoi deum 18S. ..
Chl orococcum sp. 51.3 18S ri boso. ..
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gi | 669688616| gb| KMD20023. 1| Chl orococcum sp. SAG 2467 18S rib. .. 1727 0EOO
gi | 557844139| gb| KF144183. 1| Chl orococcum cf. sphacosum SAG 23. .. 1727 0EOO
gi | 379318161| gb| JN968582. 1| Tetracystis tetraspora strain SAG .. 1727 0EOO
gi | 359385180| enb| FR865591. 1|  Chl orococcum sp. CCAP 11/52 geno. .. 1727 0EOO
gi | 262474815| gb| GQU117582. 1| Pl eurastrum sp. CCCryo 006-99 18S... 1727 0EOO
gi | 262474807| gb| GQU117573. 1] Pl eurastrum sp. CCCryo 340b-08 18... 1727 0EOO
gi | 251736847| gb| FJ946902. 1| Chl orococcal es sp. 114 18S ri boso. .. 1727 0EOO
gi | 669688695| gb| KMD20102. 1| Chl orococcum sphacosum strai n SAG. .. 1725 0EOO
gi | 1276739973| gb| M3491513. 1| Chl orococcum sphacosum strai n AC. .. 1724 0EOO
gi | 32344960| gb| AY122332. 1] Chl orococcum robustum cl one Kr_86_. .. 1724 0EOO
gi | 1145763| gb| U41176. 1| COU41176 Chl or ococcum ol eof aci ens 18S ... 1724 0EOO
gi | 1276718679| gb| M3491216. 1| Chl orococcum ol eof aci ens strain ... 1723 0EOO
gi | 1280145636| gb| M3682207. 1|  Chl orococcum sphacosum strai n AC. .. 1723 0EOO
gi | 944383246| gb| KR607491. 1| Chl orococcum ol eof aci ens strain S... 1722 0EOO
gi | 669688617| gb| KMD20024. 1| Tetracystis tetraspora strain SAG .. 1721 0EOO
gi | 251736848| gb| FJ946903. 1| Chl orococcal es sp. VI8 18S ri boso. .. 1720 0EOO
gi | 749444530| gb| KI635657. 1| Cophila sp. CT2007 18S ri bosomal ... 1719 0EOO
gi | 928192345| dbj | AB983623. 1| Chl orococcum ni val e gene for 18S... 1719 0EOO
gi | 510020203| enb| HE860252. 1| Chl orochytrium | emmae partial 18... 1719 0EOO
gi | 510020202| enb| HE860251. 1| Chl orochytrium | emmae partial 18... 1719 0EOO
gi | 33325057| gb| AF514408. 1] Macrochloris sp. 105-99 strain CCC. .. 1718 0EOO
gi | 944383239| gb| KR607484. 1| Chl oronpbnas perforata strain SAG ... 1717 0EOO
gi | 742523403| gb| KMB70774. 1| Uncul tured eukaryote cl one TE212F. .. 1717 0EOO
gi | 442572058| gb| JQB315635. 1| Chl anydononadaceae sp. KMMCC 249 ... 1716 0EOO
gi | 242347799| gb| GQL22379. 1| Chl anydononadaceae sp. KMMCC FC-9. .. 1712 0EOO
gi | 389621737| gb| JN880460. 1| Protosi phon botryoi des isolate UT... 1710 0EOO
gi | 389621736| gb| JN880459. 1| Protosi phon botryoi des isolate FR .. 1710 0EOO
gi | 389621735| gb| JN880458. 1| Protosi phon botryoi des isolate UT... 1710 0EOO
gi | 389621734| gb| JN880457. 1| Protosi phon botryoides f. parieti... 1710 0EOO
gi | 166084192| gb| EF024715. 1| Uncul tured Haemat ococcaceae cl one. .. 1710 0EOO
gi | 1276739970| gb| M3491510. 1| Chl orococcum i sabel i ense strain ... 1705 0EOO
gi | 928192343| dbj | AB983621. 1| Chl orococcum rugosum gene for 18... 1705 0EOO
gi | 669688699| gb| KMD20106. 1| Chl orococcum i sabel i ense strain S... 1705 0EOO
gi | 449534521| gb| KC149964. 1| Protosi phon botryoi des isolate GT... 1705 0EOO
gi | 251736852| gb| FJ946907. 1| Chl orococcal es sp. VPL9-6 18S rib... 1705 0EOO
gi | 167202| gb| M563001. 1| CAUUGEAC Char aci um vacuol atum 18S ri bos. .. 1705 0EOO
gi | 742523287| gb| KMB70658. 1| Uncul tured eukaryote cl one TE108A. .. 1703 0EOO
gi | 1145765| gb| U41177. 1| PBU41177 Prot osi phon botryoides 18S ri ... 1703 0EOO
gi | 1857184 gb| U70794. 1| CPU70794 Chl oronpnas perforata strain ... 1701 0EOO
gi | 1276739972| gb| M3491512. 1| Chl orococcum di pl obi onti cum stra. .. 1700 0EOO
gi | 1857163| gb| U70587. 1| CDU70587 Chl or ococcum di pl obi onti cum 1. .. 1700 0EOO
gi | 485073424| gb| KC196723. 1| Macrochloris radi osa isolate UTEX .. 1699 0EOO
gi | 13469692| dbj | AB049415. 1| Chl orosarci nopsi s nminor gene for ... 1697 0EOO
gi | 669688772| gb| KMD20179. 1| Rhopal osol en saccatus strain SAG ... 1696 0EOO
gi | 563323137| gb| KF791539. 1| Chl orococcum sp. JB1 snall subuni. .. 1696 0EOO
gi | 166083647| gb| EF024170. 1| Uncul tured eukaryote clone Elev_1... 1696 0EOO
gi | 1341122453| gb| M3022715. 1| Chl anydopodi um starrii isolate C. .. 1696 0EOO
gi | 1341122452| gb| M3022714. 1| Chl anydopodium starrii isolate C. .. 1696 0EOO
gi | 960515919| gb| KT279452. 1| Tetracystis sp. YACCYB32 18S ri bo. .. 1696 0EOO
gi | 928192347| dbj | AB983625. 1| Chl anydopodi um starrii gene for ... 1696 0EOO
gi | 1276718680| gb| M3491217. 1| Chl orococcum ol eof aci ens strain ... 1693 0EOO
gi | 167199| gb| MB4319. 1| CAURD18S Char aci um saccatum 18S ri bosom .. 1693 0EOO
ALl GNIVENTS
>gb| KJ635658. 1| Qophila sp. LA2008 18S ri bosomal RNA gene, partial sequence

Lengt h=1741

Score = 1851.5 bits (2052), Expect = OEOO

Identities = 1085/1110 (97%, Gaps = 14/1110 (1%

Strand = Pl us/Plus
Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCCTTATACGGT GAAACTGCGAATGGCTCATT 64

Sbjct 13 ATTAAGCCATGCATGTICTAAGTATAAACTGCTTATACGGTGAAACTGCGAATGGECTCATT 72
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AAATCAGI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A AN A A AR AR Ay
AAATCAGT TATAGT TTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

R A R R R R AR A A AN
GCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R AR AR AR
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R A A AN A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR R A AN RN AR
AGT GACAATAAATAACAATACT GBGCGT TTACGT CTGGTAAT TGGAATGAGAACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U N A A AR RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A R AR A AR
TGTCGACGOGGT CTGCCTCTGGTAT GTACT GOGCT CGGT GCACCT T TCTGCTGGGGACGG

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R R N R AR
GCTCCTGGGCT TAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R R A A AN Ay
TGTTCAAAGCAAGCCCACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

A R AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A AR R A ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

CEEEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A A AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-
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Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWGCCG 1075

U R N A R R A S A N A e
Sbj ct 1030 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1088

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbj ct 1090 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1118

>gb| KF791553. 1| Chl orococcum sp. JB19 small subunit ribosomal RNA gene, partial sequence
Lengt h=1746

Score = 1838.0 bits (2037), Expect = 0EOO
Identities = 1082/ 1110 (97%, Gaps = 14/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 82

Query 65 AAATCAGITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

A AN A AR Y
Sbjct 83  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 142

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R AN A AN
Sbjct 143  GCTAATACATGCGTAAATCCCGACTTCTGGGAGGGACGTATTTATTAGATAAAAGGCCAG 202

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N AN AR R A
Sbj ct 203  CCGAGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGGCCTCGTGCC 262

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A ARy
Sbjct 263  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 322

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A A NNy
Sbjct 323  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 382

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A R A A AR A
Sbjct 383  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 442

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

N A R AR A AN RN
Sbjct 443  AGTGACAATAAATAACAATACTGGGCGT TTACGTCTGGTAATTGGAATGAGAACAATGTA 502

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 503  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 562

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 563  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 622

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A R AR A AR A
Sbjct 623  TGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGEGGACGS 682

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R R N R R AR
Sbjct 683  GCTCCTGGGCTTAACTGCTTGGGACCT GGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 742



Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
Sbjct 743  TGTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

AR A AR A A
Sbj ct 803  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

AR A A N RNy
Sbjct 862  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A Ay
Sbjct 922  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
Sbjct 982  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R N S A N e
Sbj ct 1040 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbjct 1100 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1128

>gb| U70586. 1| CEU70586 Chl or ococcum el | i psoi deum 18S nucl ear ribosonmal RNA
Lengt h=1702

Score = 1811.9 bits (2008), Expect = OEOO
Identities = 1077/ 1110 (97%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACT GCT TATACGGT GAAACT GCGAATGGCTCATT
U N AN AN A ANy
Sbjct 5 ATTAAGCCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACT GCGAATGGCTCATT
Query 65  AAATCAGTTATAGTTTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGAAATCTAGA
NN A A A AN Y
Sbjct 65  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA
Query 125  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG
RN R R N A AT AN
Sbjct 124  GCTAATACATGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG
Query 185  COGGGCTTGOCCGACCTTAGGOGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCC
R R N AR A A
Sbjct 184  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCATGGCCTTGTGCC
Query 245  GGCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
R R A A A ARy
Sbj ct 244  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC
Query 305  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG
R A R AR A A ANy
Sbjct 304  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG
Query 365  GCTACCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT COCGACACGGGGAGGT
R R R A AN A AR A
Sbjct 364  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT
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903

921

962

981

1020

1039

1075

1098

gene,

64

64

124

123

184

183

244

243

304

303

364

363

424

423

parti al

sequence



Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

A A R A NNy
Sbjct 424  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 483

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 484  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 543

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGITCGGATTTCGGGTG 604

U N AR A AR A ANy
Sbj ct 544  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 603

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R A AR AR R A A Ay
Sbj ct 604  CGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGEGGACGG 663

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R N R R AN
Sbjct 664  GCTCCTGGGCTTCACTGCTTGGGACCT GGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 723

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R R A N A A AR RNy
Sbjct 724  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 783

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R A N AR A A
Sbjct 784  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 842

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 843  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 902

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R A R A Ay
Sbjct 903  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 962

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCELEEEEr et e e e e e e e
Sbjct 963  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1020

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U U R N R A S AN A
Sbjct 1021 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1079

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbj ct 1081 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1109

>gb| KU521558. 1| Chl orococcum sp. 51.3 18S ri bosonal RNA gene, partial sequence
Lengt h=1697

Score = 1811.0 bits (2007), Expect = OEOO
Identities = 1082/ 1115 (97%, Gaps = 19/1115 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 1 ATTAAGCCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACTGCGAATGGCTCATT 60

Query 65 AAATCAGTI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN A AN AR AN
Sbjct 61  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 120



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

125

121

185

181

245

241

305

301

365

361

425

421

485

481

544

541

602

601

661

661

721

721

781

781

841

841

900

900

959

960

1017

1019

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

R N R R R R AR R A AN
GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R N N A A AR AN AR R A
CCGGGCT TGCCOGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGOCT CGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR A A NN
AGTGACAATAAATAACAATACT GBGCGT TTACGT CTGGTAAT TGGAATGAGAACAATGTA

AATATCTTAACGAGTATCCATT- GGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCC

RN A A ARy
AATATCTTAACGAGTATCCAT TGGGAGGGCAAGT CTGGT TCCAGCAGCCGCGGTAATTCC

AGCTCCAATAGCGTATATTTAAGTI TGT TG CAGT TAAAAAGC- TCGTAGTTGGATTTCGG

R N A N AR R AR AR R AR AN
AGCTCCAATAGGGTATATTTAAGT TGT TGCCAGT TAAAAAGCT TCGTAGT TGGATTTCGG

GTGTGTCGACGCGGTCTGCC- TCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEEG

R R A R A A A
GTGT GTCGACGOGGT CTGCCTTCTGGT ATGTACT GCGCTCGGTGCACCT TTCTGCTGGGG

ACGGGECTCCTGEGECTTAACT GCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACA

R R R A A A Ay
ACGGGCTCCTGGECT TAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACA

AGAGT GT TCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACT

R R N N A ARy
AGAGT GT TCAAAGCAAGCCCACGCT CTGAAT TTTTTAGCATGGAAT CACACGATAGGACT

CTGGCCTATCTTGT TGGT CTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA

R A AR A A Ay
CTGGCCTATCT TGT TGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGECA

TTTCGTATTTCATTGI CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTCGCG A

RN A R R AR
- TTCGTATTTCATTGTCAGAGGT GAAAT TCTTGGAT TTATGAAAGACGAACT TCTGCGAA

AGCATTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEEEECTCG AGACGATT

AR R R A R AR AR Ay
AGCATTTGOCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGECT CGAAGACGAT T

AGATACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCAT

R A AR A A
AGATACCGTCGTAGTC- TCAACCATAAACGAT GCOGACT AGGGAT TGGCAGGT GT TCCAT

TGATTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGITGC- - - GGCCGA- TAW

R R U AR R R A e Ay
TGA- TGACCCT GCCAGCACCT TATGAGAAAT CAAAGT TTTTGGGT TCCGBGREGGAGTAT

184

180

244

240

304

300

364

360

424

420

484

480

543

540

601

600

660

660

720

720

780

780

840

840

899

899

958

959

1016

1018

1070

1077



Query 1071 TGCCGCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R R U A A
Sbj ct 1078 GGTCGCAAGGCTGAAACTTAAAGGAATT- GACGGA 1111

>dbj | AB983622. 1| Chl orococcum aquati cum gene for 18S rRNA, partial sequence, strain: UTEX2222
Lengt h=1745

Score = 1802.8 bits (1998), Expect = OEOO
Identities = 1075/ 1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGOGAATGGCTCATT 81

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

NN A A A AN Y
Sbjct 82  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA 140

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AN
Sbjct 141  GCTAATACATGOGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 200

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N A AR R A A
Sbjct 201  CCGGGCTTGOCCGACTTTAGGOGAATCATGATAACT TCACGAATCGCATGGCCTCGIGOC 260

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A ANy
Sbjct 261  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 320

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A ARy
Sbjct 321  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 380

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A AN A AR
Sbjct 381  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 440

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR A R A NNy
Sbjct 441  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 500

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 501  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 560

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U R AR A AR A ANy
Sbjct 561  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 620

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R A A AR AR A A A A A
Sbjct 621  AGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGT TCACCTTTCTGCTGEGGACGG 680

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R R N R A
Sbjct 681  GCTCCTGGGCTTAACTGCTTGGGACCT GGAATCAGOGAAGT GACCT TGAGCAAACAAGAG 740

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R R N A A AN ARy
Sbjct 741  TGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 800



Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R R N AR A A A
Sbjct 801  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 859

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A A N AR AR Ay
Sbjct 860  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 919

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R A Ay
Sbjct 920  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 979

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCELEEEEr et e e e e e e e
Sbjct 980  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1037

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWGCCG 1075

U U R N A R A S A N A
Sbj ct 1038 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1096

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>gb| KM)20099. 1| Chl orococcum mi nutum strain SAG 213-7 18S ri bosomal RNA gene, partial sequence
Lengt h=1771

Score = 1802.8 bits (1998), Expect = OEOO
Identities = 1075/ 1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 83

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN A N A R A R A Ay
Sbjct 84  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA 142

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

R R R N A AT AR
Sbjct 143  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 202

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N A A AR A AR R A
Sbj ct 203  CCGGGCTTGOCCGACT TTAGGOGAAT CATGATAACT TCACGAATCGCACGGCCTCGTGCC 262

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R A ARy
Sbjct 263  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 322

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A AR A A A NNy
Sbjct 323  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 382

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R A A A A A
Sbjct 383  GCTTCCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAATCCCGACACGGGGAGGT 442

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

N A AR AN Ay
Sbjct 443  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGCACAATGTA 502



Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
Sbjct 503  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR A ANy
Sbj ct 563  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U R A AR AR A A A A AN
Sbjct 623  AGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTOGGT TCACCTTTCTGCTGGEGGACGG

Query 665 GCTCCTGGGCTTAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R R N R R AN
Sbjct 683  GCTCCTGGGCTTAACTGCTTGGGACCT GGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AN Y
Sbjct 743  TGTTCAAAGCAAGCCAACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGGCATTTC

R R N AR A A A
Sbj ct 803  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR AR Ay
Sbjct 862  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A A
Sbjct 922  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbjct 982  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1040 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbjct 1100 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1128

>dbj | AB713407. 1| Chl orococcum sp. J7 gene for 18S rRNA, partial sequence
Lengt h=1732

Score = 1802.8 bits (1998), Expect = OEOO
Identities = 1075/ 1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N NN AN AN ARy
Sbjct 26  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A AN A R A R A Ay
Sbjct 86  AAATCAGTTATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R AN A A AN
Sbjct 145  GCTAATACATGOGCAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

10

544

562

604

622

664

682

724

742

784

802

844

861

903

921

962

981

1020

1039

1075

1098

64

85

124

144

184

204



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

185

205

245

265

305

325

365

385

425

445

485

505

545

565

605

625

665

685

725

745

785

805

845

864

904

924

963

984

1021

1042

1076

1102

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A AR A AR R A
CCGGGCT TGCCOGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGOCT CGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A AR
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R R A R AR A A ARy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AR A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

A A R A NN Ay
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGCACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R A A AR AR R R A A Ay
CGTCGACGOGGT CTGCCTCTGGTATGT ACT GOGCT CGGT GCACCT TTCTGCTGGGGACGG

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R N R R AN
GCTCCTGGGCT TGACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R N A A AN ARy
TGTTCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC

A R AR A AR
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGTGT TCCTTTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U R N A R R N S A N A A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1130

11

244

264

304

324

364

384

424

444

484

504

544

564

604

624

664

684

724

744

784

804

844

863

903

923

962

983

1020

1041

1075

1100



>gb| AY220600. 1| Chl anydononad sp. Tow8/ 18T-6w 18S ri bosomal RNA gene, partial sequence
gi | 29469379| gb| AY220601. 1| Chl anydononad sp. Tow2/ 24P-4w 18S ri bosomal RNA gene, partia
sequence

Lengt h=1689

Score = 1802.0 bits (1997), Expect = 0OEOO
Identities = 1071/1103 (97%, Gaps = 15/1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATTAAATCAG 71

U R A A AN
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACTGOGAATGGCTCATTAAATCAG 61

Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA 131

A R N AR A AR RN
Sbjct 62  TTATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTAATA 120

Query 132 CATGCGTAAAT CCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEECT 191

R R R AN A AR
Sbjct 121  CATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGGCT 180

Query 192  TGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCCGGECGATG 251

R R A R A AR A A A R AR
Sbjct 181  TGCOCGACCTTAGGCGAATCATGATAACT TCACGAAT CGCACGGOCTCGOGCOGGOGATG 240

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACCATGGTGG 311

R A R A A AN
Sbjct 241  TTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG 300

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGGECTACCA 371

R N A AR R AR
Sbjct 301  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGECTACCA 360

Query 372 CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGGEGAGGTAGTGACA 431

R R A AR A AR
Sbjct 361  CATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCOCGACACGGGGAGGTAGTGACA 420

Query 432 ATAAATAACAATACTGCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT 491

RN R R A A R A A AN
Sbjct 421  ATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATATCT 480

Query 492  TAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA 551

U R R R R AR A A AN
Sbjct 481  TAACGAGIATCCATTGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCCAGCTCCAA 540

Query 552 TAGCGTATATTTAAGI TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTCGAC 611

R RN A AR A
Sbjct 541  TAGOGTATATTTAAGTTGITGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGCGTCGAC 600

Query 612 GCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACGEECTCCTG 671

R R A A RN
Sbjct 601  GCGGTCTGCCTCTGGTATGIACTGOGCTCGGTGCACCT TTCTGCTGGEGACGEECTCCTG 660

Query 672  GGCTTAACTGCTTGGGACCTGGAATCAGCGAAGTGACCTTGAGCAAACAAGAGTGTTCAA 731
R A A A AR ARy
Sbjct 661  GGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 720
Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 791
U R A AR AN A A A AN
Sbjct 721  AGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 780

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGEGGEGECATTTCGTATTTC 851
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R R A R R AR R A mA Ay
Sbjct 781  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CBGGGGCA- TTCGTATTTC

Query 852  ATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGCCA

R A R AR A A A Ay
Sbjct 840  ATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA

Query 911  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGTCG

AR R R A A A A RN
Sbjct 900  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGECT CGAAGACGAT TAGATACCGTCG

Query 970  TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACCCT

R R R A R A N A
Sbjct 960  TAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGT GT TCCATTGA TGACCCT

Query 1028 GCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGGECT

U U U R A AU o A A
Sbj ct 1018 GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEEGAGT ATGGT CGCAAGGCT

Query 1083 - TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
Sbj ct 1078 GAAACTTAAAGGAATT- GACGGA 1099

839

910

899

969

959

1027

1017

1082

1077

>gb| AY220599. 1| Chl anydononad sp. Pi c6/3P-1w 18S ri bosonal RNA gene, partial sequence

Lengt h=1689

Score = 1802.0 bits (1997), Expect = 0OEOO
Identities = 1071/1103 (97%, Gaps = 15/1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGICTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGGCTCATTAAATCAG
U A A A
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACT GOGAATGGCTCATTAAATCAG
Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA
A R A AR A AR RN
Sbjct 62  TTATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTAATA
Query 132  CATGOGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGECT
R R R AN A AR
Sbjct 121  CATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAGCCGGGCT
Query 192  TGCCOGACCTTAGGCGAATCATGATAACT TCACGAATCGCACGGCCT TGTGCCGGCGATG
R R A A A AR A A A R AR
Sbjct 181  TGCOCGACCTTAGGCGAATCATGATAACT TCACGAAT CGCACGGCCT CGOGCCGGOGATG

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG

R N A A A A AN
Sbjct 241  TTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCT GAGAAACGGCTACCA

R N R R AR
Sbjct 301  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGGCTACCA

Query 372  CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCOGACACGGGGAGGTAGT GACA
R R A AR A AR
Sbjct 361  CATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT COCGACACGGGGAGGTAGTGACA
Query 432  ATAAATAACAATACTGGGOGTTTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT
RN R R A N ANy
Sbjct 421  ATAAATAACAATACTGGGCATTTATGTCTGGTAAT TGGAATGAGTACAATGTAAATATCT

Query 492  TAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA

13

71

61

131

120

191

180

251

240

311

300

371

360

431

420

491

480

551



U R R R R AR A A AN
Sbjct 481  TAACGAGIATCCATTGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCCAGCTCCAA 540

Query 552 TAGCGTATATTTAAGI TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTCGAC 611

R RN A AR A
Sbjct 541  TAGCGTATATTTAAGTTGITGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGOGTCGAC 600

Query 612 GCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACGEECTCCTG 671

R R A A RN
Sbjct 601  GCGGTCTGCCTCTGGTATGTACTGOGCTCGGTGCACCT TTCTGCTGGEGACGEECTCCTG 660

Query 672 GGCTTAACTGCTTGGGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 731

R A A R AN AR
Sbjct 661  GGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 720

Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 791

U R A AR AN A A A AN
Sbjct 721  AGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 780

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGEGGEGECATTTCGTATTTC 851

R R A R AR A A mA Ay
Sbjct 781  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGGCA- TTCGTATTTC 839

Query 852  ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGCCA 910

R A R AR A A A Ay
Sbjct 840  ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA 899

Query 911  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGTCG 969

AR R R A A A A RN
Sbjct 900  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGECTCGAAGACGATTAGATACCGTCG 959

Query 970  TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGATTGACCCT 1027

R R R A R A A A
Sbjct 960  TAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGT TCCATTGA- TGACCCT 1017

Query 1028 GCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGGCT 1082

R U U R A R o A A
Sbj ct 1018 GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGREEGAGTATGGTCGCAAGGCT 1077

Query 1083 - TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
Sbj ct 1078 GAAACTTAAAGGAATT- GACGGA 1099

>gb| AY220092. 1| Chl anydononad sp. Pic 9/21 P-2w 18S ri bosomal RNA gene, partial sequence
Lengt h=1790

Score = 1798.3 bits (1993), Expect = 0OEOO
Identities = 1074/1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 43  ATTAAGCCATGCATGTCTAAGTATAAACTGCT TATACGGT GAAACTGOGAATGGCTCATT - 102

Query 65  AAATCAGTTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124
RN AN A A AN
Sbjct 103  AAATCAGITATAGITTATTTGATGGTACTTCCTACTTGG ATAACCGTAGGAAATCTAGA 161
Query 125  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 184
RN R R N A AT AR
Sbjct 162  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 221

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244
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Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

222

245

282

305

342

365

402

425

462

485

522

545

582

605

642

665

702

725

762

785

822

845

881

904

941

963

1001

1021

1059

1076

1119

U R N A A R A A A A
CCGGGCT TGCCOGACCT TAGGCGAAT CATGATAACT CAACGAAT CGCATGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCOCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGET

R R A R AR A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCECGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR A AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R A AR AR A A A A A
GGTCGACGOGGT CTGCCTCTGGTATGT ACT GOGCT CGGT CCACCT TTCTGCTGGRGACGG

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R R N R R A
GCTCCTGGGCT TAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AN Y
TGTTCAAAGCAAGCCAACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

AR A AR AR
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A R AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

CEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U R O A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R AR R R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1147

15

281

304

341

364

401

424

461

484

521

544

581

604

641

664

701

724

761

784

821

844

880

903

940

962

1000

1020

1058

1075

1117



>gb| KR607490. 1| Chl orococcum mi nutum strain SAG 213-7 snall subunit ribosomal RNA gene, partia
sequence
Lengt h=1717

Score = 1797.4 bits (1992), Expect = 0OEOO
Identities = 1070/ 1103 (97%, Gaps = 15/1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATTAAATCAG 71

U A AN Ay
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACTGOGAATGGCTCATTAAATCAG 61

Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA 131

A R N AR A AR RN
Sbjct 62  TTATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTAATA 120

Query 132 CATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEECT 191

R R AN AR
Sbjct 121  CATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGGCT 180

Query 192  TGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCCGGECGATG 251

R A R A AR R A A AR
Sbjct 181  TGCOCGACTTTAGGCGAATCATGATAACT TCACGAAT CGCACGGOCTCGTGCOGGOGATG 240

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACCATGGTGG 311

R A R A A AN
Sbjct 241  TTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG 300

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGGECTACCA 371

R N A AR A AR
Sbjct 301  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGECTACCA 360

Query 372 CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGGEGAGGTAGTGACA 431

U R A AR A AR
Sbjct 361  CATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCOCGACACGGGGAGGTAGTGACA 420

Query 432 ATAAATAACAATACTGCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT 491

RN R R A A R R A AN
Sbjct 421  ATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGCACAATGTAAATATCT 480

Query 492  TAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA 551

U R R R R AR A A AN
Sbjct 481  TAACGAGIATCCATTGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCCAGCTCCAA 540

Query 552 TAGCGTATATTTAAGI TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTCGAC 611

R RN A AR A
Sbjct 541  TAGCGTATATTTAAGTTGITGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGAGTCGAC 600

Query 612 GCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACGEECTCCTG 671

R R A A A RN
Sbjct 601  GCGGTCTGCCTCTGGTATGIACTGOGCTCGGT TCACCT TTCTGCTGGEGACGEECTCCTG 660

Query 672 GGCTTAACTGCTTGGGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 731

R A A A AR AR
Sbjct 661  GGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 720

Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 791

U R A A AN A A A A
Sbjct 721  AGCAAGCCAACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 780

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGEGGEGECATTTCGTATTTC 851

R R A R AR R A mA Ay
Sbjct 781  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGGCA- TTCGTATTTC 839
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>dbj | AB490288. 1| Chl orococcum sp. YF382 gene for 18S rRNA, partial sequence

Score
| dent i

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

852

840

911

900

970

960

1028

1018

1083

1078

ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCATTTGCCA

R A N R R R A A Ay
ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA

AGGATGI TTTCATTGATCAAGAACGAAAGT TGGEEEECTCG AGACGATTAGATACCGTCG

AR R R A A A A RN
AGGATGT TTTCATTGATCAAGAACGAAAGT TGGBGGGECT CGAAGACGAT TAGATACCGTCG

TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGATTGACCCT

R R R A R A N A
TAGTC- TCAACCATAAACGATGCOGACTAGGGAT TGGCAGGT GTTCCATTGA- TGACCCT

GCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWI GCCGCAAGGECT

R U U R A AU o A A
GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGEGEGGAGT AT GGT CGCAAGGCT

- TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
GAAACTTAAAGGAATT- GACGGA 1099

Lengt h=1738

= 1792.9 bits (1987), Expect = OEOO

ties

65

65

125

124

185

184

244

244

304

304

364

364

424

424

484

484

1074/ 1111 (96%, Gaps = 16/1111 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R R R R R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A N A R A R A Ay
AAATCAGTTATAGT TTATTTGATGGTACCTCCTACTTGG- ATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGGCCAG

R N R R R R AR A A A RN
GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCA- CGAATCGCACGGCCTTGTGC

U R N S A A A A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT CAAACGAAT CGCATGGCCT TGTGC

CGGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

U RN A R A AR
CGGCGATGT TTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

CATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAAC

R R R R AR AR AR
CATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAAC

GGCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGEGAGG

R R A A A A A ARy
GGCTACCACAT CCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT CCCGACACGGGGAGG

TAGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAAT TGGAATGAGAACAATGT

R R R R R e A A AR AR AR
TAGTGACAATAAATAACAATACT GGGCAT TTATGT CTGGT AATTGGAATGAGTACAATGT

AAATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCC

N R A N ARy
AAATATCT TAACGAGT ATCCAT TGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCC

17

910

899

969

959

1027

1017

1082

1077

64

64

124

123

184

183

243

243

303

303

363

363

423

423

483

483

543

543



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>dbj | AB490287. 1| Chl orococcum sp. YF282 gene for 18S rRNA, partial sequence

Score

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

544

544

604

604

664

664

724

724

784

784

844

843

903

903

962

963

1020

1022

1075

1081

AGCTCCAATAGCGTATATTTAAGI TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGEGT

R N A A R A AR AR RN
AGCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGEGT

GTGTCGACGCGGT CTGCCTCTGGTATGTACT GCGCTCGGTGCACCTTTCTGCTGGGEGACG

R R A A A A A A A
GGGT CGACGCGGT CTGOCT CTGGTATGTACT GCGCT CGGT TCACCT TTCTGCTGGGGACG

GGCTCCTGGGECTTAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGA

R R A A A A
GGCTCCTGGGCT TAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGA

GTGTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

R R R N RN A AN ARy
GTGT TCAAAGCAAGCCGACGCT CTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTG

GCCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGEGECATTT

R R AR II
GCCTATCTTGT TGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- T

CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC

R R A R A R A R A ARy
CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGC

ATTTGCCAAGGATGTI TTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG AGACGATTAGA

R R A R A Y
ATTTGCOCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGEGGCT CGAAGACGATTAGA

TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGA

U U R R R A A Ay
TACCGTCGTAGTC- TCAACCAT AAACGAT GCOGACTAGGGAT TGECAGGT GCTCCATTGA

TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGEGA- TAWMGCC

U U R S A AN AT A A
- TGACCCTGCCAGCACCT TATGAGAAAT CAAAGT TTTTGGGT TCCGBGGEGAGTATGGTC

GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
GCAAGGCTGANACTTAAAGGAATT- GACGGA 1110

Lengt h=1779

= 1792.0 bits (1986), Expect = OEOO
Identities

33

65

93

125

152

185

212

1074/ 1111 (96%, Gaps = 16/1111 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

R AR R A R R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A AN A R A R A Ay
AAATCAGT TATAGT TTATTTGATGGTACCTCCTACTTGG- ATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AR
GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCA- CGAATCGCACGGCCTTGTGC

R R N S A A A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT CAAACGAAT CGCATGGCCT TGTGC

18

603

603

663

663

723

723

783

783

843

842

902

902

961

962

1019

1021

1074

1080

64

92

124

151

184

211

243

271



Query 244  CGGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTAC 303

U R A A AR
Sbjct 272  CGGOGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC 331

Query 304  CATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC 363

R R R R AR AR AR
Sbjct 332  CATGGTGGTAACGGGTGACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC 391

Query 364  GGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGGEGAGG 423

R R A A A AN A ARy
Sbjct 392  GGCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAATTACCCAATCCOGACACGGGGAGG 451

Query 424  TAGIGACAATAAATAACAATACTGGGCGTTTACGT CTGGTAATTGGAATGAGAACAATGT 483

R R R R R e A A AR AR AR
Sbjct 452  TAGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGT 511

Query 484  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGCGGTAATTCC 543

N R A N ARy
Sbjct 512  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGOGGTAATTCC 571

Query 544  AGCTCCAATAGCGTATATTTAAGTTGTITGCAGITAAAAAGCTCGTAGITGGATTTCGGGT 603

R A A R A AR AR
Sbjct 572  AGCTCCAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT 631

Query 604  GIGICGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACG 663

R R R N A A A A A
Sbjct 632  GGGTCGACGOGGTCTGCCTCTGGTATGTACTGOGCTCGGT TCACCTTTCTGCTGGGGACG 691

Query 664  GGCTCCTGGGCTTAACTGCTTGGGACCTGGAATCAGCGAAGTGACCTTGAGCAAACAAGA 723

R R A A A A
Sbjct 692  GGECTCCTGGGCTTAACTGCTTGGGACCTGGAATCAGCGAAGT GACCTTGAGCAAACAAGA 751

Query 724  GIGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG 783

R R R N RN A AN ARy
Sbjct 752  GTGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG 811

Query 784  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGGEGECATTT 843

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 812  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGGCA- TT - 870

Query 844  CGTATTTCATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC 902

R A A AR AN RN Ay
Sbjct 871  CGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCGAAAGC 930

Query 903  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEECTCG- AGACGATTAGA 961

A A A A
Sbjct 931  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGA 990

Query 962  TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITTCCATTGA 1019

U U R R R A A Ay
Sbjct 991  TACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGATTGGCAGGTGCTCCATTGA 1049

Query 1020 TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGTTC- - GGGCGA- TAWGCC 1074

U U R N S A RN AT A A
Sbj ct 1050 - TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGAGTATGGTC 1108

Query 1075 GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
Sbj ct 1109 GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1138

>gb| AY220094. 1| Chl anydononad sp. Wiwi n 8/ 18 P-1d 18S ri bosomal RNA gene, partial sequence
Lengt h=1791
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Score
Identities

= 1792.0 bits (1986), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

43

65

103

125

162

185

222

244

282

304

342

364

402

424

462

484

522

544

582

604

642

664

702

724

762

784

822

844

881

1074/ 1111 (96%, Gaps = 16/1111 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R R R R R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A N A R A R A Ay
AAATCAGTTATAGT TTATTTGATGGTACCTCCTACTTGG- ATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AR
GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCA- CGAATCGCACGGCCTTGTGC

U R N S A A A
CCGGGCT TGCCOGACCT TAGGCGAAT CATGATAACT CAAACGAAT CGCATGGCCT TGTGC

CGGCGATGT TTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

U R A R A ARy
CGGCGATGT TTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

CATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAAC

R R R R AR
CATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAAC

GGCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGEGAGG

R R A A A AN A ARy
GGCTACCACAT CCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT CCCGACACGGGGAGG

TAGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAAT TGGAATGAGAACAATGT

R R R R R e A A AR AR AR
TAGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGT AAT TGGAATGAGTACAATGT

AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCC

N R A N ARy
AAATATCT TAACGAGT ATCCAT TGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCC

AGCTCCAATAGCGTATATTTAAGI TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGEGT

R R N A A R AR RN
AGCTCCAATAGCGTATATTTAAGI TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGEGT

GTGTCGACGCGGT CTGCCTCTGGTATGTACT GCGCTCGGTGCACCT TTCTGCTGGGEGACG

R R A N A A A A A
GGGTCGACGCGGT CTGOCT CTGGTATGTACT GCGCT CGGT TCACCT TTCTGCTGGGGACG

GGCTCCTGGGECTTAACT GCTTGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGA

R R A A A A
GGCTCCTGGGCT TAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGA

GTGTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

R R R N RN A A ARy
GTGT TCAAAGCAAGCCGACGCT CTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTG

GCCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGEGECATTT

R R AR II
GCCTATCTTGT TGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- T

CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC

R R R R A R A AR ARy
CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGC

20

64

102

124

161

184

221

243

281

303

341

363

401

423

461

483

521

543

581

603

641

663

701

723

761

783

821

843

880

902

940



Query 903  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEECTCG- AGACGATTAGA 961

R A R AR A
Sbjct 941  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGA 1000

Query 962  TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGA 1019

U U R R R A A Ay
Sbj ct 1001 TACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGATTGGCAGGTGCTCCATTGA 1059

Query 1020 TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGTTC- - GGCCGA- TAWGCC 1074

U U R S A RN A A A
Sbjct 1060 - TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGAGTATGGTC 1118

Query 1075 GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
Sbjct 1119 GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1148

>gb| KT781103. 1| Chl orococcum sp. KQ 2016 18S ri bosonmal RNA gene, partial sequence
Lengt h=1689

Score = 1783.9 bits (1977), Expect = 0EOO
Identities = 1067/1103 (96%, Gaps = 15/1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATTAAATCAG 71

U R A A AN
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACTGOGAATGGCTCATTAAATCAG 61

Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA 131

A R A AR A AR RN
Sbjct 62  TTATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTAATA 120

Query 132 CATGCGTAAAT CCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEECT 191

R R AN A A
Sbjct 121  CATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGGCT 180

Query 192  TGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCCGGECGATG 251

R A A A A A A A R AR
Sbjct 181  TGCOCGACTTTAGGCGAATCATGATAACT TCACGAAT CGCATGGOCTCGTGCOGGOGATG 240

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACCATGGTGG 311

R N A R A AN AN
Sbjct 241  TTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGGTAGAGGCCTACCATGGTGG 300

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGGECTACCA 371

R N R R AR
Sbjct 301  TAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGECTACCA 360

Query 372 CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGGEGAGGTAGTGACA 431

U R A AR A AR
Sbjct 361  CATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCOCGACACGGGGAGGTAGTGACA 420

Query 432 ATAAATAACAATACTGCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT 491

RN R R A A AR R A AN
Sbjct 421  ATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATATCT 480

Query 492  TAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA 551

U R R A R AR A A AR
Sbjct 481  TAACGAGIATCCATTGGAGGGCAAGCCT GGT GOCAGCAGCCGCGGTAATTCCAGCTCCAA 540

Query 552 TAGCGTATATTTAAGI TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTCGAC 611

R RN A AR A
Sbjct 541  TAGCGTATATTTAAGTTGITGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGAGTCGAC 600
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Query 612 GCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACGEECTCCTG 671

R R A A A RN
Sbjct 601  GCGGTCTGCCTCTGGTATGTACTGOGCTCGGT TCACCT TTCTGCTGGEGACGEECTCCTG 660

Query 672 GGCTTAACTGCTTGGGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 731

R A A R A AR AR
Sbjct 661  GGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 720

Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 791

U A AR AN A A ANy
Sbjct 721  AGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 780

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGEGGEGECATTTCGTATTTC 851

R R A R R AR R A mA Ay
Sbjct 781  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGGCA- TTCGTATTTC 839

Query 852  ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGCCA 910

R A AR A A A Ay
Sbjct 840  ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA 899

Query 911  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGTCG 969

AR R R A A A A RN
Sbjct 900  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGATACCGTCG 959

Query 970  TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGATTGACCCT 1027

R R A R A A A
Sbjct 960  TAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGT TCCATTGA- TGACCCT 1017

Query 1028 GCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGGCT 1082

U U U R A AU o A A
Sbj ct 1018 GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGEGAGTATGGTCGCAAGGCT 1077

Query 1083 - TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
Sbj ct 1078 GAAACTTAAAGGAATT- GACGGA 1099

>gb| KP726222. 1| Chl orococcum sp. KLL- @015 clone c 18S ri bosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2,
conpl ete sequence; and 28S ri bosomal RNA gene, partial sequence

Lengt h=2466

Score = 1783.0 bits (1976), Expect = OEOO
Identities = 1072/ 1111 (96%, Gaps = 16/ 1111 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U R NN AN A AN
Sbjct 4 ATTAAGCCGT GCATGT CTAAGT ATAAACT GCT TATACGGT GAAACTGCGAATGGCTCATT 63

Query 65 AAATCAGTI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

A N A A AN Y
Sbjct 64  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA 122

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AR
Sbjct 123  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 182

Query 185  COGGGCTTGOCCGACCTTAGGOGAATCATGATAACTTCA- CGAATCGCACGGCCTTGIGE 243
R R A S A A A A
Sbjct 183  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACTCAAACGAATCGCATGGCCTTGIGE 242

Query 244  CGGOGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTAC 303
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e err
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Shjct 243 CGGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTAC 302

Query 304  CATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC 363

R R R R AR AR
Sbjct 303  CATGGTGGTAACGGGTGACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC 362

Query 364  GGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEEGAGG 423

R R A A A AN A ARy
Sbjct 363  GGCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAATTACCCAATCCOGACACGGGGAGG 422

Query 424  TAGIGACAATAAATAACAATACTGGGCGTTTACGT CTGGTAATTGGAATGAGAACAATGT 483

U R N AN AN AN
Sbjct 423  TAGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGT 482

Query 484  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGCGGTAATTCC 543

N R A AN AN ARy
Sbj ct 483  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGOGGTAATTCC 542

Query 544  AGCTCCAATAGCGTATATTTAAGTTGTTGCAGITAAAAAGCTCGTAGITGGATTTCGGGT 603

R A A A A A AR
Sbjct 543  AGCTCCAATAGCGTATATTTAAGTTGTTGOGGT TAAAAAGCTCGTAGT TGGATTTCGGGT 602

Query 604  GIGICGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACG 663

R R A N A A A A A
Sbjct 603  GGGTCGACGOGGTCTGCCTCTGGTATGTACTGOGCTCGGT TCACCTTTCTGCTGGGGACG 662

Query 664  GGCTCCTGGGCTTAACTGCTTGGGACCTGGAATCAGCGAAGTGACCTTGAGCAAACAAGA 723

R R A A A A
Sbjct 663  GGCTCCTGGGCTTAACTGCTTGGGACCTGGAATCAGCGAAGT GACCTTGAGCAAACAAGA 722

Query 724  GIGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG 783

R R R N RN A AN ARy
Sbjct 723  GTGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG 782

Query 784  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGGEGECATTT 843

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 783  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGT CGGBGGGCA- TT - 841

Query 844  CGTATTTCATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC 902

R A A AR AN RN Ay
Sbjct 842  CGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGOGAAAGC 901

Query 903  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEECTCG- AGACGATTAGA 961

R A R AR A
Sbjct 902  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGA 961

Query 962  TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGA 1019

U U R R R A A Ay
Sbjct 962  TACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGATTGGCAGGTGCTCCATTGA 1020

Query 1020 TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGTTC- - GGGCGA- TAWGCC 1074

U U R A RN A A A
Sbjct 1021 - TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGGGAGTATGGTC 1079

Query 1075 GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
Sbj ct 1080 GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1109

>gb| KY091671. 1| Cophila anblystonatis isolate Kingston 18S ri bosomal RNA gene, partial sequence
Lengt h=1689

Score = 1778.5 bits (1971), Expect = 0OEOO
Identities = 1066/ 1102 (96%, Gaps = 16/ 1102 (1%
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Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

14

1

74

61

134

120

194

180

253

240

313

300

373

360

433

420

493

480

553

540

613

600

673

660

733

720

793

780

853

839

912

Pl us/ Pl us

TGCATGTICTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATTAAATCAGTI T

R R A R A AR RN
TGCATGTCTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATTAAATCAGT T

ATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGT AGGAAATCTAGAGCTAATACA

A A A A A R AR AR ARy
ATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTAATACA

TGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEECT TG

R R N N A A AR RE
TGOGTAAATCCOGACT TCTGGAAGGGACGTAT TTAT TAGATAAAAGGCCAGCCGEECT TG

CCCGACCTTAGGCGAATCATGATAACTTCA- CGAATCGCACGGCCT TGTGCCGGCGATGT

U R R N A A A AR
CCOGACCT TAGGCGAATCATGATAACT CAAACGAAT CGCATGGOCT TGTGCOGGCGATGT

TTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGECCTACCATGGTGGT

AR R A A A A AR
TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCOCTACCAT GGT GGT

AACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCT GAGAAACGGECTACCAC

R R R A AR A
AACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGGCTACCAC

ATCCAAGGAAGGCAGCAGGECGCGCAAATTACCCAAT CCCGACACGGEGEGAGGTAGT GACAA

U R U R AR AR EA NN
ATCCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGGTAGT GACAA

TAAATAACAATACT GCGCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTAAATATCTT

R R R R A R AR
TAAATAACAATACT GGGCAT TTATGT CTGGTAAT TGGAATGAGTACAATGTAAATATCTT

AACGAGTATCCAT TGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGT AATTCCAGCTCCAAT

N N AR AR Ay
AACGAGT ATCCAT TGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGT AATTCCAGCT CCAAT

AGCGTATATTTAAGI TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT GTGTCGACG

N AR AN A AR A
AGCGTATATTTAAGT TGT TGCAGT TAAAAAGCT CGTAGT TGGAT TTCGGGT GGGTCGACG

CGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGEGGACGGEGECTCCTGG

AR A A AR
CGGTCTGOCTCTGGTATGTACT GCGCTCGGT TCACCT TTCTGCTGGGEGACGEGECTCCTGG

GCTTAACTGCTTGGGACCT GGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGT GTTCAAA

AR R R AR RN
GCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT GTTCAAA

GCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGECCTATCTT

R A AR R RN AN AR
GCAAGCCGACGCTCTGAAT TTTTTAGCATGGAAT CACACGATAGGACT CTGGCCTATCTT

GTTGGTCTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGECATTTCGTATTTCA

R R R R AR Ay
GTTGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGBGGCA- TTCGTATTTCA

TTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCG- AAGCATTTGCCAA
R N R RN A AR AR AN
TTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCGAAAGCATTTGCCAA

GGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGECTCG AGACGATTAGATACCGT CGT
FEEEEEEEEEE e et e e e e e e e e e e e e e e e et eer e e e e e e e e err
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Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| KC492081. 1| Chl anydononadaceae sp. A10 18S ri bosomal RNA gene, partia

Score
| dent i

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

899

971

959

1029

1017

1083

1077

GGATGT TTTCATTGATCAAGAACGAAAGT TGEGEGEGECTCGAAGACGATTAGATACCGT CGT

AGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACCCTG

U RN R R A A A A
AGTC- TCAACCATAAACGAT GCCGACTAGGGAT TGBCAGGT GCTCCATTGA- TGACCCTG

CCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GEGGGA- TAWT GCCGCAAGCECT-

UL R AL U AL AL St Ao AR
CCAGCACCTTATGAGAAAT CAAAGT TTTTGGGT TCCGBGRGEGAGTATGGT CGCAAGGCTG

TGACTTAAGGGAGITGGACGGA 1103

R AR
AAACTTAAAGGAATT- GACGGA 1097

Lengt h=1784

= 1774.9 bits (1967), Expect = OEOO

ties

43

65

103

125

162

185

222

245

282

305

342

365

402

425

460

485

520

545

580

605

1070/ 1110 (96%, Gaps = 19/1110 (2%

Pl us/ Pl us

ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R R R R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN N A A R A R A Ay
AAATCAGTTATAGT TTATTTGATGGTACTTCCTACTTGG- ATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AN
GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A R R A A A A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT CAACGAAT CGCATGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAATCOCGAC- - GBGGAGGT

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG
U R A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGOGGT CTGCCTCTGGTATGTACT GOGCT CGGT GCACCT TTCTGCTGGBGGACGG
EEEEEEEEEE R e e e e e e e e e e e e e e e e e e e e e e e e e e ey
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Sbhjct 640  GGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGTCCACCT TTCTGCT GGEGACGG

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R R N R R A
Sbjct 700  GCTCCTGGGCTTAACTGCTTGGGACCT GGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
Sbjct 760  TGTTCAAAGCAAGCCAACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A N AR AN
Sbjct 820  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

R A A N AR A Ay
Sbjct 879  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG AGACGATTAGAT

U R R A A Ay
Sbjct 939  TTTGCCAAGGATGITTTCATTGATCAAGAA- - AAAGT TGGGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
Sbjct 997  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R O A R A S A N A
Sbj ct 1055 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGEGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbjct 1115 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1143

>gb| KU361142. 1| Chl anydononas sp. SA-2016 18S ri bosomal RNA gene, parti al
Lengt h=1655

Score = 1772.2 bits (1964), Expect = 0OEOO
Identities = 1056/ 1089 (96%, Gaps = 15/1089 (1%
Strand = Pl us/Plus

Query 26 TATAAACTCCTTATACGGT GAAACT GCGAATGCCTCATTAAATCAGT TATAGT TTATTTG

R N R R R AN RN EN RN
Sbjct 1 TATAAACTGCT TATACGGT GAAACT GCGAATGGCTCATTAAATCAGT TATAGT TTATTTG

Query 86 ATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATACATGCGTAAATCCC

R R R A AR AN AR
Sbjct 61  ATGGTACTTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTAATACATGOGTAAATCCC

Query 146 GACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGEGECT TGCCCGACCTTAGG

R N R A AR RN
Sbjct 120  GACTTCTGGAAGGGACGTATTTATTAGATAAAAGGOCAGCCGGECT TGCOCGACCTTAGG

Query 206 CGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCCGGCGATGT TTCATTCAAATTT

R R R A AR A AN
Sbjct 180  CGAATCATGATAACTTCACGAATCGCACGGCCTCGOGCOGGOGATGT TTCATTCAAATTT

Query 266  CTGOCCTATCAACTTTCGATGGTAGGATAGAGGCOCTACCAT GGT GGTAACGGGT GACGGA
N A R A A AR
Sbjct 240  CTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGGTAACGGGT GACGGA

Query 326  GGATTAGGGT TCGATTCCGGAGAGGGAGCCT GAGAAACGGCTACCACAT CCAAGGAAGEC
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e err
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Sbhjct 300  GGATTAGGGTTCGAT TCCCGAGAGGGAGCCT GAGAAACGGCTACCACATCCAAGGAAGEC 359

Query 386  AGCAGGCGCGCAAATTACCCAATCCCGACACGGGGAGGTAGTGACAATAAATAACAATAC 445

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 360  AGCAGGOGCGCAAATTACCCAATCCCGACACGGGGAGGTAGTGACAATAAATAACAATAC 419

Query 446 TGGGCGTTTACGT CTGGTAAT TGGAATGAGAACAATGTAAATATCTTAACGAGTATCCAT 505

U R A R A AR RN
Sbjct 420  TGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATATCTTAACGAGTATCCAT 479

Query 506  TGGAGGGCAAGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAA 565

R R R A A ARy
Sbjct 480  TGGAGGGCAAGTCTGGT GOCAGCAGCCGCGGTAAT TCCAGCTCCAATAGCGTATATTTAA - 539

Query 566 GTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGEGTGTGTCGACGCGGTCTGCCTCTG - 625

R R A A R A A AR A AN AR
Sbjct 540  GITGITGCAGI TAAAAAGCTCGTAGT TGGAT T TCGGGT GCGTCGACGOGGTCTGCCTCTG 599

Query 626 GTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACGGEECTCCTGEECTTAACTGCTTG 685

R R A R R A AR
Sbjct 600  GTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGACGEGECTCCTGRECTTAACTGLTTG 659

Query 686 GGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGT GTTCAAAGCAAGCCCACGCT 745

R R R A R A AR NN A AN RA R Ay
Sbjct 660  GGACCTGGAATCAGCGAAGT GACCTTGAGCAAACAAGAGT GTTCAAAGCAAGCCGACGCT 719

Query 746 CTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGECCTATCTTGTTGGTCTGTAGG 805

RN AR AN A AR
Sbjct 720  CTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCTTGITGGTCTGTAGG 779

Query 806  ACCGGAGTAATGATTAAGAGGGACAGTCGGGGEGECATTTCGTATTTCATTGTCAGAGGTGA 865

U R A A A AN A A A
Sbjct 780  ACCGGAGTAATGATTAAGAGGGACAGTCGGGGGCA- TTCGTATTTCATTGTCAGAGGTGA 838

Query 866 AATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCATTTGCCAAGGATGITTTCATT 924

NN R A A A AN A AN AR
Sbjct 839  AATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCAAGGATGTTTTCATT 898

Query 925 GATCAAGAACGAAAGT TGGGEGEECTCG- AGACGATTAGATACCGTCGTAGKCYTCAA- CAT 982

U A AR A A A AN AN A
Sbjct 899  GATCAAGAACGAAAGT TGGGGGECTCGAAGACGATTAGATACCGTCGTAGTC- TCAACCAT - 957

Query 983  AAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACCCTGCCAGCA- CTTATG 1040

R R A A e A A A AR
Sbjct 958  AAACGATGCCGACTAGGGATTGGCAGGTGTTCCATTGA- TGACCCTGOCAGCACCTTATG 1016

Query 1041 AGAATYCAAAGITTTT- GGTTC- - GGGGGA- TAWI GCCGCAAGCECT- TGACTTAAGGGAG 1095

U R R R A e A AR R A A
Sbjct 1017 AGAAATCAAAGTTTTTGGGT TCCGEGGGEGAGTATGGT CGCAAGGCTGAAACTTAAAGGAA 1076

Query 1096 TTGGACGGA 1104

AL
Sbjct 1077 TT-GACGGA 1084

>gb| KU361141. 1| Chl anydononas irregularis 18S ri bosomal RNA gene, partial sequence
Lengt h=1652

Score = 1772.2 bits (1964), Expect = 0EOO

Identities = 1056/ 1089 (96%, Gaps = 15/1089 (1%

Strand = Pl us/Plus

Query 26  TATAAACTGCTTATACGGTGAAACTGCGAATGGCTCATTAAATCAGTTATAGITTATTTG 85
CECEEEEEET e e e e e e e e e e e e e e e e e e e e e e e e e
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Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

86

61

146

120

206

180

266

240

326

300

386

360

446

420

506

480

566

540

626

600

686

660

746

720

806

780

866

839

925

899

983

TATAAACTCCTTATACGGT GAAACT GCGAATGCCTCATTAAATCAGT TATAGT TTATTTG

ATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATACATGCGTAAATCCC

CECEEEE PR e e e e e et e e e e et
ATGGTACTTCCTACTTGG- ATAACCGTAGGAAATCTAGAGCTAATACATGCGTAAATCCC

GACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGEGECT TGCCCGACCTTAGG

R N AR AR RN
GACTTCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAGCCGGECT TGOCCGACCTTAGG

CGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCCGGCGATGT TTCATTCAAATTT

R A A A R AR A AN
CGAATCATGATAACT TCACGAAT CGCACGGCCT CGCGOCGRCGATGT TTCATTCAAATTT

CTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCAT GGT GGTAACGGGT GACGGA

N R A A AR
CTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACCAT GGT GGTAACGGGT GACGGA

GGATTAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGGCTACCACAT CCAAGGAAGEC

R R RN R AN
GGATTAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACGGCT ACCACAT CCAAGGAAGEC

AGCAGGCGCGCAAATTACCCAAT CCCGACACGGEGEGAGGTAGT GACAATAAATAACAATAC

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
(GCAGGOGCGCAAAT TACCCAAT COCGACACGGGGAGGTAGT GACAATAAATAACAATAC

TGGCCGTTTACGT CTGGTAAT TGGAATGAGAACAAT GTAAATATCTTAACGAGT ATCCAT

R A N AR R AR RN AR AR
TGGGCATTTATGT CTGGTAATTGGAATGAGTACAAT GTAAATATCTTAACGAGTATCCAT

TGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAA

R R R R R A ARy
TGGAGGGCAAGT CTGGT GCCAGCAGCOGOGGT AAT TCCAGCTCCAATAGOGTATATTTAA

GTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGEGTGTGTCGACGCGGTCTGCCTCTG

R R R A A R A AR A AR
GTTGTTGCAGT TAAAAAGCTCGTAGT TGGAT TTCGGGT GOGT CGACGCGGTCTGCCTCTG

GTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGACGGEECTCCTGEECTTAACTGCTTG

R R A R R A AR
GTATGTACTGOGCTCGGT GCACCT TTCTGCT GBGGACGGGCT CCTGEGCTTAACTGCTTG

GGACCTGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT GT TCAAAGCAAGCCCACGCT

COLEEEEEE e e e e e e e e e e e ey
GGACCTGGAATCAGOGAAGT GACCT TGAGCAAACAAGAGT GT TCAAAGCAAGCCGACGCT

CTGAATTTTTTAGCATGGAAT CACACGATAGGACTCTGGECCTATCTTGT TGGTCTGTAGG

RN AR AN A AR
CTGAATTTTTTAGCAT GGAATCACACGATAGGACTCTGGCCTATCTTGT TGGTCTGTAGG

ACCGGAGTAATGATTAAGAGGGACAGT CGGEEECATTTCGTATTTCATTGT CAGAGGTGA

U RN A A A AN A A A
ACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- TTCGTATTTCATTGTCAGAGGTGA

AATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCATTTGCCAAGGATGITTTCATT

AR R R A R A R AR AR
AATTCTTGGATTTATGAAAGACGAACT TCTGOGAAAGCAT TTGCCAAGGATGT TTTCATT

GATCAAGAACGAAAGT TGGGGGCTCG: AGACGAT TAGATACCGTCGTAGKCYTCAA- CAT
U U A A A A A AN A
GATCAAGAACGAAAGT TGGGGEGCT CGAAGACGAT TAGATACCGT CGTAGTC- TCAACCAT

AAACGATGOCGACTAGGGAT TGGCA- GTGTTCCATTGATTGACCCTGCCAGCA- CTTATG
FEEEEEEEEEE e e e e e e e ter e e e e e e e e e e e Treerr
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Sbhjct 958  AAACGATGCCGACTAGGGAT TGGCAGGT GT TCCATTGA- TGACCCTGCCAGCACCTTATG 1016

Query 1041 AGAATYCAAAGITTTT- GGTTC- - GGGGGA- TAWI GCCGCAAGCGCT- TGACTTAAGGGAG 1095

U R R R A e A AR R A A Ay
Sbjct 1017 AGAAATCAAAGTTTTTGGGT TCCGEGGGEGAGTATGGT CGCAAGGCTGAAACTTAAAGGAA 1076

Query 1096 TTGGACGGA 1104

AL
Sbjct 1077 TT-GACGGA 1084

>gb| KP726223. 1| Chl orococcum sp. KLL- @015 clone b 18S ri bosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2,
conpl ete sequence; and 28S ri bosomal RNA gene, partial sequence

Lengt h=2466

Score = 1769.5 bits (1961), Expect = OEOO
Identities = 1069/ 1111 (96%, Gaps = 16/ 1111 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N NN AN ANy
Sbjct 4 ATTAAGCCGT GCATGT CTAAGT ATAAACT GCT TATACGGT GAAACTGCGAATGGCTCATT 63

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

NN A A A AN Y
Sbjct 64  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA 122

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R N A AT AN
Sbjct 123  GCTAATACATGCGTAGATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 182

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCA- CGAATCGCACGECCTTGTGC 243

U R N S A A AN
Sbjct 183  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACTCAAACGAATCGCATGGCCTTGIGE 242

Query 244  CGGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTAC 303

U R R A AR
Sbjct 243  CGGOGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC 302

Query 304  CATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC 363

U R R N AN
Sbjct 303  CATGGTGGTAACGGGTGACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC 362

Query 364  GGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEEGAGG 423

R R A A A AN A ARy
Sbjct 363  GGCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAATTACCCAATCCOGACACGGGGAGG 422

Query 424  TAGIGACAATAAATAACAATACTGGGECGTTTACGT CTGGTAATTGGAATGAGAACAATGT 483

COLEEEEEEEr et e Feer e e e e et ey
Sbjct 423  TAGTGACAATAGATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGT 482

Query 484  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGCGGTAATTCC 543

N R A A ARy
Sbjct 483  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGOGGTAATTCC 542

Query 544  AGCTCCAATAGCGTATATTTAAGTTGTITGCAGI TAAAAAGCTCGTAGITGGATTTCGGGT 603

R A A R A AR A AR
Sbjct 543  AGCTCCAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT 602

Query 604  GIGITCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACG 663

R R A N A A A A A
Sbjct 603  GGGTCGACGOGGTCTGCCTCTGGTATGTACTGOGCTCGGT TCACCTTTCTGCTGGGGACG 662

29



Query 664  GGCTCCTGGGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGA

R R A A A A
Sbjct 663  GGCTCCTGGGCTTAACTGCT TGGGACCT GGAATCAGCGAAGT GACCT TGAGCAAACAAGA

Query 724  GIGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

R R R N AN A AN AR
Sbjct 723  GIGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCACGGAATCACACGATAGGACTCTG

Query 784  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGEGECATTT

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 783  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- T

Query 844 CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC

R A A AR AR AR Ay
Sbjct 842  CGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGOGAAAGC

Query 903  ATTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG AGACGATTAGA

U A A R A Y
Sbjct 902  ATTTGCCAAGGATGCTTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGATTAGA

Query 962  TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGA

U U R AR R A A Ay
Sbjct 962  TACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGAT TGGCAGGT GCTCCATTGA

Query 1020 TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGTTC- - GGGGGA- TAWIGCC

U U R S A RN AN A A
Sbjct 1021 - TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGEGGGAGTATGGTC

Query 1075 GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A AR
Sbj ct 1080 GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1109

>gb| KY091670. 1| Cophila anbl ystomatis isolate Suddent Tract 18S ri bosonal
sequence
Lengt h=1699

Score = 1767.7 bits (1959), Expect = OEOO
Identities = 1067/1108 (96%, Gaps = 17/1108 (2%
Strand = Pl us/Plus

Query 9 AGSCATGCATGTCTAAGTATAAACT GCTTATACGGT GAAACTGCGAATGGCTCATTAAAT

U R A A AR ANy
Sbjct 1 AGCCNTGCATGTCTAAGTATAAACT GCTTATACGGT GAAACT GOGAATGGCTCATTAAAT

Query 69 CAGITATAGITTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTA

A A A AN AN
Sbjct 61  CAGTTATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGAGCTA

Query 129  ATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGG

R R A NN AR
Sbjct 120  ATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGG

Query 189 GCTTGCCCGACCT TAGGCGAATCATGATAACT TCA- CGAATCGCACGGCCTTGTGCCGEC

R R A R A AR A AR
Sbjct 180  GCTTGCOCGACCTTAGGOGAATCATGATAACT CAAACGAAT CGCATGGCCTTGTGOOGGEC

Query 248 GATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACCATG

R A R A AR
Sbjct 240  GATGITTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACCATG

Query 308 GTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGGECT

R R R A A A R A
Sbjct 300  GTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACGGCT
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

368

360

428

420

488

480

548

540

608

600

668

660

728

720

788

780

848

839

907

899

965

959

1023

1017

1078

1077

ACCACAT CCAAGGAAGGCAGCAGGECGCGCAAAT TACCCAAT CCCGACACGGEGAGGTAGT

R R R AR AR AR
ACCACAT CCAAGGAAGGCAGCAGGECGOGCAAAT TACCCAAT CCOGACACGGGGAGGTAGT

GACAATAAATAACAATACT GGGCGT TTACGT CTGGTAATTGGAATGAGAACAATGTAAAT

R U R R e A A A AN
GACAATAAATAACAATACTGGGCAT TTATGT CTGGTAAT TGGAATGAGTACAATGTAAAT

ATCTTAACGAGTATCCATTGGAGEGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCT

R R R A A A AN AR
ATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCAGCT

CCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGT

U A AR RN AN A
CCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCT CGTAGT TGGAT T TCGGGT GGGT

CGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGTGCACCT TTCTGCT GGGGACGGEECT

U R A A A A A
CGACGOGGT CTGCCTCTGGTAT GTACTGOGCTCGGT TCACCT TTCTGCT GGGGACGGECT

CCTGGGCTTAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT GT

R R R ANy
CCTGGGCT TAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT GT

TCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAAT CACACGATAGGACTCTGGECCT

U R A A R AR R
TCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCAT GGAAT CACACGATAGGACT CTGGCCT

ATCTTGITGGT CTGTAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGGECATTTCGTA

R A R A A A
ATCTTGTTGGT CTGTANGACCGGAGT AATGAT TAAGAGGGACAGT CGBGGGCA- TTCGTA

TTTCATTGICAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTT

RN A R R A R A AR A A
TTTCATTGTCAGANGT GAAAT TCTTGGAT T TATGAAAGACGAACT TCTGOGAAAGCATTT

GCCAA- GGATGTTTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG- AGACGATTAGATAC

U R R R U R ARy
GCCAAGGGATGT TTTCATTGAT CAAGAACGAAAGT TGGGGECT CGAAGACGAT TAGATAC

CGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTG

R N AR R R A A
CGTCGTAGTC- TCAACCATAAACGAT GCOGACTAGGGAT TGGCAGGTGCTCCATTGA- TG

ACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWTGCCGCA

U U R R A I At o A
ACCCTGCCAGCACCT TATGAGAAAT CAAAGT TTTTGGGT TCOGGGEGGGAGT ATGGT CGCA

AGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR A A
AGGCTGAAACTTAAAGGAATT- GACGGA 1103
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719

787
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964
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1022
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1077
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>gb| MG784552. 1| Chl orococcum sp. K2/11 18S ri bosonal RNA gene, partial sequence
Lengt h=1752

Score

Strand =

Query

Shj ct

= 1766.8 bits (1958), Expect = OEOO
Identities

5

25

1067/1110 (96%, Gaps = 15/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R R R R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

31

64

84



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

65

85

125

144

185

204

245

264

305

324

365

384

425

444

485

504

545

564

605

624

665

684

725

744

785

804

845

863

904

923

963

983

AAATCAGI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN AN A R A R A Ay
AAATCAGTTATAGT TTATTTGATGGTACCTCCTACTTGG- ATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

R A R R R R AR A A AN
GCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR A A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCATGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R A A AN A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U N A A AR RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R A AR R AR
CGTCGACGOGGT CTGCCTCTGGTATGTACTGOGCT CGGT GCACCT TTCAGCTGAATACGC

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R A R A A A A A A A
TCTCCTGGGCT TAACT GCTTGGGAAGT GGAGT CAGCAGAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AN Ay
TGTTCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

A R AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A AR R A ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

CEEEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A A AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-
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Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWGCCG 1075

U R N A R R A S A N A e
Sbjct 1041 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1099

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbjct 1101 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1129

>gb| M5784550. 1| Chl orococcum sp. K2/5 18S ri bosonal RNA gene, partial sequence
Lengt h=1750

Score = 1766.8 bits (1958), Expect = OEOO
Identities = 1067/ 1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 82

Query 65 AAATCAGITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN AN A R A R A Ay
Sbjct 83  AAATCAGTTATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA 141

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R N A AN
Sbjct 142  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 201

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N AR A A
Sbjct 202  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCATGGCCTTGTGCC 261

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A ARy
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 321

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A A NNy
Sbjct 322  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 381

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A R A A AR A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 441

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

A A R A NNy
Sbjct 442  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 501

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 561

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 621

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R A AR A AR A
Sbjct 622  CGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCT TTCAGCTGAATACGC 681

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R R e A A A R A A A Y
Sbjct 682  TCTCCTGGGCTTAACTGCTTGGGAAGT GGAGT CAGCAGAGT GACCTTGAGCAAACAAGAG 741

33



Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A A AR Ry
Sbjct 742  TGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

AR A AR A A
Sbj ct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

AR A A N RNy
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A Ay
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R N S A N e
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| KF144186. 1| Chl orococcum sp. GRK7-WB4 18S ri bosomal RNA gene, parti al
Lengt h=1753

Score = 1766.8 bits (1958), Expect = OEOO
Identities = 1067/ 1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 25  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A N A R A R A Ay
Sbjct 85  AAATCAGTTATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N A AT AN
Sbj ct 144  GCTAATACATGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR A A
Sbj ct 204  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCATGGCCTTGTGCC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A A A ARy
Sbj ct 264  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A ANy
Sbjct 324  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R R A AN A AR A
Sbjct 384  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT
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Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

A A R A NNy
Sbjct 444  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
Sbj ct 504  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U N AR A AR A ANy
Sbj ct 564  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

R R A AR R AR
Sbjct 624  CGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCT CGGT GCACCT TTCAGCTGAATACGC

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R A R e A A R A A A
Sbjct 684  TCTCCTGGGCTTAACTGCTTGGGAAGT GGAGT CAGCAGAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AN Ay
Sbjct 744  TGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
Sbj ct 804  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR AR Ay
Sbjct 863  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG AGACGATTAGAT

U R R A R A Ay
Sbjct 923  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

COCELEEEEr et e e e e e e e
Sbjct 983  ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N R A S AN A
Sbj ct 1041 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1101 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1129

>gb| KF144185. 1| Chl orococcum sp. GRK6-DB6 18S ri bosomal RNA gene, parti al
Lengt h=1754

Score = 1766.8 bits (1958), Expect = OEOQO
Identities = 1067/ 1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 28  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A N A R A R A Ay
Sbjct 88  AAATCAGTTATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

125

147

185

207

245

267

305

327

365

387

425

447

485

507

545

567

605

627

665

687

725

747

785

807

845

866

904

926

963

986

1021

1044

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

R N R R R R AR R A AN
GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR A R
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCATGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR R ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R A AR A AR A
CGTCGACGOGGT CTGCCTCTGGTATGTACT GOGCT CGGT GCACCT TTCAGCTGAATACGC

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R R A A R A A A
TCTCCTGGGCT TAACT GCTTGGGAAGT GGAGT CAGCAGAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R N A A AR ANy
TGTTCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R R N AR A A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A R A R A ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R A A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG
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184

206

244

266

304

326

364

386

424

446

484

506

544

566

604

626

664

686

724

746

784

806

844

865

903

925

962

985

1020

1043

1075

1102



Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR A AL
Sbjct 1104 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1132

>dbj | AB490286. 1| Chl orococcum sp. RK261 gene for 18S rRNA, partial sequence
Lengt h=1794

Score = 1766.8 bits (1958), Expect = OEOO
Identities = 1067/1110 (96%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 46  ATTAAGCCATGCATGTCTAAGTATAAACTGCT TATACGGTGAAACTGOGAATGGCTCATT - 105

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

NN A A A AN Y
Sbjct 106  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA 164

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AN
Sbjct 165  GCTAATACATGOGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 224

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N N AR A A
Sbjct 225  CCGGGCTTGOCCGACCT TAGGOGAATCATGATAACT TCACGAATCGCATGGCCTTGIGCC 284

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A ANy
Sbjct 285  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 344

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A ARy
Sbjct 345  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 404

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A AN A AR
Sbj ct 405  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 464

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR A R A NNy
Sbjct 465  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 524

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 525  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 584

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U R AR A AR A ANy
Sbjct 585  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 644

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R A AR R AR
Sbjct 645  CGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCTTTCAGCTGAATACGC 704

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R R A A R A A A
Sbjct 705  TCTCCTGGGCTTAACTGCTTGGGAAGT GGAGT CAGCAGAGT GACCTTGAGCAAACAAGAG 764

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R R N A A AN ARy
Sbjct 765  TGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 824
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Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R R N AR A A A
Sbjct 825  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 883

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A A N AR AR Ay
Sbjct 884  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 943

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R A Ay
Sbjct 944  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGAT 1003

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCELEEEEr et e e e e e e e
Sbj ct 1004 ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1061

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWGCCG 1075

U U R N A R A S A N A
Sbj ct 1062 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1120

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbjct 1122 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1150

>enb| FR865523. 1| Chl anmydonpnas debaryana genomic DNA contai ning 18S rRNA gene, |1TS1, 5.8S rRNA
gene, 1 TS2, 28S rRNA gene, culture collection CCAP 11/1
Lengt h=2519

Score = 1758.7 bits (1949), Expect = 0OEOO
Identities = 1065/ 1110 (95%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGOGAATGGCTCATT 82

Query 65 AAATCAGI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN A A A A A ANy
Sbjct 83  AAATCAGITATAGITTATTTGATGGTACCTCCTNCTTGG: ATAACCGTAGGAAATCTAGA 141

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R N A AN
Sbjct 142  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 201

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N A AR A R A A
Sbjct 202  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCATGGCCTCGTGCC 261

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A ARy
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 321

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A ANy
Sbjct 322  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 381

Query 365  GCTACCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCCCGACACGGGGAGGT 424
R R R A A AR A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 441

Query 425  AGTGACAATAAATAACAATACTGGGCGT TTACGTCTGGTAATTGGAATGAGAACAATGTA 484
FEEEEEEEEEEE et e e e e teer tee e e e e e e e e e e et Ferrrrr
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Shjct 442 AGTGACAATAAATAACAATACTGCCCATTTATGT CTGGTAATTGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

R AR R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A A AR A ANy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

R R A AR R AR A
Sbjct 622  CGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCT CGGT GCACCT TTCAGCTGAATACGC

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R R A AR A R A A A
Sbjct 682  TCTCCTGGGCTTAACTGCTTGGGAAGT GGAGT CAGCAGAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R N A A A AR RNy
Sbjct 742  TGTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC

A R AR A AR
Sbjct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

R A N RN AR Ay
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

CEEEEEEE e e e e e e e e ety
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R R N S A N A A
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| KF144187. 1| Chl orococcum sp. GRK7-WB5 18S ri bosomal RNA gene, parti al
Lengt h=1768

Score = 1757.8 bits (1948), Expect = 0OEOO
Identities = 1065/ 1110 (95%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

N AR R A R R AR AR AR
Sbjct 41  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACT GOGAATGGCTCATT

Query 65  AAATCAGTTATAGTTTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGAAATCTAGA
NN A A A A AN Y
Sbjct 101  AAATCAGITATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA

Query 125  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e err

39

501

544

561

604

621

664

681

724

741

784

801

844

860

903

920

962

980

1020

1038

1075

1097

sequence

64

100

124

159

184



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

160

185

220

245

280

305

340

365

400

425

460

485

520

545

580

605

640

665

700

725

760

785

820

845

879

904

939

963

999

1021

1057

1076

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R AR A A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCATGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R R A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R A AR R AR
CGTCGACGOGGT CTGCCTCTGGTATGTACT GOGCT CGGT GCACCT TTCAGCTGAATACGC

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R A R e A A R A A A
TCTCCTGGGCT TAACT GCTTGGGAAGT GGAGT CAGCAGAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR ANy
TGTTCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGGCATTTC

R A N AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGGGEECTCG AGACGATTAGAT

LEEEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R R R R R R AN R A
CCOGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGAT TGGECAGGT GT TCCATTGA-

TGACCCTGOCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCG
U U R N A R N S AN N A
TGACCCCGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGT TGGACGGA 1104
FEEEEEETereer et rerrr

40

219

244

279

304

339

364

399

424

459

484

519

544

579

604

639

664

699

724

759

784

819

844

878

903

938

962

998

1020

1056

1075

1115



Shj ct

1117 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1145

>gb| KC492079. 1| Chl orococcum sp. A5 18S ri bosonal RNA gene, partial sequence

Score

Identities

Lengt h=1789

= 1747.0 bits (1936), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

46

65

106

125

165

185

225

245

285

305

345

365

405

425

464

485

524

545

582

605

642

665

702

725

762

785

1064/ 1110 (95%, Gaps = 18/ 1110 (2%

Pl us/ Pl us

ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R N A R RN
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A N A R A R A Ay
AAATCAGT TATAGT TTATTTGATGGTACCTCCTACTTGG- ATAACCGTAGGAAATCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AN
GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR A A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCATGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A R R AN A AN
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGG GGT

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN A A A AR R A
AATATCTTAACGAGTATCCATTGGA- - GCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

U R AR A AR R ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R A AR AR
CGTCGACGOGGT CTGCCTCTGGTATGTACTGOGCT CGGT GCACCT TTCAGCTGAATACGC

GCTCCTGGGECTTAACTGCT TGGEGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R e A A R A A A Y
TCTCCTGGGCT TAACT GCT TGGGAAGT GGAGT CAGCAGAGT GACCT TGAGCAAACAAGAG

TGTTCAAAGCAAGCCCACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG
R A N A A AR ANy
TGTTCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGI TGGTCTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 1

41

64

105

124

164

184

224

244

284

304

344

364

404

424

463

484

523

544

581

604

641

664

701

724

761

784

821

844



Shjct 822 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR A Ay
Sbjct 881  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R Ay
Sbjct 941  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbj ct 1001 ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1059 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1119 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1147

>gb| KF144184. 1| Chl orococcum sp. GRK6-DB5 18S ri bosomal RNA gene, parti al
Lengt h=1754

Score = 1743.3 bits (1932), Expect = 0EOO
Identities = 1064/1111 (95%, Gaps = 17/1111 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 28  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN A N A R A R A Ay
Sbjct 88  AAATCAGTTATAGITTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGAAATCTAGA

Query 125 GCTAATACATGCGTAAAT- CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCA

R N A R R R A A AN RN A
Sbjct 147  GCTAATACATGCGTAAATTCCCGACTTCTGGAAGGGACGTAT TTAT TAGATAAAAGGCCA

Query 184  GCCGGGCTTGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGIGC

R A R A A Ay
Sbj ct 207  GCCGGGCTTGCCOGACCT TAGGCGAATCATGATAACT TCACGAATCGCATGGCCTTGTGC

Query 244  CGGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTAC

U RN A R A AR
Sbjct 267  CGGOGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

Query 304  CATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAAC

R A R R AR RN
Sbjct 327  CATGGTGGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCOCT GAGAAAC

Query 364  GGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGEGAGG

R R A A A AN A ARy
Sbjct 386  GGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAATCOCGACACGGGGAGG

Query 424  TAGTGACAATAAATAACAATACTGGGCGT TTACGTCTGGTAATTGGAATGAGAACAATGT
U R R N A A A n A AN AN
Sbj ct 446  TAGTGACAATAAATAACAATATTGGGCAT TTATGTCTGATAATTGGAATGAGTACAATGT

Query 484  AAATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCC
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e err

42

880

903

940

962

1000

1020

1058

1075

1117

sequence

64

87

124

146

183

206

243

266

303

326

363

385

423

445

483

505

543



Sbhjct 506  AAATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGTGCCAGCAGCCGCGGTAATTCC

Query 544  AGCTCCAATAGCGTATATTTAAGTTGI TGCAGI TAAAAAGCTCGTAGI TGGATTTCGGGT

R A A R A AR AR
Sbjct 566  AGCTCCAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGAT

Query 604  GIGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACG

R A U A A A A R
Sbjct 626  GIGTTGTCGOGGTCTGCCTCTGGTATGIACTGOGT TCGATGCATCT TTCTGCTGGGGACG

Query 664  GGCTCCTGGGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGA

N R R R A AN
Sbjct 686  AGCTCCTGGGCTTTACTGTCTGGGACTCGGAATCAGCGAAGT GACCT TGAGCAAACAAGA

Query 724  GIGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

R R A N RN A AN ARy
Sbjct 746  GIGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

Query 784  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGEGECATTT

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 806  GCCTATCTTGITGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGBGGGCA- T

Query 844 CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC

R A A AR AAE RN Ay
Sbjct 865  CGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGOGAAAGC

Query 903  ATTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGA

R R A R A Y
Sbjct 925  ATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGATTAGA

Query 962  TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGA

U U R A R A A Ay
Sbjct 985  TACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGATTGGCAGGTGT TCCATTGA

Query 1020 TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTITTTT- GGTTC- - GGGGGA- TAWIGCC

U U R N S A RN A A A
Sbj ct 1044 - TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGEGGGAGTATGGTC

Query 1075 GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A AR
Sbj ct 1103 GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1132

565

603

625

663

685

723

745

783

805

843

864

902

924

961

984

1019

1043

1074

1102

>gb| DQB03098. 1| Chl orococcum sp. KNU-F-2002-Cl1 18S ri bosomal RNA gene, parti al

Lengt h=1547

Score = 1735.2 bits (1923), Expect = 0EOO
Identities = 1037/1071 (96%, Gaps = 15/1071 (1%
Strand = Pl us/Plus

Query 44 TGAAACTGCGAATGGCTCATTAAATCAGI TATAGT TTATTTGATGGTACCTCCTACTTGG

R R R R A A A A AR
Sbjct 1 TGAAACT GOGAATGGCTCATTAAATCAGT TATAGT TTATTTGATGGTACCTCCTACTTGG

Query 104  TATAACCGTAGGAAATCTAGAGCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGT

R R A RN
Sbjct 61 - ATAACCGTAGGAAATCTAGAGCTAATACATGOGTAAATCCOGACT TCTGGAAGGGACGT

Query 164  ATTTATTAGATAAAAGGCCAGOCGGGCTTGOCCGACCT TAGGOGAATCATGATAACTTCA
N R R R U RN A AR
Sbjct 120  ATTTATTAGATAAAAGGCCAGCCGGGCTTGCCOGACT TTAGGCGAATCATGATAACTTCA

Query 224  CGAATCGCACGGCCTTGTGCCGGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCG
FEEEEEEEE teere teee e e e e e e e e e e e e e e e e e e e e e e e e e e err
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103

60

163

119
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sequence



Sbhjct 180  CGAATCGCATGGCCTCGTGCCGGECGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCG 239

Query 284  ATGGTAGGATAGAGGCCTACCATGGTGGTAACGGEGTGACGGAGGATTAGGEGTTCGATTCC 343

R R R R AR AR AR
Sbjct 240  ATGGTAGGATAGAGGCCTACCATGGT GGTAACGGGT GACGGAGGATTAGGGT TCGATTCC 299

Query 344  GGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTAC 403

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 300  GGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAATTAC 359

Query 404  CCAATCCCGACACGGGGAGGTAGTGACAATAAATAACAATACTGGGECGTTTACGTCTGGT 463

U R R R A A AN E R e A
Sbjct 360  CCAATCOCGACACGGGGAGGTAGTGACAATAAATAACAATACTGGGCATTTATGICTGGT 419

Query 464  AATTGGAATGAGAACAATGTAAATATCTTAACGAGTATCCATTGGAGGGCAAGTCTGGTG 523

RN R A AN ANy
Sbjct 420  AATTGGAATGAGTACAATGTAAATATCTTAACGAGTATCCATTGGAGGGCAAGTCTGGTG 479

Query 524  CCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCAGTTAAAAAG 583

U R R AR A AR
Sbjct 480  CCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCAGTTAAAAAG 539

Query 584  CTCGTAGITGGATTTCGGGTGTGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGT 643

R R R A A AR A AR A
Sbjct 540  CTCGTAGITGGATTTCGGGT GAGT CGACGOGGT CTGCCTCTGGTATGTACTGOGCTCGGT - 599

Query 644  GCACCTTTCTGCTGGGGACGGEGECTCCTGEGECT TAACTGCTTGGGACCTGGAATCAGCGAA 703

U A A A A RN
Sbjct 600  TCACCTTTCTGCTGGGGACGGGECTCCTGGACT TAACTGCTTGGGACCTGGAATCAGOGAA 659

Query 704  GITGACCTTGAGCAAACAAGAGTGTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGG 763

R R A R R RN A EAEm Ny
Sbjct 660  GTGACCTTGAGCAAACAAGAGT GTTCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGG 719

Query 764  AATCACACGATAGGACTCTGGCCTATCTTGTTGGTCTGTAGGACCGGAGTAATGATTAAG 823

R R N A AR RN
Sbjct 720  AATCACACGATAGGACTCTGGCCTATCTTGITGGTCTGTAGGACCGGAGTAATGATTAAG 779

Query 824  AGGGACAGTCGGGGGCATTTCGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAA 883

R A A A A R AR A AR
Sbjct 780  AGGGACAGTCGGGGGCA- TTCGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAA 838

Query 884  AGACGAACTTCTGCG AAGCATTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGTTG 942

R A R A A ARy
Sbjct 839  AGACGAACTTCTGCGAAAGCATTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGTTG 898

Query 943 GGGGCTCG- AGACGATTAGATACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGG 1000

U R R A R A A A RN
Sbjct 899  GGGGCTCGAAGACGATTAGATACCGTCGTAGTC- TCAACCATAAACGATGOCGACTAGEG 957

Query 1001 ATTGCCA- GTGTTCCATTGATTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTITTTT-G 1057

A R U A A
Sbjct 958  ATTGGCAGGTGTTCCATTGA- TGACCCTGOCAGCACCTTATGAGAAATCAAAGTTTTTGG 1016

Query 1058 GITC- - GGGGGA- TAWIGCCGCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

IIII U U A S A e
Sbjct 1017 GITCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATT- GACGGA 1066

>gb| MH703751. 1| Chl orococcum ol eof aci ens strain Ru-1-1 snall subunit ribosomal RNA gene, parti al
sequence; internal transcribed spacer 1, 5.8S ribosonmal RNA gene, and internal transcribed spacer
2, conplete sequence; and | arge subunit ribosomal RNA gene, partial sequence

Lengt h=2678

44



Score
Identities

= 1731.6 bits (1919), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

24

65

84

125

142

185

202

245

262

305

322

365

382

425

442

485

502

545

562

605

622

665

682

725

742

785

802

845

861

1060/ 1110 (95%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R R R R R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ry
AAATCAGTTATAGT TTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R AR A A AR
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR A A AR A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGEGAGGET

R R A AN A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCECGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

R R R A R R AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCT GCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCTTGAGCAAACAAGAG

N R A R R A
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A R AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

45

64

83

124

141

184

201

244

261

304

321

364

381

424

441

484

501

544

561

604

621

664

681

724

741

784

801

844

860

903

920



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>dbj | AB936290. 1| Chl orococcum tatrense gene for 18S ribosomal RNA, partia

Score
| dent i

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

904

921

963

981

1021

1039

1076

1099

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

COEEEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A A AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

Lengt h=1745

= 1731.6 bits (1919), Expect = OEOO

ties

23

65

83

125

141

185

201

245

261

305

321

365

381

425

441

485

501

545

561

1060/ 1110 (95%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACT GCTTATACGGT GAAACT GCGAATGGCTCATT

N R R RN AR R AR AR AR
ATTAAGCCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AR
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR AR A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGET

R R A AR A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGEGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

R R R A R R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

46

962

980

1020

1038

1075

1097

sequence

64

82

124

140

184

200

244

260

304

320

364

380

424

440

484

500

544

560

604

620



Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U R R R A A A A A A
Sbjct 621  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A R R A
Sbjct 681  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
Sbjct 741  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

A R AR A AR
Sbjct 801  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

AR A A N AR AR Ay
Sbjct 860  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A A
Sbjct 920  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

COCEEEEEEr ot e e e e e e
Sbjct 980  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R R N S A N A A
Sbj ct 1038 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>gb| M3491516. 1| Chl orococcum ol eof aci ens strain ACSSI 208 small subunit ribosomal

partial sequence
Lengt h=1724

Score = 1731.6 bits (1919), Expect = 0OEOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U R AN AN ANy
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ry
Sbjct 82  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

RN R R N AT AN
Sbjct 140  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A AR A A AR A
Sbj ct 200  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCTTGTGRC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A R AN AR
Sbjct 260  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

47

664
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724

740

784

800

844

859

903

919

962

979

1020

1037

1075

1096
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81

124

139

184
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244

259
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319

RNA gene,



Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A ANy
Sbjct 320  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 379

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R R A R A A AR A
Sbjct 380  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 439

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 440  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 499

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 500  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 559

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR A A AR RNy
Sbjct 560  GCTCCAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 619

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R R A A A A A A
Sbjct 620  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 679

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

N R A R R AN
Sbjct 680  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAG 739

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

U A N A A AR ANy
Sbjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 799

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R N AR R A
Sbjct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 858

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 918

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A A
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 978

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A AR A A Ay
Sbjct 979  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1036

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITG- - GGGCGA- TAWGCCG 1075

U U R N A R A S A N A
Sbjct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1095

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbj ct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>gb| M3491514. 1| Chlorococcumcitriforme strain ACSSI 200 smal| subunit ribosonmal RNA gene, parti al
sequence
Lengt h=1726

Score = 1731.6 bits (1919), Expect = OEOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
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Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

24

65

84

125

142

185

202

245

262

305

322

365

382

425

442

485

502

545

562

605

622

665

682

725

742

785

802

845

861

904

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N R R RN AR R AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ry
AAATCAGTTATAGT TTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

RN A R R R R AR A A A RN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R N N AR A AR A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

R R R A A A RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGECTTAACTGCTTGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR RNy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

AR A AR A A AN
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCG- AAGCA
AR A A N AR A Ay
GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCTCG- AGACGATTAGAT
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e et e e rrr
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184
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381
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484
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544
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724
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784
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844

860
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920

962



Sbhjct 921  TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGGEGGECT CGAAGACGATTAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A A Ay
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R N S A N e
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R S A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| M3491511. 1| Neospongi ococcum gel ati nosum strain ACSSI 217 snmall subunit
partial sequence
Lengt h=1720

Score = 1731.6 bits (1919), Expect = OEOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ry
Sbjct 84  AAATCAGTTATAGITTATTTGATGGIACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

RN R R N A AT AN
Sbjct 142  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A AR A AR A
Sbjct 202  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCTTGTGRC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A R AN AR
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A A NNy
Sbjct 322  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGEGAGGT

R R A AR A A A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR A R A NNy
Sbjct 442  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCCA
RN AR R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA
Query 545  GCTCCAATAGOGTATATTTAAGITGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG
U R AR AR RNy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGE
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R R R A A A A A A
Sbjct 622  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R AN
Sbjct 682  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

U A N A A AR ANy
Sbjct 742  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R R N AR A A A
Sbjct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

AR A A N AR AR Ay
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

CLEEEEEEEr e e e e e e e e ety
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A AR R AR A A Ay
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R A S A N A A
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R R R A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

681

724

741

784

801

844

860

903

920

962

980

1020

1038

1075

1097

>dbj | AB936286. 1| Chl orococcum el kharti ense gene for 18S ribosonmal RNA, partial

Lengt h=1745

Score = 1731.6 bits (1919), Expect = OEOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N NN AN AN ARy
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN e R A R A R Ry
Sbjct 83  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N A AT AR
Sbjct 141  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185  COGGGCTTGOCCGACCTTAGGOGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCC
R R N AR AR
Sbjct 201  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGOCCTTGTGGC
Query 245  GGCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
R R A A ARy
Sbjct 261  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG
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R A R AR A A ANy
Sbjct 321  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 380

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R R A AN A AR A
Sbjct 381  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 440

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 441  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 500

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 501  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 560

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 561  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 620

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A A
Sbjct 621  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 680

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A R R A
Sbjct 681  GCTCCTGGGCTTAACTGTCTGGGACT CGGAATCAGCGAAGT GACCT TGAGCAAACAAGAG 740

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R A N A A AR Ay
Sbjct 741  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 800

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A A AR AR
Sbjct 801  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 859

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 860  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 919

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A Ay
Sbjct 920  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 979

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A R R A A Ay
Sbjct 980  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1037

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITGC- - GGGCGA- TAWGCCG 1075

U U R N A A S A N R
Sbj ct 1038 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1096

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>dbj | AB983608. 1| Chl orococcum ol eof aci ens gene for 18S rRNA, partial sequence, strain: SAG 213-11

gi | 928192331| dbj | AB983609. 1| Chl orococcum ol eof aci ens gene for 18S rRNA, partial sequence
strain: UTEX 1770
gi | 928192332| dbj | AB983610. 1| Chl orococcum ol eof aci ens gene for 18S rRNA, partial sequence
strain: UTEX 2224
gi | 928192333| dbj | AB983611. 1| Chl orococcum ol eof aci ens gene for 18S rRNA, partial sequence
strain: SAG 66. 80

52



gi | 928192334| dbj | AB983612. 1| Chl orococcum ol eof aci ens gene for 18S r RNA,
strain: UTEX 2227
gi | 928192335| dbj | AB983613. 1| Chl orococcum ol eof aci ens gene for 18S r RNA,
strain: SAG 64. 80
gi | 928192336| dbj | AB983614. 1| Chl orococcum ol eof aci ens gene for 18S r RNA,
strain: SAG 30.93
gi | 928192337| dbj | AB983615. 1| Chl orococcum ol eof aci ens gene for 18S r RNA,
strain: TKACLl016
Lengt h=1744
Score = 1731.6 bits (1919), Expect = OEOO
Identities 1060/ 1110 (95%, Gaps = 16/1110 (1%
Strand = Pl us/Plus
Query 5 ATTAAGSCATGCATGT CTAAGTATAAACT GCTTATACGGT GAAACT GCGAATGGCTCATT
CECEEE PTEEEE e e e e e e e e e e e e e e e e e e e e ey
Sbhjct 22 ATTAAGCCATGCATGT CTAAGTATAAACT GCTTATACGGT GAAACT GCGAATGGCTCATT
Query 65 AAATCAGITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA
R e A R e AR
Sbjct 82 AAATCAGITATAGTTTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA
Query 125  GCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG
CECETEE FEEEr et e e et PErre e e e e e e e e e e ey
Shjct 140 GCTAATACGT GCGTAAAT CCCGACT TATGGAAGCGACGTATTTATTAGATAAAAGGCCAG
Query 185  CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCC
CECEEEEETEEEE e e e e e e e e e e e e e e Ferreny |
Shjct 200  CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGCCCTTGTGGC
Query 245  GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
CEEETEEETEEE e e e e e e e e e e e e e e e e e e ey
Shjct 260  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
Query 305  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG
CEEETEEETEEEE e e e e e e e e e e e e e e e e e e e ey
Shjct 320  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG
Query 365  GCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT
R R RN RREREAEEEEEE
Shjct 380  GCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT
Query 425 AGTGACAATAAATAACAATACT GGGCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA
CECETEC TR e e e et teee e e e e e e
Shj ct 440 AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA
Query 485  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA
R AR ERRAEREEERE
Shjct 500  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA
Query 545  GCTCCAATAGCGTATATTTAAGITGITGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG
CECETEETEEEEr e e e e e e e e e e e e e e e e e e e e e e 1
Shjct 560  GCTCCAATAGCGTATATTTAAGITGTTGCAGT TAAAAAGCTCGTAGITGGATTTCGGATG
Query 605  TGICGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGGGGACGG
R e R A
Shjct 620  TGITGACGCGGTCTGCCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA
Query 665  GCTCCTGGGCTTAACTGCTTGGGACCTGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG
R A A AR EERRRRAR NN
Shjct 680  GCTCCTGGGCTTAACTGTCTGGGACT CGGAATCAGCGAAGT GACCT TGAGCAAACAAGAG
Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG
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Sbhjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 799

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A A AR AR
Sbjct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 858

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A A N AR A Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 918

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

COLEEEEEEEE e e e e e e e e ety
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGAT 978

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A A R AR A A Ay
Sbjct 979  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1036

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWGCCG 1075

U U R N A A S A N R
Sbjct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1095

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbj ct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>gb| KM)20103. 1| Neospongi ococcum gel ati nosum strain SAG 64.80 18S ri bosonal RNA gene, parti al
sequence
Lengt h=1765

Score = 1731.6 bits (1919), Expect = 0EOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 83

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN e R A R R R Ry
Sbjct 84  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 141

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N AT AN
Sbjct 142  GCTAATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 201

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N A AR A AR A
Sbjct 202  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGOCCTTGTGRC 261

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R AN AR
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 321

Query 305  ATGGTGGTAACGGGTGACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG 364
R A R AR A A AR NNy
Sbjct 322  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 381
Query 365  GCTACCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT CCCGACACGGGGAGGT 424
R R A AR A AR A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 441

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484
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Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| KM)20100. 1| Chlorococcumcitriforme strain SAG 62.80 18S ri bosomal RNA

Score

Query
Shj ct
Query
Shj ct

Query

442

485

502

545

562

605

622

665

682

725

742

785

802

845

861

904

921

963

981

1021

1039

1076

1099

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R R ARy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

U A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

LEEEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A AR R AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U R N A R A S A N A A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

Lengt h=1770

= 1731.6 bits (1919), Expect = OEOO
Identities
Strand = Pl us/ Pl us

5

24

65

84

125

1060/ 1110 (95%, Gaps = 16/1110 (1%

ATTAAGSCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACT GCGAATGGCTCATT
U R AN AN ANy
ATTAAGCCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACT GCGAATGGCTCATT
AAATCAGT TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA
RN R A A Ay
AAATCAGTTATAGT TTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

55
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544

561

604

621

664
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724

741

784

801

844

860

903

920

962

980

1020

1038

1075

1097

gene,
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sequence



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

142

185

202

245

262

305

322

365

382

425

442

485

502

545

562

605

622

665

682

725

742

785

802

845

861

904

921

963

981

1021

1039

1076

R A R R R R AR A A AN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A AR A AR A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A ANy
GGOGATGT TTCATTCAAAT TTCTGCOCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R A A A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R A RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R AN
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A A R A ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGAT GOCGACTAGGGATTGGCA- GTGTTCCATTGAT
R A A R A A Ay

ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGTGT TCCATTGA-
TGACCCTGOCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCG
U U R N R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104
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R AR R A AL
Sbjct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| JN968580. 1| Chl or ococcum sphacosum strai n SAG 66. 80 18S ri bosomal RNA gene, partial sequence
gi | 379318163| gb| JN968584. 1| Neospongi ococcum gel ati nosum strai n SAG 64. 80 18S ri bosonal RNA gene,
partial sequence
Lengt h=1743

Score = 1731.6 bits (1919), Expect = 0OEOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGOGAATGGCTCATT 81

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN e R A R R R Ry
Sbjct 82  AAATCAGITATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 139

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AR
Sbjct 140  GCTAATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 199

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N A AR A AR A
Sbjct 200  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGOCCTTGTGRC 259

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A ANy
Sbjct 260  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 319

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A ARy
Sbjct 320  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 379

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A AN A AR
Sbjct 380  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 439

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR A R A NNy
Sbjct 440  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 499

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 500  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 559

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U R AR AR RNy
Sbjct 560  GCTCCAATAGCGTATATTTAAGTTGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 619

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A A
Sbjct 620  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 679

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A R R A
Sbjct 680  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 739

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AR Ay
Sbjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 799
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Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R R N AR A A A
Sbjct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

AR A A N AR AR Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R A Ay
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

COCELEEEEr et e e e e e e e
Sbjct 979  ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>enb| 228972. 1| P.insigne nRNA for nucl ear encoded small subunit ribosonal
Lengt h=1788

Score = 1731.6 bits (1919), Expect = 0OEOO
Identities = 1060/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 42  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACT GOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ry
Sbjct 102  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N A AT AR
Sbjct 160  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR A A AR A
Sbjct 220  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCTTGTGRC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A R A ARy
Sbjct 280  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A AR A A A NNy
Sbjct 340  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AN A AR A
Sbj ct 400  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR R A NNy
Sbjct 460  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA
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Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 520  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 579

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGGATTTCGGGTG 604

U R AR AR RNy
Sbjct 580  GCTCCAATAGCGTATATTTAAGTTGITGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 639

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A A
Sbjct 640  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 699

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

N R A R R AN
Sbjct 700  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 759

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R A N A A AR Ay
Sbjct 760  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 819

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R R N AR A A A
Sbjct 820  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 878

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 879  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGCGAAAGCA 938

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A A
Sbjct 939  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 998

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A AR A A Ay
Sbjct 999  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1056

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITGC- - GGGCGA- TAWGCCG 1075

U U R N A R A S A N A
Sbjct 1057 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1115

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbjct 1117 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1145

>gb| KT279470. 1| Tetracystis sp. YACCYB50 18S ri bosonmal RNA gene, partial sequence
Lengt h=1597

Score = 1730.7 bits (1918), Expect = OEOO
Identities = 1022/ 1049 (97%, Gaps = 14/1049 (1%
Strand = Pl us/Plus

Query 66 AATCAGTTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAG 125

NN N A A AN
Sbjct 1 AATCAGTTATAGT TTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGAAATCTAGAG 60

Query 126 CTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAGC 185

R A R AN N A ANy
Sbjct 61  CTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGC 120

Query 186 CGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCCG 245

R R A A R A AR
Sbjct 121  CGGGCTTGCOCGACCTTAGGOGAATCATGATAACT TCACGAATCGCACGGCCTCGTGCCG 180
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| KJ635659. 1| Qophila sp. KY2008 18S ri bosomal RNA gene, partial sequence

246

181
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541
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601

726

661

786

721

846

780

905

840

964

900

1022

958

1077

1018

GCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCA

R A A AN A AR A
GCGATGT TTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACCA

TGGTGGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGG

R R A A A A A
TGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACGG

CTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGTA

R R AN ARy
CTACCACAT CCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAAT CCOGACACGGGGAGGTA

GTGACAATAAATAACAATACTGGEGECGT TTACGT CTGGTAATTGGAATGAGAACAATGTAA

R R A R A A A AR RN
GTGACAATAAATAACAATACT GGGCGT TTACGT CTGGTAAT TGGAATGAGAACAATGTAA

ATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAG

R R R A A A A
ATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAG

CTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGT

R N R R AR ARy
CTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGC

GTCGACGCGGT CTGCCTCTGGTATGTACT GCGCTCGGTGCACCT TTCTGCT GGGGACGGEG

R R AR R A A
GTCGACGOGGT CTGCCTCTGGTATGTACT GCGCT CGGT GCACCT T TCT GCTGGGGACGEG

CTCCTGGGCTTAACT GCTTGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT

R R R R R R AR N A AN
CTCCTGGGCT TCACTGCT TGEGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT

GTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAAT CACACGATAGGACTCTGGEC

R R A AR AN AN
GTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCAT GGAATCACACGATAGGACTCTGEC

CTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGEGCATTTCG

R A A AR A AR Ay
CTATCTTGT TGGT CTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGBGGEGCA- TTCG

TATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCAT

R N R A A A ARy
TATTTCATTGTCAGAGGT GAAAT TCT TGGAT TTATGAAAGACGAACT TCTGCGAAAGCAT

TTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG AGACGATTAGATA

U A AN A RN
TTGOCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGECT CGAAGACGATTAGATA

CCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATT

R R A N A R AN AR A A A
CCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GTTCCATTGA- T

GACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCGC

U R AR A A A
GACCCTGCCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCCGGEGEGGAGTAT GGTCGC

AAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R R U
AAGGCTGAAACTTAAAGGAATT- GACGGA 1045

Lengt h=1671
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Score

Identities

= 1727.1 bits (1914), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

20

65

80

125

138

185

198

245

258

305

318

365

378

425

438

485

498

545

558

605

618

665

678

725

738

785

798

845

857

1059/ 1110 (95%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACT GCTTATACGGT GAAACT GCGAATGGCTCATT

R R R A R A AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AR
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A AR AN AR A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCT TGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

R R R A R R RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCTTGGEGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR RNy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

A R N AR A AN
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

61

64
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124

137

184

197

244

257

304

317

364

377

424

437

484

497

544

557

604

617

664

677

724

737

784

797

844

856

903

916



Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R A A S A A A A
Sbjct 917  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT GGGGGGCTCGAAGACGATTAGAT 976

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCELEEEr ot e e e e e e e
Sbjct 977  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1034

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWTGCCG 1075

U R N A R R N S A N A A
Sbj ct 1035 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1093

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1095 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1123

>dbj | AB983624. 1| Macrochl oris rubriol eumgene for 18S rRNA, partial sequence, strain: CCCryo
340b- 08
Lengt h=1744

Score = 1727.1 bits (1914), Expect = 0EOQO
Identities = 1059/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

N R NN AN AN
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGOGAATGGCTCATT 81

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

R A A R AR Ay
Sbjct 82  AAATCAGITATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA 139

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AR
Sbjct 140  GCTAATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 199

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCC 244

U R R N A AR AN AR A
Sbjct 200  CCGGGCTTGOCCGAACT TAGGOGAAT CATGATAACT TCACGAATCGCACGOCCTTGTGRC 259

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R A ARy
Sbjct 260  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 319

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A AR NNy
Sbjct 320  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 379

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R A A AN A A A
Sbjct 380  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 439

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR A R A NNy
Sbjct 440  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 499

Query 485  AATATCTTAACGAGTATCCATTGGAGGGCAAGTCTGGT GOCAGCAGCCGCGGTAATTCCA 544
R R AR AR
Sbjct 500  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 559

Query 545  GCTCCAATAGOGTATATTTAAGITGITGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG 604
FEEEEEEEEEE e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 1
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Sbhjct 560  GCTCCAATAGCGTATATTTAAGITGTTGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 619

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A A
Sbjct 620  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 679

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCTGGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

N R A A R R A
Sbjct 680  GCTCCTGGGCTTAATTGTCTGGGACT CGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAG 739

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AN Ay
Sbjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 799

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R N AR A
Sbjct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 858

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGCGAAAGCA 918

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A A
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 978

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A R AR A A Ay
Sbjct 979  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1036

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWGCCG 1075

U R N A R A S A N e
Sbjct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1095

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbjct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>dbj | AB983616. 1| Chl orococcum mi crosti gmatum gene for 18S rRNA, partial sequence, strain: UTEX
1777

gi | 928192339| dbj | AB983617. 1| Chl orococcum mi crosti gmatum gene for 18S rRNA, partial sequence,
strain: SAG 11-52

gi | 928192340| dbj | AB983618. 1| Chl orococcum mi crosti gmatum gene for 18S rRNA, partial sequence,
strain: SAG 11-43

gi | 928192341| dbj | AB983619. 1| Chl orococcum mi crosti gmatum gene for 18S rRNA, partial sequence,
strain: TKACL035

gi | 928192342| dbj | AB983620. 1| Chl orococcum mi crosti gmatum gene for 18S rRNA, partial sequence,
strain: TKACLl036

Lengt h=1744

Score = 1727.1 bits (1914), Expect = 0EOQO
Identities = 1059/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACT GCT TATACGGT GAAACTGCGAATGGCTCATT 64
U R AN AN ANy
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGOGAATGGCTCATT 81
Query 65  AAATCAGTTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124
RN R A A Ay
Sbjct 82  AAATCAGITATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 139

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184
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Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

140

185

200

245

260

305

320

365

380

425

440

485

500

545

560

605

620

665

680

725

740

785

800

845

859

904

919

963

979

1021

1037

1076

R A R R R R AR A A AN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A A A AR AN R A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTCGTGGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A ANy
GGOGATGT TTCATTCAAAT TTCTGCOCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R A A A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R A RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R AN
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A A R A ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGAT GOCGACTAGGGATTGGCA- GTGTTCCATTGAT
R A A R A A Ay

ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGTGT TCCATTGA-
TGACCCTGOCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCG
U U R N R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

64

199

244

259

304

319

364

379

424

439

484

499

544

559

604

619

664

679

724

739

784

799

844

858

903

918

962

978

1020

1036

1075

1095



R AR R A AL
Sbj ct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>gb| KMD20101. 1| Chl orococcum ol eof aci ens strain SAG 213-11 18S ri bosonal RNA gene, parti al
sequence
Lengt h=1770

Score = 1727.1 bits (1914), Expect = 0EOO
Identities = 1059/1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 83

Query 65 AAATCAGITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN e R A R R R Ry
Sbjct 84  AAATCAGTTATAGITTATTTGATGGGACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 141

Query 125 GCTAATACATGCGTAAATCCCGACTTCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AN
Sbjct 142  GCTAATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 201

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N AR AR A
Sbjct 202  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGOCCTTGTGRC 261

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A ARy
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 321

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R A AR A A AR NNy
Sbjct 322  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 381

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R A R A A A A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 441

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 442  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 501

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 561

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 621

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGG 664

R R R A A A A A A
Sbjct 622  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 681

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCTGGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

N R A R R AN
Sbjct 682  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 741

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AR RNy
Sbjct 742  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 801
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Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

AR A AR A A
Sbjct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAATGAT TAAGAGGGACAGTCGBGGGCA- TTC 860

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A A N RNy
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGOGAAAGCA 920

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A Ay
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGAT 980

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCEEEEEEr ot e e e e e e
Sbjct 981  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1038

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWGCCG 1075

U R N A R A S AN N A A
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1097

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R R A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| KM)20023. 1| Chl orococcum sp. SAG 2467 18S ri bosomal RNA gene, partial sequence; internal
transcri bed spacer 1, 5.8S ribosonal RNA gene, and internal transcribed spacer 2, conplete
sequence; and 26S ri bosomal RNA gene, partial sequence

Lengt h=2429

Score = 1727.1 bits (1914), Expect = 0EOQO
Identities = 1059/1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 83

Query 65 AAATCAGI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN e R A R R N Ay
Sbjct 84  AAATCAGITATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 141

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R A AN A AT AR
Sbjct 142  GCTAATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 201

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N A A A AR AN R A
Sbjct 202  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGOCCTCGTGRC 261

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A ARy
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 321

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A ANy
Sbjct 322  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 381

Query 365  GCTACCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCCCGACACGGGGAGGT 424
R R R A A AR A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 441

Query 425  AGTGACAATAAATAACAATACTGGGCGT TTACGTCTGGTAATTGGAATGAGAACAATGTA 484
FEEEEEEEEEEE et e e e e teer tee e e e e e e e e e e et Ferrrrr
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Shjct 442 AGTGACAATAAATAACAATACTGCCCATTTATGT CTGGTAATTGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

R AR R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR RNy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U R R R A A A A A A
Sbjct 622  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
Sbjct 682  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
Sbjct 742  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC

A R AR A AR
Sbjct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

R A N RN AR Ay
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

CEEEEEEE e e e e e e e e ety
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R R N S A N A A
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| KF144183. 1| Chl orococcum cf. sphacosum SAG 2398 isol ate GRK6-DB1 18S ri
partial sequence
Lengt h=1741

Score = 1727.1 bits (1914), Expect = 0EOQO
Identities = 1059/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACT GCGAATGGCTCATT
U R AN AN ANy
Sbjct 14  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT
Query 65  AAATCAGTTATAGTTTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGAAATCTAGA
RN R A A Ay
Sbjct 74  AAATCAGITATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG
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501
544
561
604
621
664
681
724
741
784
801
844
860
903
920
962
980
1020
1038
1075

1097

bosomal RNA gene,

64
73
124
131

184



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

132

185

192

245

252

305

312

365

372

425

432

485

492

545

552

605

612

665

672

725

732

785

792

845

851

904

911

963

971

1021

1029

1076

R A R R R R AR A A AN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A AR A AR A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

A A AR R AN
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTGCC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R A A A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R A RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R AN
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A A R A ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGAT GOCGACTAGGGATTGGCA- GTGTTCCATTGAT
R A A R A A Ay

ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGTGT TCCATTGA-
TGACCCTGOCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCG
U U R N R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

68

191

244

251

304

311

364

371

424

431

484

491

544

551

604

611

664

671

724

731

784

791

844

850

903

910

962

970

1020

1028

1075

1087



R AR R A AL
Sbj ct 1089 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1117

>gb| JN968582. 1| Tetracystis tetraspora strain SAG 98.80 18S ri bosomal RNA gene, partial sequence
Lengt h=1743

Score = 1727.1 bits (1914), Expect = 0EOO
Identities = 1059/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

R R AN AN A AN
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACTGIGAAACTGOGAATGGCTCATT 81

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN A R A A Ay
Sbjct 82  AAATCAGITATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA 139

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R R AN A AT AN
Sbjct 140  GCTAATACGTGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 199

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N A AR A A AR A A
Sbjct 200  CCGGGCTTGOCCGACCTTTGGOGAAT CATGATAACT TCACGAATCGCACGGCCTCGTGCC 259

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R AN AR
Sbjct 260  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 319

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A AR ANy
Sbjct 320  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 379

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A AR A A A
Sbjct 380  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 439

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR R A NNy
Sbjct 440  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 499

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 500  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 559

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGITCGGATTTCGGGTG 604

U R A A AR AR ANy
Sbjct 560  GCTCCAATAGCGTATATTTAAGTTGITGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 619

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A R AR A AR A
Sbjct 620  TGCOGGOGCGGTCTGOCTCTGGTATGTACTGCGCTCBGOGCACCT TTCTGCTGEGGACGE 679

Query 665  GCTCCTGGGCTTAACTGCTTGGGACCT GGAAT CAGCGAAGT GACCTTGAGCAAACAAGAG 724
R R A R R A
Sbjct 680  GITCCTGGGCTTCACTGTCTGGGACT CGGAGT CAGCGAAGT GACCTTGAGCAAACAAGAG 739
Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784
R A N A A AR RNy
Sbjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 799

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

69



A R N AR A AN
Sbjct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 858

Query 845 GTATTTCATTGICAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A N AR A Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACATCTGCGAAAGCA 918

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

CLEEEEEEEE e e e e e e e e ety
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 978

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A AR AR A
Sbjct 979  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATT- AA - 1036

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITG- - GGGGGA- TAWGCCG 1075

U U R N A R A S A N A
Sbjct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1096

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbj ct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>enb| FR865591. 1| Chl orococcum sp. CCAP 11/52 genomi ¢ DNA contai ning 18S rRNA gene, |TS1, 5.8S rRNA
gene, |1 TS2, 28S rRNA gene, culture collection CCAP 11/52
Lengt h=2518

Score = 1727.1 bits (1914), Expect = 0OEOO
Identities = 1059/1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGOGAATGGCTCATT 82

Query 65 AAATCAGITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN e R A R R N Ay
Sbjct 83  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 140

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R A AN A AT AR
Sbjct 141  GCTAATACGTGOGTAAATCCCGACTTATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 200

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N A A A AR R A
Sbjct 201  CCGGGCTTGOCCGACCT TAGGOGAATCATGATAACT TCACGAATCGCACGCCCTCGIGEC 260

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A ARy
Sbjct 261  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 320

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A NNy
Sbjct 321  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 380

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R R A R A A AR A
Sbjct 381  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 440

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

A A R A NNy
Sbjct 441  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 500

70



Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
Sbjct 501  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A A AR RNy
Sbjct 561  GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U R R R A A A A A A
Sbjct 621  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
Sbjct 681  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR RNy
Sbjct 741  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

A R N AR A A
Sbjct 801  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR A Ay
Sbjct 860  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

CEEEEEEEEE e e e e e e e e ety
Sbjct 920  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbjct 980  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R O A R A S A N A
Sbj ct 1038 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>gb| GU117582. 1| Pl eurastrum sp. CCCryo 006-99 18S small subunit ribosonal
sequence
Lengt h=1712

Score = 1727.1 bits (1914), Expect = OEOO
Identities = 1059/ 1110 (95%, Gaps = 16/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R AR R A R R AR AR AR
Shjct 1 ATTAAGCCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A R Ay
Sbjct 61  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N AT AN
Sbjct 119  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

71

544
560
604
620
664
680
724
740
784
800
844
859
903
919
962
979
1020
1037
1075

1096

RNA gene,

64
60
124
118
184

178

parti al



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

185

179

245

239

305

299

365

359

425

419

485

479

545

539

605

599

665

659

725

719

785

779

845

838

904

898

963

958

1021

1016

1076

1076

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N N AR AR A
CCGGGCT TGCCOGAACT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A AR
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R R A R AR A A ARy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AR A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACTGOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A R R A
GCTCCTGGGCT TAATTGT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC

A R AR A AR
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R R A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U R N A R R N S A N A A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1104

72

244

238

304

298

364

358

424

418

484

478

544

538

604

598

664

658

724

718

784

778

844

837

903

897

962

957

1020

1015

1075

1074



>gb| GU117573. 1] Pl eurastrum sp. CCCryo 340b-08 18S smal!| subunit ribosonma

transcri bed spacer 1, partial sequence

Score

Identities

Lengt h=2031

= 1727.1 bits (1914), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

24

65

84

125

142

185

202

245

262

305

322

365

382

425

442

485

502

545

562

605

622

665

682

725

742

785

1059/ 1110 (95%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R N A R RN
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN A R A R A R Ay
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AR
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R R N A AR A AR A
CCGGGCT TGCCOGAACT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

R R R A R AR
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACTGOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGECTTAACTGCT TGGEGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
GCTCCTGGGCT TAATTGT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGTTCAAAGCAAGCCCACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG
R A N A A AR RNy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGI TGGTCTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 1

73

RNA gene and interna

64

83

124
141
184
201
244
261
304
321
364
381
424
441
484
501
544
561
604
621
664
681
724
741
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844



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

802

845

861

904

921

963

981

1021

1039

1076

1099

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R Ay
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A A AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

860

903

920

962

980

1020

1038

1075

1097

>gb| FJ946902. 1| Chl orococcal es sp. 114 18S ri bosonal RNA gene, partial sequence
Lengt h=1786

Score

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

= 1727.1 bits (1914), Expect = OEOO
Identities

40

65

100

125

158

185

218

245

278

305

338

365

398

425

458

485

1059/ 1110 (95%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

R AR R R R AR AR AR
ATTAAGCCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A N Ay
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

R A R R R AR A A A RN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R R N A AR AR A
CCGGGCT TGCCOGAACT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R AN AR
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAAT AACAAT ACTGGGCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA
N A A AR
AGTGACAATAAAT AACAAT ACTGGGCAT TTATGT CTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e err
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Sbhjct 518  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR R ANy
Sbjct 578  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U R R R A A A A A A
Sbjct 638  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCT GEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
Sbjct 698  GCTCCTGGGCTTAATTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

U N A A AN Ay
Sbjct 758  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
Sbjct 818  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR AR Ay
Sbjct 877  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

LEEEEEEEEE e e e e e e e e ety
Sbjct 937  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A AR R AR A A Ay
Sbjct 997  ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1055 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1115 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1143

>gb| KM)20102. 1| Chl or ococcum sphacosum strai n SAG 66. 80 18S ri bosonmal RNA
Lengt h=1771

Score = 1725.3 bits (1912), Expect = OEOO
Identities = 1060/ 1111 (95%, Gaps = 17/1111 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U R AN AN ANy
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ry
Sbjct 84  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG
RN R R N A AT AN
Sbjct 142  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185  COGGG CTTGOCOGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGCCTTGTGC
FEEEE PEEEEE e e e e e e e e e e e e e e e e e e e e e e e e e e e e e Feerer

75

577

604

637

664

697

724

757

784

817

844

876

903

936

962

996

1020

1054

1075

1113

gene,

64

83

124

141

184

201

243

parti al

sequence



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

202

244

262

304

322

364

382

424

442

484

502

544

562

604

622

664

682

724

742

784

802

844

861

903

921

962

981

1020

1040

1075

1099

CCGGGGECT TGCCCGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGCCCTTGT GG

CGGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

U R R A AR
CGGCGATGT TTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTAC

CATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAAC

R R R AR
CATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAAC

GGCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGEGAGG

R R A A A A A ARy
GGCTACCACAT CCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT CCCGACACGGGGAGG

TAGTGACAATAAATAACAATACT GCCCGTTTACGT CTGGTAAT TGGAATGAGAACAATGT

R R R R R e A A A RN AR
TAGTGACAATAAATAACAATACT GGGCAT TTATGT CTGGT AATTGGAATGAGTACAATGT

AAATATCTTAACGAGTATCCAT TGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCC

N R A A ARy
AAATATCT TAACGAGT ATCCAT TGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAATTCC

AGCTCCAATAGCGTATATTTAAGI TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGEGT

R R N A A R A AR RN
AGCTCCAATAGOGTATAT TTAAGT TGT TGCAGT TAAAAAGCT CGTAGT TGGAT TTCGGAT

GTGTCGACGCGGT CTGCCTCTGGTATGTACT GCGCTCGGTGCACCT TTCTGCTGGGEGACG

R R A N U A A A A R
GTGT TGACGCGGT CTGOCT CTGGTATGTACT GCGT TCGATGCATCT TTCTGCTGGGGACG

GGCTCCTGGGECTTAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGA

R R R R A AN
AGCTCCTGGGCT TAACT GT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGA

GTGTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

R R R N RN A A ARy
GTGT TCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTG

GCCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGEGECATTT

R R R N AR II
GCCTATCTTGT TGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- T

CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC

R R A R A R A R A AR ARy
CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGC

ATTTGCCAAGGATGTI TTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG AGACGATTAGA

R R A R A Y
ATTTGCOCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGEGGCT CGAAGACGATTAGA

TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGA

U U R R R A A Ay
TACCGTCGTAGTC- TCAACCAT AAACGAT GCOGACTAGGGAT TGECAGGTGT TCCATTGA

TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCC

U U R S A AN A A A
- TGACCCTGCCAGCACCT TATGAGAAAT CAAAGT TTTTGGGT TCCGBGGEGAGTATGGTC

GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1128

76
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321
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381

423

441

483

501

543

561
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621
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681

723

741
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860
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961

980

1019

1039

1074

1098



>gb| M3491513. 1| Chl or ococcum sphacosum strai n ACSSI 209 small subunit ribosonal RNA gene, parti al
sequence
Lengt h=1672

Score = 1724.4 bits (1911), Expect = 0EOO
Identities = 1056/ 1106 (95%, Gaps = 16/ 1106 (1%
Strand = Pl us/Plus

Query 9 AGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGGCTCATTAAAT 68

U R R A RN RA NN
Sbjct 1 AGCCATGCATGTCTAAGTATAAACT GCTTATACGGT GAAACTGOGAATGGCTCATTAAAT - 60

Query 69 CAGITATAGITTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTA 128

R A e R N A RN R Ay
Sbjct 61  CAGITATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGAGCTA 118

Query 129  ATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGG 188

R R R A NN AR
Sbjct 119  ATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAGCOCGG 178

Query 189 GCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCCGECG 248

R R A R A A AR A A A A
Sbjct 179  GCTTGCOCGACCTTAGGCGAATCATGATAACT TCACGAATCGCACGCCCTTGTGGBOGECG 238

Query 249  ATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGG 308

R N AR A AN
Sbjct 239  ATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGG 298

Query 309  TGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACGGECTA 368

R R R N AR A A AN
Sbjct 299  TGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGECTA 358

Query 369 CCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGTAGTG - 428

U R R A NN AR A AR RN
Sbjct 359  CCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCOCGACACGGGGAGGTAGTG 418

Query 429 ACAATAAATAACAATACTGGGCGT TTACGT CTGGTAATTGGAATGAGAACAATGTAAATA 488

R A R R NN
Sbjct 419  ACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTAAATA 478

Query 489  TCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCAGCTC 548

U R AR R A A n AR
Sbjct 479  TCTTAACGAGIATCCATTGGAGGGCAAGT CTGGTGOCAGCAGCCGCGGTAATTCCAGCTC 538

Query 549 CAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTC - 608

A AN AR AN ARy
Sbjct 539  CAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGI TGGATTTCGGATGTGTT 598

Query 609 GACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGEECTC 668

A R A A e A A A AR A
Sbjct 599  GACGCGGTCTGCCTCTGGTATGIACTGOGT TCGATGCATCTTTCTGCTGGGGACGAGCTC 658

Query 669 CTGGGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAGTGTIT - 728

R N R A R AR A A AN RANAA Y
Sbjct 659  CTGGGCTTAACTGICTGGGACTCGGAATCAGCGAAGT GACCT TGAGCAAACAAGAGTGTT 718

Query 729 CAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTA 788

R R A AR A AN E RNy
Sbjct 719  CAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTA 778

Query 789  TCTTGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGGGECATTTCGTAT 848

R R R A A A A Ry
Sbjct 779  TCTTGITGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CBGGGGCA- TTCGTAT - 837

77



Query 849 TTCATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCATTTG 907

R R R A A R R A ANy
Sbjct 838  TTCATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTG 897

Query 908 CCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG- AGACGATTAGATACCG 966

R A AR AN EA AN
Sbjct 898  CCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGATACCG 957

Query 967  TCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGAC 1024

R AN R AR R A AN A
Sbjct 958  TCGTAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGTTCCATTGA TGAC 1015

Query 1025 CCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCGCAAG 1079

U A A A A A
Sbj ct 1016 CCTGCCAGCACCTTATGAGAAATCAAAGTTTTTGGGT TCCGGGGEGAGTATGGTCGCAAG 1075

Query 1080 GCT- TGACTTAAGGGAGITGGACGGA 1104

AR A
Sbj ct 1076 GCTGAAACTTAAAGGAATT- GACGGA 1100

>gb| AY122332. 1| Chl orococcum robustum cl one Kr_86_30 18S ri bosonal RNA gene, partial sequence
Lengt h=1764

Score = 1723.5 bits (1910), Expect = 0EOO
Identities = 1058/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 27  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT 86

Query 65 AAATCAGTI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN e R A R R R Ry
Sbjct 87  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA 144

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN AN AT AN
Sbjct 145  GCTAATACGTGOGTAAATCCCNACTTATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 204

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCC 244

U R N A A AR AN R A
Sbjct 205  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCACGCCCTCGIGEC 264

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R AN AR
Sbjct 265  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 324

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A NNy
Sbjct 325  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 384

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R A AR A A A
Sbjct 385  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAATTACCCAATCCCGACACGGGGAGGT 444

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR R A NNy
Sbjct 445  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 504

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 505  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 564

78



Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR AR RNy
Sbjct 565  GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U R R R A A A A A A
Sbjct 625  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R AN
Sbjct 685  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

U A N A A AR ANy
Sbjct 745  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R R N AR A A A
Sbj ct 805  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

AR A A N AR AR Ay
Sbjct 864  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A A
Sbjct 924  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A AR A A Ay
Sbjct 984  ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1042 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R R R A AL
Sbjct 1102 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1130

>gb| U41176. 1| COU41176 Chl or ococcum ol eof aci ens 18S ri bosomal RNA gene
Lengt h=1745

Score = 1723.5 bits (1910), Expect = OEOO
Identities = 1058/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N NN AN AN ARy
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
Sbjct 83  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N AT AN
Sbjct 141  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R N N AR AN AR A
Sbjct 201  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCTTGTGGC

79

604

624

664

684

724

744

784

804

844

863

903

923

962

983

1020

1041

1075

1100

64

82

124

140

184

200

244

260



Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A A AR
Sbjct 261  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 320

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A ARy
Sbjct 321  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 380

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R A AN A AR
Sbjct 381  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 440

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR A R A NNy
Sbjct 441  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 500

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 501  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 560

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U R AR AR RNy
Sbjct 561  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 620

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R R A A A A
Sbjct 621  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTNTCTGCTGGGGACGA 680

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A R R A
Sbjct 681  GCTCCTGGGCTTAACTGTCTGGGACT CGGAATCAGCGAAGT GACCT TGAGCAAACAAGAG 740

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AR Ay
Sbjct 741  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 800

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A A AR AR
Sbjct 801  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 859

Query 845 GTATTTCATTGICAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A R N RNy
Sbjct 860  GTATTTCATTGTCAGAGGTGAAATTCCTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 919

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A Ay
Sbjct 920  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 979

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A R R A A Ay
Sbjct 980  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1037

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U U R N A A S A N R
Sbj ct 1038 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1096

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>gb| M3491216. 1| Chl or ococcum ol eof aci ens strain CAMJ MZ-Ch4 snall subunit ribosomal RNA gene,
partial sequence
Lengt h=1689

80



Score

Identities

= 1722.6 bits (1909), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

10

1

70

61

130

119

190

179

250

239

310

299

370

359

430

419

490

479

550

539

610

599

670

659

730

719

790

779

850

838

1055/ 1105 (95%, Gaps = 16/ 1105 (1%

Pl us/ Pl us

GSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGGCTCATTAAATC

R R R AR A AN
GCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATTAAATC

AGTTATAGT TTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGAAATCTAGAGCTAA

R e R A R AR AR R Ay
AGTTATAGTTTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGAGCTAA

TACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEG

R R NN A AR AN
TACGT GOGTAAAT COCGACT TATGGAAGGGACGT AT T TAT TAGATAAAAGGCCAGCCGSG

CTTGCCCGACCT TAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCT TGT GCCGGCGA

U R R RN A Ay
CTTGCOCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCT TGTGGOGGOGA

TGITTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACCATGGT

R R R A R A AR
TGTTTCATTCAAATTTCTGCOCTATCAACT TTCGATGGT AGGATAGAGGCOCTACCATGGT

GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGGECTAC

R R R R A A A ANy
GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGGCTAC

CACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGTAGTGA

U R R R AR ARy
CACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT COCGACACGGGGAGGTAGTGA

CAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAAT GAGAACAATGTAAATAT

RN R R A A A AR RN
CAATAAATAACAATACT GGGCAT TTATGT CTGGTAAT TGGAATGAGTACAATGTAAATAT

CTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCC

R R A AN EA ARy
CTTAACGAGT ATCCAT TGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAAT TCCAGCTCC

AATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTCG

CECEEEEEEEE R e e et e et e e e e e e e e e e e ey |
AATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATGTGTTG

ACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGGEGACGEECTCC

R A R e A A Ay
ACGOGGTCTGCCTCTGGTATGT ACTGOGT TCGAT GCATCT TTCTGCTGGGGACGAGCTCC

TGGGCTTAACT GCTTGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGTGITC

U A A A ARy
TGGGCTTAACT GT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT GTTC

AAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAAT CACACGATAGGACTCTGGCCTAT

R R A AR AR R AR ARy
AAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAAT CACACGATAGGACT CTGGCCTAT

CTTGTTGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTCGTATT

R A AR AR A E Ay
CTTGTTGGTCTGT AGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- TTCGTATT

TCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCATTTGC

R R R A A RN ARy
TCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGC

81

69

60

129

118

189

178

249

238

309

298

369

358

429

418

489

478

549

538

609

598

669

658

729

718

789

778

849

837

908

897



Query 909 CAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGT 967

U R R R U AR
Sbjct 898  CAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGATACCGT 957

Query 968 CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACC 1025

R U R R R A R AR A R Ay
Sbjct 958  CGTAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGITCCATTGA- TGACC 1015

Query 1026 CTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGG 1080

U R R R A AL A R ARt A A MR
Sbjct 1016 CTGOCAGCACCTTATGAGAAATCAAAGTTTTTGGGT TCOGGGGEGGAGTATGGTCGCAAGG 1075

Query 1081 CT- TGACTTAAGGGAGTITGGACGGA 1104

AR AN
Sbj ct 1076 CTGAAACTTAAAGGAATT- GACGGA 1099

>gb| M3582207. 1| Chl or ococcum sphacosum strai n ACSSI 188 small subunit ribosomal RNA gene, partia
sequence
Lengt h=1704

Score = 1722.6 bits (1909), Expect = OEOO
Identities = 1055/1105 (95%, Gaps = 16/ 1105 (1%
Strand = Pl us/Plus

Query 10 GSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGGCTCATTAAATC 69

R R R AR A AN
Sbjct 1 GCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGGCTCATTAAATC - 60

Query 70 AGTTATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAA 129

R e R A R AN AR R AR Ay
Sbjct 61  AGITATAGTTTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGAGCTAA 118

Query 130  TACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGEG 189

R R NN A AR AN
Sbjct 119  TACGTGOGTAAATCCOGACTTATGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEG 178

Query 190  CTTGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGCCTTGTGCCGGCGA 249

U R R RN A A
Sbjct 179  CTTGCCOGACCT TAGGCGAATCATGATAACTTCACGAATCGCACGCCCTTGTGGCGGCGA 238

Query 250  TGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGT 309

R R R A R A AR
Sbjct 239  TGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGT 298

Query 310  GGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGGECTAC 369

R R R R A A A ANy
Sbjct 299  GGTAACGGGTGACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGGCTAC 358

Query 370  CACATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGGGEGAGGTAGTGA 429

U R R R A A ARy
Sbjct 359  CACATCCAAGGAAGGCAGCAGGCGOGCAAATTACCCAATCCOGACACGGGGAGGTAGIGA 418

Query 430 CAATAAATAACAATACTGCCCGTTTACGT CTGGTAATTGGAATGAGAACAATGTAAATAT 489

RN R R A A A AR ANy
Sbjct 419  CAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATAT 478

Query 490  CTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGOCGOGGTAATTCCAGCTCC 549
R U R A AN EA ARy
Sbjct 479  CTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCAGCTCC 538

Query 550  AATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGICG 609
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e e e e e e e e ey

82



Shjct 539 AATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATGTGI TG

Query 610  ACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEEGACGEECTCC

R A R e A A ARy
Sbjct 599  ACGOGGTCTGCCTCTGGTATGTACTGOGT TCGATGCATCTTTCTGCTGGGGACGAGCTCC

Query 670  TGGGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAGIGITC

U A R A ARy
Sbjct 659  TGGGCTTAACTGTCTGGGACT CGGAATCAGCGAAGT GACCT TGAGCAAACAAGAGTGTTC

Query 730  AAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTAT

R R RN A AR AR A ARy
Sbjct 719  AAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTAT

Query 790  CTTGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGEGECATTTCGTATT

R A AR A Ay
Sbjct 779  CTTGITGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGBGGGCA- TTCGTATT

Query 850  TCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGC

R R N AR A A A Ay
Sbj ct 838  TCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGOGAAAGCATTTGC

Query 909 CAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGEGEGEGECTCG- AGACGATTAGATACCGT

U R R R U AR A
Sbjct 898  CAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGATACCGT

Query 968 CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACC

R U R R R A R AR A R A
Sbjct 958  CGTAGTC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGTGI TCCATTGA- TGACC

Query 1026 CTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWI GCCGCAAGG

U R R R A AL R AUt A AR
Sbj ct 1016 CTGOCAGCACCTTATGAGAAATCAAAGTTTTTGGGT TCOGGEGEGAGTATGGT CGCAAGG

Query 1081 CT- TGACTTAAGGGAGTITGGACGGA 1104

AR AN
Sbjct 1076 CTGAAACTTAAAGGAATT- GACGGA 1099

>gb| KR607491. 1| Chl orococcum ol eof aci ens strain SAG 213-11 small subunit ri
partial sequence
Lengt h=1716

Score = 1721.7 bits (1908), Expect = OEOO
Identities = 1054/1103 (95%, Gaps = 16/1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGGCTCATTAAATCAG

U A AN Ay
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACT GOGAATGGCTCATTAAATCAG

Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA

RN A R R A ARy
Sbjct 62  TTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGAGCTAATA

Query 132  CATGOGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGECT
R R AN A AR
Sbjct 120  CGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTAT TAGATAAAAGGCCAGCCGGGCT
Query 192  TGCCOGACCTTAGGCGAATCATGATAACT TCACGAATCGCACGGCCT TGTGCCGGCGATG
R R A A A A R AR A A AN AR
Sbjct 180  TGCOCGACCTTAGGOGAATCATGATAACT TCACGAAT CGCACGOCCT TGTGGOGGOGATG

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG

83

598
669
658
729
718
789
778
849
837
908
897
967
957
1025
1015
1080

1075

bosomal RNA gene,

71

61

131
119
191
179
251
239

311



R N A R A AN AN
Sbjct 240  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG 299

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGGECTACCA 371

R N R R AR
Sbjct 300  TAACGGGTGACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGGCTACCA 359

Query 372 CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGGEGAGGTAGTGACA 431

U R A AR A AR
Sbjct 360  CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCOCGACACGGGGAGGTAGTGACA 419

Query 432 ATAAATAACAATACT GCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT 491

RN R R A A R R A AN
Sbjct 420  ATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATATCT 479

Query 492  TAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA 551

U R R R R AR A A AR
Sbjct 480  TAACGAGTATCCATTGGAGGGCAAGT CTGGTGOCAGCAGCCGCGGTAATTCCAGCTCCAA 539

Query 552 TAGCGTATATTTAAGI TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTGTGTCGAC 611

R AR AR A A
Sbjct 540  TAGOGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGI TGGATTTCGGATGTGTTGAC 599

Query 612 GCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGGEGACGEECTCCTG 671

R R A U A AR A AR AR
Sbjct 600  GOGGTCTGCCTCTGGTATGIACTGOGT TCGATGCATCTTTCTGCTGGGGACGAGCTCCTG 659

Query 672 GGCTTAACTGCTTGGGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 731

R A R A A A AR
Sbjct 660  GGCTTAACTGICTGGGACTCGGAATCAGCGAAGT GACCT TGAGCAAACAAGAGTGTTCAA 719

Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT 791

U R A AR AN A A A A
Sbjct 720  AGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGOCTATCT 779

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGGEGECATTTCGTATTTC 851

R R A R AR R A mA Ay
Sbjct 780  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CGGGGGCA- TTCGTATTTC 838

Query 852  ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGCCA 910

R A R AR A A A Ay
Sbjct 839  ATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA 898

Query 911  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGTCG 969

AR R R A A A A RN
Sbjct 899  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGECTCGAAGACGATTAGATACCGTCG 958

Query 970  TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGATTGACCCT 1027

R R R A R A N A
Sbjct 959  TAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGTTCCATTGA- TGACCCT 1016

Query 1028 GCCAGCA- CTTATGAGAATYCAAAGITTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGGCT 1082

U U U R A AU o A A
Sbjct 1017 GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGGEGAGTATGGTCGCAAGGCT 1076

Query 1083 - TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
Sbj ct 1077 GAAACTTAAAGGAATT- GACGGA 1098

>gb| KMD20024. 1| Tetracystis tetraspora strain SAG 98.80 18S ri bosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.8S ribosonmal RNA gene, and internal transcribed spacer 2,
conpl ete sequence; and 26S ri bosomal RNA gene, partial sequence

Lengt h=2442

84



Score

Identities

= 1720.8 bits (1907), Expect = OEOO

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

24

65

84

125

142

185

202

245

262

305

322

365

382

425

442

485

502

545

562

605

622

665

682

725

742

784

802

844

861

1059/ 1111 (95%, Gaps = 17/1111 (2%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACT GCTTATACGGT GAAACT GCGAATGGCTCATT

R R R R RN R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACT GCTTATACTGT GAAACT GCGAATGGCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A R Ay
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

RN R A N A AT AR
GCTAATACGT GOGTAAATCOCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R N A AR A A AR
CCGGGCT TGCCOGACCT TTGGECGAATCATGATAACT TCACGAAT CGCACGGOCT CGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

U R AR A AR R ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A R AR A AR A
TGOCGGOGOGGT CTGCCTCTGGTAT GTACT GOGCT CGGOGCACCT TTCTGCTGGRGGACGG

GCTCCTGGGCTTAACTGCTTGGEGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A A R R A
GTTCCTGGGCT TCACT GTCTGGGACT CGGAGT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAG CAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTG

R R R RN A AN ARy
TGTTCAAAGCCAAGCCTACGCTCTGAATTTTTTAGCATGGAAT CACACGATAGGACTCTG

GCCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGEGECATTT

R R AR II
GCCTATCTTGT TGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- T

CGTATTTCATTGT CAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGC

R R R R AR A R AR Ay
CGTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACATCTGCGAAAGC

85

64

83

124

141

184

201

244

261

304

321

364

381

424

441

484

501

544

561

604

621

664

681

724

741

783

801

843

860

902

920



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

903

921

962

981

1020

1039

1075

1099

ATTTGCCAAGGATGTI TTTCATTGATCAAGAACGAAAGT TGEGGEGECTCG AGACGATTAGA

R A R AR Y
ATTTGOCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGEGGCT CGAAGACGATTAGA

TACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGA

U U R AR R A A A
TACCGTCGTAGTC- TCAACCAT AAACGAT GCCGACTAGGGAT TGECAGGTGT TCCATT- A

TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGEGA- TAWMGCC

U U R N A RN A A A
ATGACCCT GCCAGCACCT TATGAGAAAT CAAAGT TTTTGGGT TCCGGGGEGAGTATGGTC

GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1128

961

980

1019

1038

1074

1098

>gb| FJ946903. 1| Chl orococcal es sp. VI8 18S ri bosonal RNA gene, partial sequence
Lengt h=1786

Score

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

= 1719.9 bits (1906), Expect = OEOO
Identities

40

65

100

125

158

185

218

245

278

305

338

365

398

425

458

485

518

545

578

1057/ 1110 (95%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

A AR A A R A R A AR AR AR
ATTAAGCCATGCATGT CTAAGTATNANCTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A N Ay
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R R AR A A AN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R R N A AR AR A
CCGGGCT TGCCOGAACT TAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A ANy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGEGAGGT

R A A A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

A A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

R R R A R R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

86

64

99

124

157

184

217

244

277

304

337

364

397

424

457

484

517

544

577

604

637



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| KJ635657. 1| Qophila sp. CT2007 18S ri bosomal RNA gene, partial sequence

Score

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

605

638

665

698

725

758

785

818

845

877

904

937

963

997

1021

1055

1076

1115

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGECTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A R R A
GCTCCTGGGCT TAATTGT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR RNy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGTI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

LEEEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

COCELEEEEr et e e e e e e e
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N R A S AN A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1143

Lengt h=1744

= 1719.0 bits (1905), Expect = OEOO
Identities
Strand = Pl us/Pl us

5

20

65

80

125

137

185

197

245

257

1057/ 1110 (95%, Gaps = 17/1110 (2%

ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N R R R R R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACT GCTTATACTGT GAAACT GCGAATGGCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGTACTT- - TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGGCCAG

RN R R N AT AN
GCTAATACGT GOGTAAATCOCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U N N AR AR
CCGGGCT TGCCOGACCT GAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R AN AR
GGOGATGT TTCATTCAAAT TTCTGCOCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

87

664

697

724

757

784

817

844

876

903

936

962

996

1020

1054

1075

1113

64

79

124

136

184

196

244

256

304

316



Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A ANy
Sbjct 317  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 376

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R R A R A A AR A
Sbjct 377  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAATCCCGACACGGGGAGGT 436

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 437  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 496

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 497  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 556

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR A AR R ANy
Sbjct 557  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG 616

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U A A A R A A AR A R
Sbjct 617  TGGOGGOGCGGTCTGGTTCTACTATGTACTGCGT TCGGCACACCTTTCTGCTGEGGACGG 676

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

U R A R R A
Sbjct 677  GCTCCTGGGCTTCACTGTCTGGGACT CGGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 736

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

U A N A A AR ANy
Sbjct 737  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 796

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R N AR R A
Sbjct 797  CCTATCTTGTTGGICTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- TTC - 855

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 856  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 915

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A A
Sbjct 916  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 975

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A AR A A Ay
Sbjct 976  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1033

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITG- - GGGCGA- TAWGCCG 1075

U U R N A R A S A N A
Sbj ct 1034 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1092

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbj ct 1094 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1122

>dbj | AB983623. 1| Chl orococcum ni val e gene for 18S rRNA, partial sequence, strain: UTEX2225
Lengt h=1743
Score = 1719.0 bits (1905), Expect = OEOO

Identities = 1057/ 1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

88



Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

22

65

82

125

139

185

199

245

259

305

319

365

379

425

439

485

499

545

559

605

619

665

679

725

739

785

799

845

858

904

918

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N R R R R R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACT GCTTATACTGT GAAACT GCGAATGGCTCATT

AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGTACTT- - TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A N A AT AN
GCTAATACGT GOGTAAATCOCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N AR AR
CCGGGCT TGCCOGACCT GAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R AN AR
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AR A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U A A A R A R AR A R
TGGOGGOGOGGT CTGGT TCTACTATGTACTGOGT TCGGCACACCT TTCTGCTGGGGACGG

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A R R A
GCTCCTGGGCT TCACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A ARy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGTI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A Ay
TTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

89

64

81

124

138

184

198

244

258

304

318

364

378

424

438

484

498

544

558

604

618

664

678

724

738

784

798

844

857

903

917

962

977



Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbjct 978  ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1036 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbj ct 1096 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1124

>enb| HE860252. 1| Chl orochytrium | emae partial 18S rRNA gene, culture collection CAUP: H6905

Lengt h=1647

Score = 1719.0 bits (1905), Expect = OEOO
Identities = 1057/ 1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R AR R R RN R A AR AR AR A
Shjct 25 ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACTGTGAAACT GCGAATGCCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ry
Sbjct 85  AAATCAGTTATAGITTATTTGATGGIACTT- - TACTCGG- ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A N A AT AN
Sbjct 142  GCTAATACGTGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U N N AR AR
Sbjct 202  CCGGGCTTGOCCGACCT GAGGOGAAT CATGATAACT TCACGAAT CGCACGGCCTTGTGCC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A R A ARy
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A AR NNy
Sbjct 322  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGEGAGGT

R R A R AR A AR A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR A R A NNy
Sbjct 442  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A AR AR ANy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

U A A A R A R AR A AR
Sbjct 622  TGGOGGOGCGGTCTGGT TCTACTATGTACTGCGT TOGGCACACCTTTCTGCTGGGGACGG

90

1020

1035

1075

1094

64

84

124

141

184

201

244

261

304

321

364

381

424

441

484

501

544

561

604

621

664

681



Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A R R A
Sbjct 682  GCTCCTGGGCTTCACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

U A N A A AR Ay
Sbjct 742  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

A R N AR R A
Sbjct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR AR Ay
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A A
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbjct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>enb| HE860251. 1| Chl orochytrium | emae partial 18S rRNA gene, culture collection CAUP: H6904

Lengt h=1633

Score = 1719.0 bits (1905), Expect = OEOO
Identities = 1057/ 1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

N R A R R RN R A AR AR AR
Shjct 25 ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACTGTGAAACT GCGAATGCCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R R Ay
Sbjct 85  AAATCAGTTATAGITTATTTGATGGIACTT- - TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

RN R R N A AT AN
Sbjct 142  GCTAATACGTGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N AR AR
Sbjct 202  CCGGGCTTGOCCGACCT GAGGOGAAT CATGATAACT TCACGAAT CGCACGGCCTTGTGCC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A A A ARy
Sbjct 262  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R A AR A A AR NNy
Sbjct 322  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

91

724

741

784

801

844

860

903

920

962

980

1020

1038

1075

1097

64

84

124

141

184

201

244

261

304

321

364

381



Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R AR A AR A
Sbjct 382  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
Sbjct 442  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
Sbjct 502  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A A AR AR ANy
Sbjct 562  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGE

U A A A R A R AR A AR
Sbjct 622  TGGOGGOGCGGTCTGGT TCTACTATGTACTGCGT TOGGCACACCTTTCTGCTGGEGGACGG

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A R R A
Sbjct 682  GCTCCTGGGCTTCACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
Sbjct 742  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

A R AR A AR
Sbjct 802  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

AR A A N RNy
Sbjct 861  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A Ay
Sbjct 921  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

COCEEEEEEr ot e e e e e e
Sbjct 981  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R A S AN N A A
Sbj ct 1039 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R R A AL
Sbj ct 1099 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1127

>gb| AF514408. 1| Macrochloris sp. 105-99 strain CCCryo 105-99 18S ri bosona
sequence
Lengt h=1764

Score = 1718.1 bits (1904), Expect = 0EOO
Identities = 1057/ 1110 (95%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT
CECEEE EEEEEr e e e e e e e et e e e et eee e e e e e e e e

92

424
441
484
501
544
561
604
621
664
681
724
741
784
801
844
860
903
920
962
980
1020
1038
1075

1097

RNA gene, partia

64



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

36

65

96

125

154

185

214

245

274

305

334

365

394

425

454

485

514

545

574

605

634

665

694

725

754

785

814

845

873

904

933

963

ATTAAGCCATGCATGICTAAGTATAAACTGCTTATACTGTGAAACT GCGAATGCCTCATT

AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN R A R A R Ay
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

R A R R R AR A A A RN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R R N AR AR A
CCGGGCT TGCCOGAACT TAGGCGAAT CATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R R A R A ARy
GGOGATGT STCATTCAAAT TTCTGCOCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R AR
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT TCGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A R R A
GCTCCTGGGCT TAATTGT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R R N AR A A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCTCG- AGACGATTAGAT
U R R R R A Ay
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGAT GOCGACTAGGGATTGGCA- GTGTTCCATTGAT
CEEEEEEeer e ter e ter e e e e e e e e e e e e e e e e Perr e

93

95

124

153

184

213

244

273

304

333

364

393

424

453

484

513

544

573

604

633

664

693

724

753

784

813

844

872

903

932

962

992

1020



Sbhjct 993  ACCGICGTAGIC TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGTTCCATTGA- 1050

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITGC- - GGGCGA- TAWGCCG 1075

U R O A R A S A N A
Sbj ct 1051 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1109

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR A AL
Sbjct 1111 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1139

>gb| KR607484. 1| Chl orononas perforata strain SAG 11.43 snall subunit ribosomal RNA gene, partia
sequence
Lengt h=1716

Score = 1717.2 bits (1903), Expect = OEOO
Identities = 1053/1103 (95%, Gaps = 16/ 1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATTAAATCAG 71

U R A A AN
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACTGOGAATGGCTCATTAAATCAG 61

Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA 131

RN A A R R A R Ry
Sbjct 62  TTATAGITTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGAGCTAATA 119

Query 132 CATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEECT 191

R R R AN A AR
Sbjct 120  CGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTAT TAGATAAAAGGCCAGOCGGGCT - 179

Query 192  TGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCCGGECGATG 251

R R A A A A R AR A A A AR
Sbjct 180  TGCOCGACCTTAGGCGAATCATGATAACT TCACGAAT CGCACGCCCTCGTGBOGGOGATG 239

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACCATGGTGG 311

R N A A A A AN
Sbjct 240  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG 299

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGGECTACCA 371

R N R R AR
Sbjct 300  TAACGGGTGACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGGCTACCA 359

Query 372 CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGGEGAGGTAGTGACA 431

U R A AR A AR
Sbjct 360  CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCOCGACACGGGGAGGTAGTGACA 419

Query 432 ATAAATAACAATACTGCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT 491

RN R R A A R A A AN
Sbjct 420  ATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATATCT 479

Query 492  TAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA 551

U R R R R AR A A AN
Sbjct 480  TAACGAGTATCCATTGGAGGGCAAGT CTGGTGOCAGCAGCCGCGGTAATTCCAGCTCCAA 539

Query 552  TAGOGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTGTGTCGAC 611
LLEEEEEEE e e e e e e e e e e ey L
Sbjct 540  TAGOGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGI TGGATTTCGGATGTGTTGAC 599
Query 612  GOGGTCTGCCTCTGGTATGTACTGOGCTCGGTGCACCT TTCTGCTGGGGACGEECTCCTG 671
R R A A R A A A
Sbjct 600  GOGGTCTGCCTCTGGTATGIACTGOGT TCGATGCATCTTTCTGCTGGGGACGAGCTCCTG 659

Query 672 GGCTTAACTGCTTGGGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGTGTTCAA 731

94



R R N R A R A AR AR
Sbjct 660  GGCTTAACTGICTGGGACTCGGAATCAGCGAAGT GACCT TGAGCAAACAAGAGT GTTCAA

Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT

U R A AR AN A A A AN
Sbjct 720  AGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGT CGGEEECATTTCGTATTTC

R R A R R AR R A mA Ay
Sbjct 780  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CBGGGGCA- TTCGTATTTC

Query 852  ATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGCCA

R A AR A A A Ay
Sbjct 839  ATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA

Query 911  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGTCG

A R R A A A A RN
Sbjct 899  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGECT CGAAGACGAT TAGATACCGTCG

Query 970  TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACCCT

N R R A R A N A
Sbjct 959  TAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGT GT TCCATTGA TGACCCT

Query 1028 GCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGGECT

R U U R A R o A A
Sbj ct 1017 GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEEGAGT ATGGT CGCAAGGCT

Query 1083 - TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
Sbj ct 1077 GAAACTTAAAGGAATT- GACGGA 1098

>gb| KMB70774. 1] Uncul tured eukaryote cl one TE212F 18S ri bosomal RNA gene,
Lengt h=1730

Score = 1717.2 bits (1903), Expect = OEOO
Identities = 1056/ 1110 (95%, Gaps = 15/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 26  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
Sbjct 86  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A AN A AT AR
Sbjct 144  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R R N A AR A AR A
Sbj ct 204  CCGGGCTTGOCCGAACT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCTTGTGRC

Query 245  GGCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
R R A A A ARy
Sbj ct 264  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC
Query 305  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG
R A R AR A A A ANy
Sbjct 324  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

95

719
791
779
851
838
910
898
969
958
1027
1016
1082

1076

conpl ete sequence

64

85

124
143
184
203
244
263
304
323
364
383

424



R R A AN A AR A
Sbjct 384  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 443

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR R A NNy
Sbjct 444  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 503

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 504  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 563

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 564  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 623

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R R A A A A A A
Sbjct 624  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 683

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A A R R A
Sbjct 684  GCTCCTGGGCTTAATTGTCTGGGACT CGGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 743

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R A N A A AR Ay
Sbjct 744  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 803

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

AR A N AR A A A
Sbj ct 804  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGEGCATTC 863

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 864  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 923

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R A R R A Ay
Sbjct 924  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGECTCGAAGACGATTAGAT 983

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A AR A A Ay
Sbjct 984  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1041

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U R N A R R N S A N A A
Sbj ct 1042 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1100

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A A AL
Sbjct 1102 CAAGGCTGAAACTTAAAGGAATTGG CGGA 1130

>gb| J@B15635. 1| Chl anydononadaceae sp. KMMCC 249 18S ri bosonmal RNA gene, partial sequence
Lengt h=1666

Score = 1716.3 bits (1902), Expect = OEOO

Identities = 1025/ 1058 (96%, Gaps = 15/1058 (1%

Strand = Pl us/Plus

Query 57 GGCTCATTAAATCAGT TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGA 116

R
Shjct 1 GGCTCATTAAATCAGT TATAGTTTATTTGATGGTACCTCCTACTTGG ATAACCGTAGGA 59

Query 117 AATCTAGAGCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAA 176

96



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

60

177

120

237

180

297

240

357

300

417

360

477

420

537

480

597

540

657

600

717

660

777

720

837

780

897

839

955

899

1013

958

1068

R R R A A A RN
AATCTAGAGCTAATACAT GOGT AAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAA

AAGGCCAGCCGGEGECT TGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGEC

R A A AN AR A A A
AAGGCCAGOCGGGCT TGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGEC

CTTGTGCCGGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGA

U A R Ay
CTCGCGCOGGOGATGT TTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGA

GGCCTACCATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT

U R R N A A
GGOCTACCAT GGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT

GAGAAACGGCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACAC

U R R R A AR RN A m A
GAGAAACGGCTACCACAT CCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACAC

GGGGAGGTAGT GACAATAAATAACAATACTGGGCGT TTACGT CTGGTAATTGGAATGAGA

R R R N R A R A A A AR
GGGGAGGTAGT GACAATAAAT AACAATACT GGGCAT TTATGT CTGGTAATTGGAATGAGT

ACAATGTAAATATCTTAACGAGT AT CCAT TGGAGGGECAAGT CTGGT GCCAGCAGCCGCGG

A R A AR A A
ACAATGTAAATATCTTAACGAGT AT CCAT TGGAGGGECAAGT CTGGT GCCAGCAGCOGOGG

TAATTCCAGCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGAT

R R AN R R AR AR
TAATTCCAGCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCT CGTAGT TGGAT

TTCGEGTGIGTCGACGCGGT CTGCCTCTGGTATGTACT GCGCTCGGTGCACCTTTCTGCT

R R A R R AR
TTCGGGTGOGT CGACGCGGT CTGOCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCT

GGGGACGGEGECTCCTGGEGECT TAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCTTGAGCA

U A R A AR Ay
GGGGACGGECT CCTGGECT TAACT GCT TGGGACCT GGAAT CAGOGAAGT GGOCT TGAGCA

AACAAGAGT GT TCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAG

R A NN R AN RNy
AACAAGAGT GT TCAAAGCAAGCCGACGCTCTGAAT TTTTTAGCATGGAATCACACGATAG

GACTCTGGCCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGG

R R AN AN A
GACTCTGGCCTATCTTGI TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGG

GGCATTTCGTATTTCATTGTCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTG

U R R AR R A R R A A AR
GGCA- TTCGTATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTG

CG- AAGCATTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGAC

U R A N R A A AR A
CGAAAGCAT TTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGBGGEGCTCGAAGAC

GATTAGATACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTT
N A A U AR R AN AR Ay
GATTAGATACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGAT TGGCAGGTGT T
CCATTGATTGACCCTGOCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA-
U R R R A A R R AN AR N
CCATTGA- TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGEGEEAG

TAWIGCCGCAAGGCT- TGACTTAAGGGAGI TGGACGGA 1103

97

119

236

179

296

239

356

299

416

359

476
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596

539

656
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U U R
Sbjct 1017 TATGGTCGCAAGGCTGAAACTTAAAGGAATT- GACGGA 1053

>gb| GQL22379. 1| Chl anydononadaceae sp. KMMCC FC-97 18S ri bosonal RNA gene

Lengt h=1667

Score = 1711.8 bits (1897), Expect = 0OEOQO
Identities = 1024/1058 (96%, Gaps = 15/1058 (1%
Strand = Pl us/Plus

Query 57 GGCTCATTAAATCAGTTATAGT TTATTTGATGGTACCTCCTACT TGGTATAACCGTAGGA

CLVEEEEEEE e et e e e et et eyt
Sbjct 1 GGCTCATTAAATCAGT TATAGT TTATTTGATGGTACT TCCTACTTGG- ATAACCGTAGGA

Query 117 AATCTAGAGCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAA

N RN A A AR ANy
Sbjct 60  AATCTAGAGCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAA

Query 177  AAGGCCAGCCGGGECTTGCCCGACCTTAGGCGAATCATGATAACT TCACGAATCGCACGEC

R A A AN AR A A
Sbjct 120  AAGGCCAGCOGGGCT TGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGGC

Query 237 CTTGTGCCGGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGA

A A R R ANy
Sbjct 180  CTCGCGOCGGCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGA

Query 297 GGCCTACCATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT

U R R A N A
Sbjct 240  GGCCTACCATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT

Query 357 GAGAAACGGCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACAC

U R R R RN A n A
Sbjct 300  GAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAAT COCGACAC

Query 417 GGGGAGGTAGT GACAATAAATAACAATACTGEECGT TTACGT CTGGTAATTGGAATGAGA

R N R R A A A A ARy
Sbjct 360  GGGGAGGTAGIGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGT

Query 477  ACAATGTAAATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGG

AR A AR A AR
Sbjct 420  ACAATGTAAATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCOGCGG

Query 537 TAATTCCAGCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGAT

R N AR AR AR NN
Sbjct 480  TAATTCCAGCTCCAATAGOGTATATTTAAGITGITGCAGT TAAAAAGCTCGTAGT TGGAT

Query 597  TTCGGGTGTGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCT

R AR A AR
Sbjct 540  TTCGGGTGCGTCGACGCGGTCTGOCT CTGGTATGTACTGCGT TCGGTGCACCT TTCTGCT

Query 657 GGGGACGGEGECT CCTGEGECT TAACT GCT TGGGACCT GGAAT CAGCGAAGT GACCTTGAGCA

U R A R A ARy
Sbjct 600  GGGGACGGGCTCCTGGGCT TAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCTTGAGCA

Query 717  AACAAGAGTGTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAG
R R R NN R AN RN
Sbjct 660  AACAAGAGTGITCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAG
Query 777  GACTCTGGCCTATCTTGTTGGTCTGIAGGACCGGAGT AATGATTAAGAGGGACAGT CGGG
R R AN AN A
Sbjct 720  GACTCTGGCCTATCTTGTTGGTCTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGG

Query 837 GGCATTTCGTATTTCATTGTCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTG

98

partial sequence

116
59

176
119
236
179
296
239
356
299
416
359
476
419
536
479
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539
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716
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719
836
779

896



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| JN880460. 1| Prot osi phon botryoi des isolate UTEX B 99 18S ri bosomal RNA

Score
| dent i

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

780

897

839

955

899

1013

958

1068

1017

U R AR R A R R A A AR
GGCA- TTCGTATTTCATTGTCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTG

CG- AAGCATTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGAC

U R A N R A A AR A
CGAAAGCAT TTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGEGCTCGAAGAC

GATTAGATACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGT T

N A A U AR R AN AR n Ay
GATTAGATACCGTCGTAGTC- TCAACCATAAACGAT GCCGACTAGGGAT TGGCAGGTGT T

CCATTGATTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA-

U R RN A A R R AN AN A
CCATTGA- TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGEGEEAG

TAWIGCCGCAAGGCT- TGACTTAAGGGAGI TGGACGGA 1103

U U R
TATGGTCGCAAGGCTGAAACTTAAAGGAATT- GACGGA 1053

Lengt h=1695

= 1710.0 bits (1895), Expect = OEOO

ties

10

65

69

125

127

185

187

245

247

305

307

365

367

425

427

485

487

545

1056/ 1110 (95%, Gaps = 17/1110 (2%

Pl us/ Pl us

ATTAAGSCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R A R R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACCT - TTATACGGT GAAACTGCGAATGGCTCATT

AAATCAGTI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN R A R A R Ay
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

RN R A N A AT AR
GCTAATACGT GOGTAAATCOCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N AR AR
CCGGGCT TGCCOGACCCTAGGCGAAT CATGATAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAAT AACAAT ACTGGGCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA
N A A A AR
AGTGACAATAAAT AACAAT ACTGGGCAT TTATGT CTGGTAATTGGAATGAGTACAATGTA
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA
RN R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

99

838

954

898

1012

957

1067

1016

gene

64
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424
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546
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parti al

sequence



U R A A AR AR ANy
Sbj ct 547  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 606

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A
Sbjct 607  TGCTGACGCGGTCTGOCTCTGGTATGTACTGCGECOGGT GCACCT TTCTGOCGEGGACGA 666

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

U R A A R R A
Sbjct 667  GCTCCTGGGCTTCACTGTCTGGGACT CGGAGT CGGOGAGGT GACCTTGAGCAAACAAGAG 726

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R R A N A A AN Ay
Sbjct 727  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 786

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R AR A A
Sbjct 787  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGTCGGGGGCA- TTC 845

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR A Ay
Sbj ct 846  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 905

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R A R R A Ay
Sbjct 906  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 965

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A AR A A Ay
Sbjct 966  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1023

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U R O A R A S A N A
Sbj ct 1024 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1082

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbj ct 1084 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1112

>gb| JN880459. 1| Prot osi phon botryoi des isol ate FRT2000 18S ri bosomal RNA gene, partial sequence
Lengt h=1745

Score = 1710.0 bits (1895), Expect = OEOO
Identities = 1056/ 1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

R R RN AN
Sbjct 20  ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGTGAAACTGOGAATGGCTCATT 78

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN A R A R A N Ay
Sbjct 79  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG- ATAACCGTAGTAATTCTAGA 136

Query 125  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 184
RN R R N A AT AN
Sbjct 137  GCTAATACGTGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 196
Query 185  COGGGCTTGOCCGACCTTAGGOGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCC 244
U R N AR AR
Sbjct 197  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGAATCGCACGGCCTTGTGCC 256

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

100



R R A A A ARy
Sbjct 257  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 316

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R A AR A A AR NNy
Sbjct 317  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 376

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A R A A A A
Sbjct 377  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAATCCCGACACGGGGAGGT 436

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

A A R A NNy
Sbjct 437  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 496

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 497  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 556

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR AR AR ANy
Sbj ct 557  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 616

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A A
Sbjct 617  TGCTGACGCGGTCTGOCTCTGGTATGTACTGCGECOGGT GCACCT TTCTGOCGEGGACGA 676

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

U R A A U R A
Sbjct 677  GCTCCTGGGCTTCACTGTCTGGGACT CGGAGT CGGOGAGGT GACCTTGAGCAAACAAGAG 736

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AR RNy
Sbjct 737  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 796

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R A N AR A A
Sbjct 797  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 855

Query 845 GTATTTCATTGTCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 856  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 915

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R A A A
Sbjct 916  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 975

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A AR R AR A A Ay
Sbjct 976  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1033

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GBGGGA- TAWIGCCG 1075
U U R N A R A S A N A

Sbj ct 1034 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1092

Query 1076 CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R R R A AL
Sbj ct 1094 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1122

>gb| JN880458. 1| Prot osi phon botryoi des isolate UTEX 47 18S ri bosomal RNA gene, partial sequence
Lengt h=1720

Score = 1710.0 bits (1895), Expect = OEOO

101



Identities

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

20

65

79

125

137

185

197

245

257

305

317

365

377

425

437

485

497

545

557

605

617

665

677

725

737

785

797

845

856

904

1056/ 1110 (95%, Gaps = 17/1110 (2%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACT GCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R A R R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACCT - TTATACGGT GAAACTGCGAATGGCTCATT

AAATCAGT TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A R Ry
AAATCAGTTATAGT TTATTTGATGGTACCT T- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

RN R R N AT AR
GCTAATACGT GOGTAAAT COCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N AR AR
CCGGGCT TGCCOGACCCTAGGBCGAAT CATGATAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R AN ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A A NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R R A R A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCECGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

U R AR A AR R ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A
TGCTGACGOGGT CTGCCTCTGGTAT GTACT GOGGCOGGT GCACCT T TCT GCCGGEGGACGA

GCTCCTGGGECTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A A U A A
GCTCCTGGGCT TCACT GTCTGGGACT CGGAGT CGBCGAGGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCATTTC
R R N AR A A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC
GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCG- AAGCA
R A A N AR A Ay
GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

102
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196
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256
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316
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CEEEEEEEEE e e e e e e e e ety
Sbjct 916  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbjct 976  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R O A R A S A N A
Sbj ct 1034 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbj ct 1094 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1122

>gb| JN880457. 1| Prot osi phon botryoides f. parieticola isolate UTEX 46 18S
partial sequence
Lengt h=1718

Score = 1710.0 bits (1895), Expect = OEOO
Identities = 1056/ 1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N RN A ANy
Sbjct 20  ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A R Ay
Sbjct 79  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A AN A AT AN
Sbjct 137  GCTAATACGTGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N AR AR AR
Sbjct 197  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGAATCGCACGGCCTTGTGCC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A A A ARy
Sbjct 257  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A A NNy
Sbjct 317  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGET

R R A AR A AR A
Sbjct 377  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
Sbjct 437  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R AR AR
Sbjct 497  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR AR ANy
Sbjct 557  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG
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Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A
Sbjct 617  TGCTGACGCGGTCTGOCTCTGGTATGTACTGCGECOGGT GCACCT TTCTGOCGEGGACGA 676

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

U R A A U A AN
Sbjct 677  GCTCCTGGGCTTCACTGTCTGGGACT CGGAGT CGGOGAGGT GACCTTGAGCAAACAAGAG 736

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AR Ay
Sbjct 737  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 796

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R AR A AR
Sbjct 797  CCTATCTTGTTGGICTGTAGGACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 855

Query 845 GTATTTCATTGTCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A A N AR AR Ay
Sbjct 856  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 915

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A A
Sbjct 916  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 975

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCEEEEEEr ot e e e e e e
Sbjct 976  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1033

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITGC- - GGGCGA- TAWTGCCG 1075

U R N A R R N S A N A A
Sbj ct 1034 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1092

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1094 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1122

>gb| EF024715. 1| Uncul tured Haemat ococcaceae cl one El ev_18S 1205 18S ri bosormal RNA gene, partia
sequence
Lengt h=1775

Score = 1710.0 bits (1895), Expect = OEOO
Identities = 1056/ 1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U R R AN A AN
Sbjct 40  ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGTGAAACTGOGAATGGCTCATT 98

Query 65 AAATCAGTI TATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN R A R AR Ry
Sbjct 99  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG- ATAACCGTAGTAATTCTAGA 156

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N AT AN
Sbjct 157  GCTAATACGTGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 216

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N AR AR
Sbjct 217  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGAATCGCACGGCCTTGTGCC 276

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R AN AR
Sbjct 277  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC 336
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Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A ANy
Sbjct 337  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 396

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R R A R A A AR A
Sbjct 397  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAATCCCGACACGGGGAGGT 456

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 457  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 516

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 517  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 576

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGATTTCGGGTG 604

U R AR A AR R ANy
Sbjct 577  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 636

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A
Sbjct 637  TGCTGACGCGGTCTGOCTCTGGTATGTACTGCGECOGGT GCACCT TTCTGOCGEGGACGA 696

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

U R A A U A A
Sbjct 697  GCTCCTGGGCTTCACTGTCTGGGACT CGGAGT CGGOGAGGT GACCTTGAGCAAACAAGAG 756

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

U A N A A AR ANy
Sbjct 757  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 816

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R N AR R A
Sbjct 817  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 875

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 876  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 935

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A A
Sbjct 936  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 995

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A AR A A Ay
Sbjct 996  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1053

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITG- - GGGCGA- TAWGCCG 1075

U U R N A R A S A N A
Sbjct 1054 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1112

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1114 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1142

>gb| M3491510. 1| Chl orococcum i sabel i ense strain ACSSI 207 small subunit ribosomal RNA gene,
partial sequence
Lengt h=1715

Score = 1705.5 bits (1890), Expect = OEOO
Identities = 1054/1110 (94%, Gaps = 17/1110 (2%
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Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

24

65

84

125

141

185

201

245

261

305

321

365

381

425

441

485

501

545

561

605

621

665

681

725

741

785

801

845

860

904

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N R R A R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACTACT TATAT GGT GAAACT GCGAATGGCTCATT

AAATCAGI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGTACTT- - TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

RN R R N AT AN
GCTAATACGT GOGTAAAT COCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A A AR A A AR R A
CCGGGCT TGCCOGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGOCT CGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGTGGTAACGGEGT GACGGAGGATTAGGEGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

A e R A A NNy
AGTGACAATAAATAACAATACT GGGCATCTTTGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGT G

U N A A AR RNy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A A AR
TGCTTACGOGGT CTGCCTCTGGTAAGTACT GOGCTAAGT GCACCT T TCT GCTGGGGACGA

GCTCCTGGGECTTAACTGCTTGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A R R A
GCTCCTGGGCT TAATTGT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR RNy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

AR A AR A A AN
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCG- AAGCA
AR A A N AR A Ay
GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCTCG- AGACGATTAGAT
FEEEEEEEEEE et e e e e e e e e e e e e e e e e e e e e e et e e rrr

106

64

83

124

140

184

200

244

260

304

320

364

380

424

440

484

500

544

560

604

620

664

680

724

740

784

800

844

859

903

919

962



Sbhjct 920  TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGGEGGECT CGAAGACGATTAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A A A A Ay
Sbjct 980  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAAGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCAC- TTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U S A R N S A N A
Sbj ct 1038 TGACCCTGCCAGCACTTTAAGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R S A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>dbj | AB983621. 1| Chl orococcum rugosum gene for 18S rRNA, partial sequence,

Lengt h=1742

Score = 1705.5 bits (1890), Expect = OEOO
Identities = 1054/1110 (94%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R R A AN NN AN AR
Sbjct 22  ATTAAGCCATGCATGTCTAAGTATAAACTACT TATATGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN e R A R R N Ay
Sbjct 82  AAATCAGTTATAGITTATTTGATGGIACTT- - TACTCGG- ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A N A AT AR
Sbjct 139  GCTAATACGTGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R R N A AR AN AR R A
Sbjct 199  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGGCCTCGTGCC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A A A ARy
Sbjct 259  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A AR ANy
Sbjct 319  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R A A AR A
Sbjct 379  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

N A e A AN A
Sbjct 439  AGTGACAATAAATAACAATACTGGGCATCTTTGICTGGTAATTGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R AR AR
Sbjct 499  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545  GCTCCAATAGCGTATATTTAAGITGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG
U R A A AR AR ANy
Sbjct 559  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

Query 605  TGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGGGGACGE
O TEEErrer e e e e e teee e e tee e e e e e e e e

107

979

1020

1037

1075

1096

strain:

64

81

124

138

184

198

244

258

304

318

364

378

424

438

484

498

544

558

604

618

664

UTEX 1785



Sbhjct 619  TGCTTACGCGGTCTGCCTCTGGTAAGTACTGCGCTAAGTGCACCTTTCTGCTGGEGEGACGA 678

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCTGGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A R R A
Sbjct 679  GCTCCTGGGCTTAATTGTCTGGGACT CGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAG 738

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R R A N A A AR Y
Sbjct 739  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 798

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R A N AR AN
Sbjct 799  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 857

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR A Ay
Sbjct 858  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 917

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R A R R A Ay
Sbjct 918  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 977

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A AR AR A A Ay
Sbjct 978  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAAGGATTGGCAGGTGTTCCATTGA- 1035

Query 1021 TGACCCTGCCAGCAC- TTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWTGCCG 1075

U U A S A N A A
Sbj ct 1036 TGACCCTGCCAGCACTTTAAGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1094

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1096 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1124

>gb| KM)20106. 1| Chl orococcum i sabel i ense strain SAG 65.80 18S ri bosomal RNA gene, parti al
sequence
Lengt h=1761

Score = 1705.5 bits (1890), Expect = 0OEOO
Identities = 1054/ 1110 (94%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N A A AN AN AN
Sbjct 24  ATTAAGCCATGCATGTCTAAGTATAAACTACT TATATGGTGAAACTGOGAATGGCTCATT 83

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN e R A R R R Ry
Sbjct 84  AAATCAGTTATAGITTATTTGATGGIACTT- - TACTCGG- ATAACCGTAGTAATTCTAGA 140

Query 125 GCTAATACATGCGTAAATCCCGACTTCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R A N A AT AN
Sbjct 141  GCTAATACGTGOGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 200

Query 185  COGGGCTTGOCCGACCTTAGGOGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCC 244
R R N A AR A A AR R A
Sbjct 201  CCGGGCTTGOCCGACCT TAGGOGAATCATGATAACT TCACGAATCGCACGGCCTCGIGOC 260
Query 245  GGCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 304
R R A A ARy
Sbjct 261  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 320

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364
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R A R AR A A ANy
Sbjct 321  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 380

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R R A AN A AR A
Sbjct 381  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 440

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

N A e A AR AR A
Sbjct 441  AGTGACAATAAATAACAATACTGGGCATCTTTGICTGGTAATTGGAATGAGTACAATGTA 500

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 501  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 560

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGGATTTCGGGTG 604

U R AR AR A ANy
Sbjct 561  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 620

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A A A A A A A
Sbjct 621  TGCTTACGCGGTCTGOCTCTGGTAAGTACTGCGCTAAGTGCACCTTTCTGCTGGGGACGA 680

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

U R A R R A
Sbjct 681  GCTCCTGGGCTTAATTGTCTGGGACT CGGAATCAGCGAAGT GACCT TGAGCAAACAAGAG 740

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R A N A A AR Ay
Sbjct 741  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 800

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A A AR AR
Sbjct 801  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 859

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 860  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 919

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A Ay
Sbjct 920  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 979

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A R A A Ay
Sbjct 980  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAAGGATTGGCAGGTGTTCCATTGA- 1037

Query 1021 TGACCCTGCCAGCAC- TTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U U A R A S A N A
Sbj ct 1038 TGACCCTGCCAGCACTTTAAGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1096

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbj ct 1098 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1126

>gb| KC149964. 1| Prot osi phon botryoi des isol ate GID4b-3 18S ri bosomal RNA gene, partial sequence
Lengt h=1759

Score = 1705.5 bits (1890), Expect = 0OEOO

Identities = 1055/1110 (95%, Gaps = 17/1110 (2%

Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

109



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

42

65

101

125

159

185

219

245

279

305

339

365

399

425

459

485

519

545

579

605

639

665

699

725

759

785

819

845

878

904

938

963

N AR R RN R A AR AR AR
ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGT GAAACTGCGAATGGCTCATT

AAATCAGT TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN A R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGT TCCTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N A AT AN
GCTAATACGT GOGTAAAT COCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N AR AR R
CCGGGCT TGCCOGACCCTAGGBCGAAT CATGATAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AR A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCECGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A
TGCTGACGOGGT CTGCCTCTGGTAT GTACT GOGGCOGGT GCACCT T TCT GCCGGEGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A A R A A
GCTCCTGGGCT TCACT GTCTGGGACT CGGAGT CGBCGAGGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

A R AR A AR
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGTCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCG- AAGCA
R A N RN AR Ay
GTATTTCATTGTCAGAGGT GAAATTCTTGGAT TTATGAAAGACGAACT TCTGCGAAAGCA
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCTCG- AGACGATTAGAT
U R R R R A Ay
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

110

100

124

158

184

218

244

278

304

338

364

398

424

458

484

518

544

578

604

638

664

698

724

758

784

818

844

877

903

937

962

997

1020



R A AR A A Ay
Sbjct 998  ACCGICGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1055

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U U R N A R A S A N A
Sbj ct 1056 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1114

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R R R A AL
Sbjct 1116 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1144

>gb| FJ946907. 1| Chl orococcal es sp. VPL9-6 18S ri bosomal RNA gene, partial sequence
Lengt h=1718

Score = 1705.5 bits (1890), Expect = OEOO
Identities = 1055/1110 (95%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

R R NN AN AN
Sbjct 9 ATTAAGCCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACTGCGAATGGCTCATT 68

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

R A A R AR Ay
Sbjct 69  AAATCAGITATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA 126

Query 125 GCTAATACATGCGTAAATCCCGACTTCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N AT AN
Sbjct 127  GCTAATACGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 186

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N AR A A
Sbjct 187  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAATCGCATGOCCTTGTGEC 246

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R A ARy
Sbjct 247  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC 306

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A AR NNy
Sbjct 307  ATGGTGGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 365

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A A A AR A
Sbjct 366  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 425

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 426  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 485

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 486  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 545

Query 545  GCTCCAATAGOGTATATTTAAGITGITGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG 604
U R AR A AR AR RNy

Sbj ct 546  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 605

Query 605  TGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGGGGACGG 664
U R R R A A A A A A

Sbjct 606  TGTTGTCGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 665

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

111



U R A A R R A
Sbjct 666  GCTCCTGGGCTTCATTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
Sbjct 726  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

A A AR AR
Sbjct 786  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

AR A A N AR AR Ay
Sbjct 845  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R A A
Sbjct 905  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

COCELEEEr ot e e e e e e e il
Sbjct 965  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGTGT TCTATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A A S A N R
Sbj ct 1023 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1083 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1111

>gb| M63001. 1| CAUUGEAC Char aci um vacuol at um 18S ri bosormal RNA gene
Lengt h=1793

Score = 1704.6 bits (1889), Expect = OEOO
Identities = 1054/1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

U N AN AN A ANy
Sbjct 43  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACT GOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN R A R A R Ay
Sbjct 103  AAATCAGTTATAGITTATTTGATGGTACCTCTTACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A AN A AT AR
Sbjct 162  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A AR AR A A A A
Sbjct 222  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGAAT CGCATGOCCTCGTGRC

Query 245  GGCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
R R A A A ARy
Sbjct 282  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC
Query 305  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG
AR A A AR A AR NNy
Sbjct 342  ATGGTGGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

112

725

784

785

844

844

903

904

962

964

1020

1022

1075

1081

64

102

124

161

184

221

244

281

304

341

364

400

424



R R A AN A AR A
Sbjct 401  GCTACCACATCCAAGGAAGGCAGCAGGCGOGCAAAT TACCCAATCCCGACACGGGGAGGT 460

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR R A NNy
Sbjct 461  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 520

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR R AR AR
Sbjct 521  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 580

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 581  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 640

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R R R A A A A A A
Sbjct 641  TGTTGTCGOGGTCTGOCTCTGGTACGTACTGCGT TCGATGCATCTTTCTGCTGGGGACGA 700

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A A R R A
Sbjct 701  GCTCCTGGGCTTAATTGTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG 760

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R A N A A AR Ay
Sbjct 761  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 820

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R A N AR A A
Sbjct 821  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 879

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 880  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGCGAAAGCA 939

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R A R R A Ay
Sbjct 940  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 999

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A A R AR Ay
Sbj ct 1000 ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCAATTGA- 1057

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGCGA- TAWTGCCG 1075

U R N A R R N S A N A A
Sbj ct 1058 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1116

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1118 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1146

>gb| KMB70658. 1| Uncul tured eukaryote cl one TE108A 18S ri bosormal RNA gene, conpl ete sequence
Lengt h=1730
Score = 1702.8 bits (1887), Expect = 0OEOO
Identities = 1055/1111 (94%, Gaps = 17/1111 (2%
Strand = Pl us/Plus
Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGTGAAACTGCGAATGGCTCATT 64
CEECEE Cererererererereeeeeeereeerereeeeereeerereree e e e e
Sbhjct 26 ATTAAGCCATGCATGICTAAGTATAAACTGCTTATACGGTGAAACTGCGAATGGCTCATT 85

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

113



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

86

125

144

185

204

245

264

305

324

365

384

425

444

485

504

545

564

605

624

665

684

725

744

785

804

845

863

904

923

962

983

1020

RN AN e R A R R N Ay
AAATCAGTTATAGT TTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

R A R R R R AR A A AR
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R R N AR AN AR A
CCGGGCT TGCCOGAACT TAGGCGAAT CATGATAACT TCACGAAT CGCACGCCCTTGT GGC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGET

R R A R AR A AR AR
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

R A A AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCG

GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R R A A A A
TGTTGACGOGGT CTGCCTCTGGTATGTACT GOGT COGATGCATCTT TCCGCT GGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A R R A
GCTCCTGGGCT TAATTGT CTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R R A N A A AR RNy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

- TTTGOCAAGGAT GTTTTCATTGATCAAGAACGAAAGT TGBGGGECTCG AGACGATTAGA
LEEEEEECEE e e e e e e e e e et
TTTTGOCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGATTAGA
TACCGTCGTAGKCYTCAA- CATAAACGAT GCCGACTAGGGATTGGCA- GTGTTCCATTGA
U U R AR A A Ay
TACCGTCGTAGTC- TCAACCAT AAACGAT GCCGACTAGGGAT TGECAGGTGT TCCATTGA

TTGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWGCC

114

143

184

203

244

263

304

323

364

383

424

443

484

503

544

563

604

623

664

683

724

743

784

803

844

862

903

922

961

982

1019

1041

1074



U U R S A RN A A A
Sbjct 1042 - TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGGGAGTATGGTC 1100

Query 1075 GCAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR A S A A
Sbjct 1101 GCAAGGCTGAAACTTAAAGGAATT- GACGGA 1130

>gb| U41177. 1| PBU41177 Protosi phon botryoi des 18S ri bosonal RNA gene
Lengt h=1744

Score = 1702.8 bits (1887), Expect = 0EOO
Identities = 1054/1110 (94%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U R AN A AN AR
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGTGAAACTGOGAATGGCTCATT - 81

Query 65 AAATCAGITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN A R A A Ay
Sbjct 82  AAATCAGITATAGITTATTTGATGGTACCTT- TACTCGG: ATAACCGTAGTAATTCTAGA 139

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R A N A AT AR
Sbjct 140  GCTAATACGTGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 199

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N AR A AR
Sbjct 200  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGAATCGCACGGCCTTGTGCC 259

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R A ARy
Sbjct 260  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 319

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A R AR A A A NNy
Sbjct 320  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 379

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R R A A A AR A
Sbjct 380  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 439

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 440  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 499

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 500  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA - 559

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGITCGGATTTCGGGTG 604

U R AR A AR R ANy
Sbjct 560  GCTCCAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 619

Query 605  TGTCGACGCGGTCTGOCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGGGGACGG 664
U R R R A A A A A
Sbjct 620  TGCTGACGCGGTCTGOCTCTGGTATGTACTGCGECOGGT GCACCT TTCTGOCGEGGACGA 679
Query 665  GCTCCTGGGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724
U R A A U R A
Sbjct 680  GCTCCTGGGCTTCACTGTCTGGGACT CGGAGT CGGOGAGGT GACCTTGAGCAAACAAGAG 739

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

115



R A N A A AR ANy
Sbjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGATTAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
Sbj ct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

R A A N AR A Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R R R Ay
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGEGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

U S U R R R AN R A
Sbjct 979  NCCGTCGTAGIC- TCAACCATAANCGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R A S A N A
Sbj ct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>gb| U70794. 1| CPU70794 Chl oronpnas perforata strain SAG 11-43 18S ri bosonal
sequence
Lengt h=1700

Score = 1701.0 bits (1885), Expect = OEOO
Identities = 1052/1110 (94%, Gaps = 16/1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGT CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R R NN AR A ANy
Sbjct 2 ATTAAGCCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACT GCGAATGGCTCATT

Query 65 AAATCAGI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
Sbjct 62  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R R N AT AN
Sbjct 120  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A A AR AN R A
Sbjct 180  CCGGGCTTGOCCGACCT TAGGOGAAT CATGATAACT TCACGAAT CGCACGOCCTCGTGRC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R AR R AN ARy
Sbj ct 240  GGCGATGTNTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGGEGAGCCTGAGAAACG

R A R AR A A A Ay
Sbjct 300  ATGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTAAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGEGAGGT

R R A A R R RN A AN
Sbjct 360  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAATCCCGACACNNNGAGNT
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799
844
858
903
918
962
978
1020
1036
1075

1095

RNA gene, partia

64

61

124
119
184
179
244
239
304
299
364
359
424

419



Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

R A A R A NNy
Sbjct 420  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
Sbjct 480  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

Query 545 GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R AR A AR RNy
Sbjct 540  GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEE

R R R A A A A A A
Sbjct 600  TGTTGACGCGGTCTGOCTCTGGTATGTACTGCGT TCGATGCATCTTTCTGCTGEGGACGA

Query 665 GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R R A R R A
Sbjct 660  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAG

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR ANy
Sbjct 720  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

Query 785 CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

A R AR A AR
Sbjct 780  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGBGGGCA- TTC

Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

AR A A N RNy
Sbjct 839  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

U R R A R e A
Sbjct 899  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAANACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

COCEEEEEEr ot e e e e e e
Sbjct 959  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N A R A S A N A
Sbjct 1017 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbjct 1077 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1105

>gb| M3491512. 1| Chl or ococcum di pl obi onti cum strain ACSSI 202 snal|l subunit
partial sequence
Lengt h=1702

Score = 1700.1 bits (1884), Expect = 0OEOO
Identities = 1053/ 1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

N AR R R RN R A AR AR AR A
Sbjct 5 ATTAAGCCATGCATGTCTAAGTATAAACT GCTTATACT GT GAAACT GCGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A N Ay
Sbjct 65  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA

117

484
479
544
539
604
599
664
659
724
719
784
779
844
838
903
898
962
958
1020
1016
1075

1075

ri bosomal RNA gene,

64
64
124
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

125

123

185

183

245

243

305

303

365

363

425

423

485

483

545

543

605

603

665

663

725

723

785

783

845

842

904

902

963

962

1021

1020

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAG

RN R R N AT AR
GCTAATACGT GOGTAAAT COCGACT TCTGGAAGGGACGTATTTAT TAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

R N AR AN R A A
CCGGGCT TGCCOGACCT TTGGECGAATCATGATAACT TCACGAAT CGCATGGOCTCGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A A A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR ANy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A R A A AR A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR A A A N RNy
AGTGACAATAAATAACAATACT GGGCAT TTATGT TTGGTAATTGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGGTA

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A R A R R A
TGOCGGOGT GGTCTGCCTCTGGTAT GTACT GOGCT CGGOGTACCT T TCTGCTGGAAACGG

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A R R A
GTTCCTGGGCT TCACT GTCTGGGACT CGGAGT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

U A N A A AR ANy
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCAT GGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R R N AR A A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A A R ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACAT CTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R A A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A AR A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG
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184

182

244

242

304

302

364

362

424

422

484

482

544

542

604

602

664

662

724

722

784

782

844

841
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901
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961

1020

1019
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Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR A AL
Sbj ct 1080 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1108

>gb| U70587. 1| CDU70587 Chl or ococcum di pl obi onti cum 18S ri bosomal RNA gene, partial sequence
Lengt h=1708

Score = 1700.1 bits (1884), Expect = OEOO
Identities = 1053/ 1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

R AR R R R R A AR AR AR A
Sbjct 5 ATTAAGCCATGCATGTCTAAGTATAAACT GCTTATACTGT GAAACTGCGAATGGCTCATT 64

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN AN A R A R A N Ay
Sbjct 65  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA 122

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N AT AR
Sbjct 123  GCTAATACGTGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 182

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

R R N A AR AN R A
Sbjct 183  CCGGGCTTGOCCGACCTTTGGOGAAT CATGATAACT TCACGAATCGCATGGCCTCGTGOC 242

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A ANy
Sbjct 243  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC 302

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R R A R AR A A ARy
Sbjct 303  ATGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCTGAGAAACG 362

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGGAGGT 424

R R A AN A AR
Sbjct 363  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAATTACCCAATCCCGACACGGGGAGGT 422

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

AR A A NNy
Sbjct 423  AGTGACAATAAATAACAATACTGGGCATTTATGITTGGTAATTGGAATGAGTACAATGTA 482

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 483  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 542

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TCGGATTTCGGGTG 604

U A A AR A AR
Sbj ct 543  GCTCCAATAGCGTATATTTAAGTTGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTA 602

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R R R A R A R A A
Sbjct 603  TGCOGGOGTGGTCTGOCTCTGGTATGTACTGCGCTCBGOGTACCT TTCTGCTGGAAACGG 662

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A A R R A
Sbjct 663  GITCCTGGGCTTCACTGTCTGGGACT CGGAGT CAGCGAAGT GACCTTGAGCAAACAAGAG 722

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A AR Ay
Sbjct 723  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 782

119



Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R R N AR A A A
Sbjct 783  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGECA- TTC 841

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

AR A N AR A Ay
Sbjct 842  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACATCTGOGAAAGCA 901

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R A Ay
Sbjct 902  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 961

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCELEEEEr et e e e e e e e
Sbjct 962  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1019

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWGCCG 1075

U U R N A R A S A N A
Sbj ct 1020 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGEGGAGTATGGTCG 1078

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbj ct 1080 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1108

>gb| KC196723. 1| Macrochloris radiosa isolate UTEX 1964 18S ri bosomal RNA gene, partial sequence
Lengt h=1688

Score = 1699.2 bits (1883), Expect = 0OEOO
Identities = 1049/1103 (95%, Gaps = 16/ 1103 (1%
Strand = Pl us/Plus

Query 12 CATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATTAAATCAG 71

U R A AN AN
Sbjct 2 CATGCATGTCTAAGTATAAACT GCT TATACGGT GAAACTGOGAATGGCTCATTAAATCAG 61

Query 72 TTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATA 131

R A A A A A R AR AR
Sbjct 62  TTATAGTTTATTTGATGGTACCTT- TACTCGG- ATAACCGTAGTAATTCTAGAGCTAATA 119

Query 132 CATGCGTAAAT CCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGEECT 191

R R A NN A ARy
Sbjct 120  CGTGCGTAAATCCCGACT TATGGAAGGGACGTATTTAT TAGATAAAAGGCCAGOCGGACT 179

Query 192  TGCCCGACCTTAGGCGAATCATGATAACTTCACGAATCGCACGGECCTTGTGCCGGECGATG 251

A A A A A R AR A A AT A
Sbjct 180  TGTCCGAACTTAGGCGAATCATGATAACT TCACGAATCGCACGCCCT TGTGGOGGOGATG 239

Query 252  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACCATGGTGG 311

R N A R A A AN
Sbjct 240  TTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGG 299

Query 312  TAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGGECTACCA 371

R N A AR A AR
Sbjct 300  TAACGGGTGACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGGCTACCA 359

Query 372 CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGGEGAGGTAGTGACA 431

R R A AR A AR
Sbjct 360  CATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCOCGACACGGGGAGGTAGTGACA 419

Query 432 ATAAATAACAATACT GCCCGT TTACGTCTGGTAATTGGAATGAGAACAATGTAAATATCT 491

RN R R A A R R A AN
Sbjct 420  ATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTAAATATCT 479

120



Query 492  TAACGAGTATCCATTGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAA

U R R R R AR A A AR
Sbjct 480  TAACGAGTATCCATTGGAGGGCAAGT CTGGT GOCAGCAGCCGCGGTAAT TCCAGCTCCAA

Query 552  TAGCGTATATTTAAGTTGITGCAGI TAAAAAGCTCGTAGI TGGATTTCGGGTGTGTCGAC

LOLEEEEEEE e e e e e e e e e eyt
Sbjct 540  TAGOGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATGTGTTGAC

Query 612 GCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCT TTCTGCTGGGEGACGGEECTCCTG

R A A U A A AR A A A
Sbjct 600  GCGGTCTGCCTCTGGTATGCACTGOGT TCGATGCATCTTTCTGCTGGGEGACGTGTTCCTG

Query 672 GGCTTAACTGCTTGGGACCT GGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGT GTTCAA

R R A A R A AR AR
Sbjct 660  GGCTTAATTGICTGGGACACGGAATCAGCGAAGT GACCT TGAGCAAACAAGAGT GTTCAA

Query 732  AGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT

U R A AR AN A A AN
Sbjct 720  AGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGGCCTATCT

Query 792  TGITGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGT CGGEEECATTTCGTATTTC

R R A R AR A A mA Ay
Sbjct 780  TGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CBGGGGCA- TTCGTATTTC

Query 852  ATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCATTTGCCA

R A R AR A A A Ay
Sbjct 839  ATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCATTTGCCA

Query 911  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGEGECTCG- AGACGATTAGATACCGTCG

AR R R A A A A RN
Sbjct 899  AGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGECTCGAAGACGAT TAGATACCGTCG

Query 970  TAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACCCT

R R R A R A N A
Sbjct 959  TAGTC- TCAACCATAAACGATGCOGACTAGGGATTGGCAGGTGT TCCATTGA TGACCCT

Query 1028 GCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWIGCCGCAAGGECT

R U U R A AU o A A
Sbj ct 1017 GCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGRGEEGAGT ATGGT CGCAAGGCT

Query 1083 - TGACTTAAGGGAGTTGGACGGA 1104

LEEEEE T T T
Sbj ct 1077 GAAACTTAAAGGAATT- GACGGA 1098

>dbj | AB049415. 1| Chl orosarcinopsis minor gene for 18S rRNA
Lengt h=1740

Score = 1697.3 bits (1881), Expect = 0EOO
Identities = 1053/ 1110 (94%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R R AN AN A AN
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACTGIGAAACTGOGAATGGCTCATT

Query 65 AAATCAGTI TATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN A R A R A R Ay
Sbjct 83  AAATCAGTTATAGITTATTTGATGGTACCTT- TACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A N AT AR
Sbjct 141  GCTAATACGTGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

121

551
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611

599

671

659

731

719
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779

851

838

910

898

969

958

1027

1016

1082
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

185

201

245

261

305

321

365

381

425

441

485

501

545

561

605

621

665

681

725

741

785

801

845

859

904

919

963

979

1021

1037

1076

1097

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A AR AN R A A
CCGGGCT TGCCOGACCTAT GBCGAAT CATGATAACT TCACGAAT CGCATGGOCT CGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A N AR A A AR
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAAT TGT CGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGATTAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A AR ANy
ATGATGGT AACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AR A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R R AR AR
AACATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R A AR A A A A A A
CGOCGT CGOGGT CTGCCTCTGGTATGT ACTGOGCT CGGT TCACCT TTCTGCTGGGGACGG

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

R R A A R A A
GCTCCTGGGCT TCACT GTCTGGGACT CGGAAT CAGCGAANT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGGCATTTC

A N A AR AR
CCTATCTTGI TGGTCTGTAGGA- CGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCT TGGATTTATGAAAGACGAACAT CTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A A
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R R A A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U R N A R R N S A N A A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

122

244

260

304

320

364

380

424

440

484

500

544

560

604

620

664

680

724

740

784

800

844

858

903

918

962

978

1020

1036

1075

1095



>gb| KMD20179. 1| Rhopal osol en saccatus strain SAG 26.95 18S ri bosomal RNA gene, partial sequence
Lengt h=1752

Score = 1696.5 bits (1880), Expect = OEOO
Identities = 1052/ 1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 7 ATTAAGCCATGCATGT CTAAGT ATAAACT GCT TATACGGT GAAACTGCGAATGGCTCATT 66

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN N R A R A Ay
Sbjct 67  AAATCAGTTATAGITTATTTGATGGTACCTCTTACTCGG ATAACCGTAGTAATTCTAGA 125

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AR
Sbjct 126  GCTAATACGTGCGTAAATCCCGACTTATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 185

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N A A AR A A A
Sbjct 186  CCGGGCTTGOCCGACCCTAGGOGAATCATGATAACT TCACGGATCGCATGOCCTTGTGEC 245

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A R A ARy
Sbjct 246  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 305

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

AR A R A AR A A ARy
Sbjct 306  ATGGTGGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGOGCCTGAGAAACG 364

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R A R A A AR A
Sbjct 365  GCGACCACATCCAAGGAAGGCAGCAGGCGOGCAAATTACCCAATCCCGACACGGGGAGGT 424

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 425  AGTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGTACAATGTA 484

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN R R AR AR
Sbjct 485  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA 544

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 545  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 604

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R A A A A A A A
Sbjct 605  TGTTGACGCGGTCTGOCATTGGTATGTACTGCGCTCGATGCATCTTTCTGCTGGGGACGA 664

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

N R A R R AN
Sbjct 665  GCTCCTGGGCTTAACTGTCTGGGACT CGGAATCAGOGAAGT GACCTTGAGCAAACAAGAG 724

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A R A AN
Sbjct 725  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACATGATAGGACTCTGG 784

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

R A N AR A A
Sbjct 785  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGTCGGGGGCA- TTC 843

123



Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

AR A A N AR A Ay
Sbjct 844  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGEGECTCG AGACGATTAGAT

CLEEEEEEEE e e e e e e e e ety
Sbj ct 904  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A AR A A Ay
Sbjct 964  ACCGTCGTAGIC- TCAACCATAAACGATGCCGACTAGGGNT TGGCAGGTGT TCTATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U R N A R A S A N e
Sbjct 1022 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGEGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR R A AL
Sbjct 1082 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1110

903

903

962

963

1020

1021

1075

1080

>gb| KF791539. 1| Chl orococcum sp. JB1 small subunit ribosomal RNA gene, partial

Lengt h=1743

Score = 1696.5 bits (1880), Expect = OEOO
Identities = 1053/ 1110 (94%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R R RN AN
Sbjct 23  ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGT GAAACTGOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN AN e R A R R N Ay
Sbjct 82  AAATCAGTTATAGITTATTTGATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A N A AT AR
Sbjct 140  GCTAATACGTGOGTAAATCCOGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A AR A A AR R A
Sbj ct 200  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGAAT CGCACGGECCTCGTGCC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A A A ARy
Sbjct 260  GGCGATGITTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

R A R AR A A A ANy
Sbjct 320  AGGGIGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AR A AR A
Sbjct 380  GCTACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
Sbjct 440  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
Sbjct 500  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

124

64

81

124

139

184

199

244

259

304

319

364

379

424

439

484

499

544

559

sequence



Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTITCGATTTCGGGTG 604

U R AR A A AR AR ANy
Sbjct 560  GCTCCAATAGCGTATATTTAAGTTGI TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGGTG 619

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

U R A R AR R A A A
Sbjct 620  CGTCGACGCGGTCTGOCTCTGGTACGTACTGCGCTCBGTGCACCT TTCTGOCGEGGACGE 679

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A A R R A A
Sbjct 680  GITCCTGGGCTTCACTGTCTGGGACT CGGAGT CGGOGAGGT GACCTTGAGCAAATAAGAG 739

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R A N A A AR Ay
Sbjct 740  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 799

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R AR A AR
Sbjct 800  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 858

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 859  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 918

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A Ay
Sbjct 919  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGEGGGCTCGAAGACGATTAGAT 978

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

R A A AR A A Ay
Sbjct 979  ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCCATTGA- 1036

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGT- TTTTGGI TG - GGGCGA- TAWGCCG 1075

U U R N A R S A N A
Sbj ct 1037 TGACCCTGCCAGCACCTTATGAGAAATCAAAGTCTTTGGGT TCCGBGEGGAGTATGGTCG 1095

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbjct 1097 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

>gb| EF024170. 1| Uncul tured eukaryote clone El ev_18S 510 18S ri bosonmal RNA gene, partial sequence
gi | 166083832| gb| EF024355. 1| Uncul tured Haenmat ococcaceae clone El ev_18S 1005 18S ri bosonal RNA
gene, partial sequence

Lengt h=1776

Score = 1696.5 bits (1880), Expect = 0OEOO
Identities = 1053/ 1110 (94%, Gaps = 17/1110 (2%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

R R RN AN
Sbjct 40  ATTAAGCCATGCATGTCTAAGTATAAACCT- TTATACGGTGAAACTGOGAATGGCTCATT 98

Query 65  AAATCAGTTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124
RN A R U A A Ay
Sbjct 99  AAATCAGITATAGITTATTTGATGGTACCTT- TACTCGG: ATAACCGTAGTAATTCTAGA 156
Query 125  GCTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 184
RN R R N A AT AN
Sbjct 157  GCTAATACGTGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG 216

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

125



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

217

245

277

305

337

365

397

425

457

485

517

545

577

605

637

665

697

725

757

785

817

845

876

904

936

963

996

1021

1054

1076

1114

U R A A A A AR
CCGGGCT TGCCOGACCCTAGGCGAGT CATGACAACT TCACGAAT CGCACGGCCT TGTGCC

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCOCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

R A R AR A A AR NNy
ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGET

R R A R A A A A
GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT CACCCAAT COCGACACGGGGAGGET

AGTGACAATAAATAACAATACT GCECGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

AR A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR A AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

U R A A AR AR ANy
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

U R R R A A A A A
TGCTGACGOGGT CTGCCTCTGGTAT GTACT GOGGCOGGT GCACCT T TCT GCCGGEGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

U R A A R A AN
GCTCCTGGGCT TCACT GTCTGGGACT CGGAGT CGGCGAGGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A AR Ay
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACACGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

AR A AR AR
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A R AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

CEEEEEEE e e e e e e e e ety
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R AR A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCCATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U R O A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R AR R R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1142

126

276

304

336

364

396

424

456

484

516

544

576

604

636

664

696

724

756

784

816

844

875

903

935

962

995

1020

1053

1075

1112



>gb| M3022715. 1| Chl anydopodi um starrii isolate CCAP 209/ 1B small subunit ribosonmal RNA gene,
partial sequence
Lengt h=1233

Score = 1695.5 bits (1879), Expect = OEOO
Identities = 1052/ 1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACTGCGAATGCCTCATT 64

U N AN AN A ANy
Sbjct 46  ATTAAGCCATGCATGTCTAAGTATAAACTGCT TATACGGTGAAACTGOGAATGGCTCATT 105

Query 65 AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA 124

RN A A A U A R Ay
Sbjct 106  AAATCAGITATAGITTATTTGATGGTACCTCTTACTCGG ATAACCGTAGTAATTCTAGA 164

Query 125 GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGCCCAG 184

RN R R N A AT AR
Sbjct 165  GCTAATACGTGOGTAAATCCCGACTTATGGAAGGGACGTATTTATTAGATAAAAGGCCAG 224

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGECCTTGTGCC 244

U R N A A AR AR A A e A
Sbjct 225  CCGGGCTTGOCCGACCCTAGGOGAATCATGATAACT TCACGGATCGCATGCCCTCGIGEC 284

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGECCTACC 304

R R A A ANy
Sbjct 285  GGCGATGITTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC 344

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGATTCCGGAGAGGEGAGCCTGAGAAACG 364

R A A AR A A ARy
Sbjct 345  ATGGTGGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGOGCCTGAGAAACG 403

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCCGACACGEGEGAGGT 424

R R A R A A AR
Sbj ct 404  GOGACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAATCCCGACACGGGGAGGT 463

Query 425 AGTGACAATAAATAACAATACTGCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA 484

R A A R A NNy
Sbjct 464  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAATTGGAATGAGTACAATGTA 523

Query 485  AATATCTTAACGAGTATCCATTGGAGGGECAAGT CTGGTGCCAGCAGCCGCGGTAATTCCA 544

RN AR AR AR
Sbjct 524  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA 583

Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTI TCGGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 584  GCTCCAATAGCGTATATTTAAGT TG TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 643

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R A A A A A A A
Sbjct 644  TGTTGACGCGGTCTGOCATTGGTATGTACTGCGCTCGATGCATCTTTCTGCTGGGGACGA 703

Query 665 GCTCCTGGGECTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A R R A
Sbjct 704  GCTCCTGGGCTTAACTGTCTGGGACT CGGAAT CAGOGAAGT GACCTTGAGCAAACAAGAG 763

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A A AN
Sbjct 764  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACATGATAGGACTCTGG 823

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A A AR AR
Sbjct 824  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 882

127



Query 845 GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

AR A A N AR AR Ay
Sbjct 883  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCA

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG AGACGATTAGAT

U R R A R A Ay
Sbjct 943  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGBGGGCT CGAAGACGAT TAGAT

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGAT

R A A R R Ay
Sbj ct 1003 ACCGTCGTAGIC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGT GT TCTATTGA-

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWIGCCG

U U R N R A S AN A
Sbj ct 1061 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

R AR R A AL
Sbjct 1121 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1149

>gb| M3022714. 1| Chl anydopodi um starrii isolate CCAP 209/ 1A small subunit ri
partial sequence
Lengt h=1266

Score = 1695.5 bits (1879), Expect = 0OEOO
Identities = 1052/ 1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus

Query 5 ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

R R A R A R A AR AR AR
Sbjct 47  ATTAAGCCATGCATGTCTAAGTATAAACTGCTTATACGGT GAAACT GOGAATGGCTCATT

Query 65 AAATCAGTITATAGT TTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN R A R A R Ay
Sbjct 107  AAATCAGTTATAGITTATTTGATGGTACCTCTTACTCGG ATAACCGTAGTAATTCTAGA

Query 125 GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

RN R A AN A AT AR
Sbjct 166  GCTAATACGTGOGTAAATCCOGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

Query 185 CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A A AR A A A
Sbjct 226  CCGGGCTTGOCCGACCCTAGGOGAAT CATGATAACT TCACGGAT CGCATGOCCTCGTGRC

Query 245 GGCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGECCTACC

R R A A A ARy
Sbjct 286  GGCGATGITTCATTCAAATTTCTGOCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

Query 305  ATGGTGGTAACGGGTGACGGAGGATTAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACG

R A A AR A A ARy
Sbjct 346  ATGGTGGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCOGGAGAGGGCGOCT GAGAAACG

Query 365 GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R R A A AR A
Sbj ct 405  GCGACCACATCCAAGGAAGGCAGCAGGOGOGCAAAT TACCCAAT CCOGACACGGGGAGGT

Query 425 AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

R A A R A NNy
Sbjct 465  AGTGACAATAAATAACAATACTGGGCATTTATGICTGGTAAT TGGAATGAGTACAATGTA

Query 485  AATATCTTAACGAGTATCCATTGGAGGEGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR AR AR
Sbjct 525  AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

128

903
942
962
1002
1020
1060
1075

1119

bosomal RNA gene,

64

106
124
165
184
225
244
285
304
345
364
404
424
464
484
524
544

584



Query 545 GCTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGTITCGATTTCGGGTG 604

U R AR A AR RNy
Sbjct 585  GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGTTGGATTTCGGATG 644

Query 605  TGTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGEGEGACGG 664

R A A R A A A A
Sbjct 645  TGTTGACGCGGTCTGOCATTGGTATGTACTGCGCTCGATGCATCTTTCTGCTGGGGACGA 704

Query 665 GCTCCTGGGECTTAACTGCTTGGEGACCT GGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 724

R R A R R A
Sbjct 705  GCTCCTGGGCTTAACTGTCTGGGACT CGGAATCAGCGAAGT GACCTTGAGCAAACAAGAG 764

Query 725  TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG 784

R N A A A Y
Sbjct 765  TGTTCAAAGCAAGCCTACGCTCTGAATTTTTTAGCATGGAATCACATGATAGGACTCTGG 824

Query 785 CCTATCTTGT TGGTCTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGEGECATTTC 844

A R AR A AR
Sbjct 825  CCTATCTTGTTGGICTGTAGGACCGGAGTAAT GAT TAAGAGGGACAGT CGGGGGCA- TTC 883

Query 845 GTATTTCATTGITCAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA 903

R A A N AR AR Ay
Sbjct 884  GTATTTCATTGTCAGAGGTGAAATTCTTGGAT TTATGAAAGACGAACTTCTGOGAAAGCA 943

Query 904  TTTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGEGGEGECTCG- AGACGATTAGAT 962

U R R R R A Ay
Sbjct 944  TTTGCCAAGGATGITTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGAT 1003

Query 963  ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGAT 1020

COCELEEEEr ot e e e e e e il
Sbj ct 1004 ACCGTCGTAGIC- TCAACCATAAACGATGOCGACTAGGGATTGGCAGGTGTTCTATTGA- 1061

Query 1021 TGACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGITC- - GGGGGA- TAWTGCCG 1075

U R N A R R N S A N A A
Sbj ct 1062 TGACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGBGEGGAGTATGGTCG 1120

Query 1076 CAAGGCT- TGACTTAAGGGAGITGGACGGA 1104

AR AR R A AL
Sbjct 1122 CAAGGCTGAAACTTAAAGGAATT- GACGGA 1150

>gb| KT279452. 1| Tetracystis sp. YACCYB32 18S ri bosonmal RNA gene, partial sequence
Lengt h=1598

Score = 1695.5 bits (1879), Expect = 0OEOO
Identities = 1015/1049 (96%, Gaps = 15/1049 (1%
Strand = Pl us/Plus

Query 66 AATCAGTTATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAG 125

AR R R R A A R R RN
Sbjct 1 AATCAGTTATAGT TTATTTGATGGTACCTCCTACTTGG- ATAACCGTAGGAAATCTAGAG 59

Query 126 CTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTATTAGATAAAAGGCCAGC 185

R A R NN N AN ANy
Sbjct 60  CTAATACATGCGTAAATCCCGACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGC 119

Query 186 CGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAATCGCACGGCCTTGTGCCG 245

R R R A A A R RN A A A
Sbjct 120  CGGGCTTGCOCGACT TTAGGCGAATCATGATAACT TCACGAATCGCATGGOCTCGTGCCG 179

Query 246 GCGATGTTTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCA 305

R R A AN A A A A
Sbjct 180  GCGATGTTTCATTCAAATTTCTGOCCTATCAACTTTCGATGGTAGGATAGAGGCOCTACCA 239

129



Query 306  TGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGATTCCGGAGAGGGAGCCTGAGAAACGG 365

R R A A A A A
Sbjct 240  TGGTGGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCTGAGAAACGG 299

Query 366 CTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAATTACCCAAT CCCGACACGGEGAGGTA 425

U R R R AN A RN
Sbjct 300  CTACCACATCCAAGGAAGGCAGCAGGOGCGCAAAT TACCCAATCOCGACACGGGGAGGTA 359

Query 426 GTGACAATAAATAACAATACTGGEGCGT TTACGT CTGGTAATTGGAATGAGAACAATGTAA 485

R R R A N Ay
Sbjct 360  GTGACAATAAATAACAATACTGGGCATTTATGTCTGGTAATTGGAATGAGCACAATGTAA 419

Query 486  ATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGCCAGCAGCCGCGGTAATTCCAG 545

R R R AR A AN
Sbjct 420  ATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGTGOCAGCAGCCGCGGTAATTCCAG 479

Query 546 CTCCAATAGCGTATATTTAAGT TGTTGCAGT TAAAAAGCTCGTAGI TGGATTTCGGGTGI 605

U N A A AN AR AA AN
Sbjct 480  CTCCAATAGCGTATATTTAAGTTGTTGCAGT TAAAAAGCTCGTAGITGGATTTCGGGTGA 539

Query 606 GTCGACGCGGTCTGCCTCTGGTATGTACTGCGCTCGGTGCACCTTTCTGCTGGEGEGACGEG 665

R R AR A R A A
Sbjct 540  GTCGACGCGGICTGCCTCTGGTATGTACTGOGCTCGGT TCACCT TTCTGCTGGEGACGEG 599

Query 666 CTCCTGGGCTTAACT GCTTGGGACCTGGAAT CAGCGAAGT GACCTTGAGCAAACAAGAGT 725

R R R AR N A AN
Sbjct 600  CTCCTGGGCTTAACTGCTTGGGACCT GGAATCAGCGAAGT GACCT TGAGCAAACAAGAGT 659

Query 726 GTTCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGEC 785

R R A AN AN AN
Sbjct 660  GITCAAAGCAAGCCGACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGEC 719

Query 786 CTATCTTGT TGGT CTGTAGGACCGGAGTAATGATTAAGAGGGACAGTCGGGGEGECATTTCG 845

R A A AR A AR Ay
Sbjct 720  CTATCTTGTTGGTCTGIAGGACCGGAGTAATGATTAAGAGGGACAGT CBGGGGCA- TTCG 778

Query 846 TATTTCATTGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCAT 904

AR R A AR A AN Ry
Sbjct 779  TATTTCATTGICAGAGGTGAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCAT - 838

Query 905  TTGCCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGEGECTCG- AGACGATTAGATA 963

U A RN A AR A
Sbjct 839  TTGOCAAGGATGTTTTCATTGATCAAGAACGAAAGT TGGGGGCTCGAAGACGATTAGATA 898

Query 964  CCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGCA- GTGITCCATTGATT 1021

R R A N A R AN AR A A A
Sbjct 899  CCGTCGTAGTC- TCAACCATAAACGATGCCGACTAGGGATTGGCAGGTGTTCCATTGA- T 956

Query 1022 GACCCTGCCAGCA- CTTATGAGAATYCAAAGITTTT- GGTTC- - GGEGGA- TAWMGCCGC 1076

U O AR A AN A A
Sbjct 957  GACCCTGCCAGCACCTTATGAGAAATCAAAGT TTTTGGGT TCCGGGGEGAGTATGGTCGC 1016

Query 1077 AAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R R U
Sbjct 1017 AAGGCTGAAACTTAAAGGAATT- GACGGA 1044

>dbj | AB983625. 1| Chl anmydopodi um starrii gene for 18S rRNA, partial sequence, strain: SAG 16. 87
Lengt h=1744
Score = 1695.5 bits (1879), Expect = 0OEOO

Identities = 1052/ 1110 (94%, Gaps = 16/ 1110 (1%
Strand = Pl us/Plus
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Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

22

65

82

125

141

185

201

245

261

305

321

365

380

425

440

485

500

545

560

605

620

665

680

725

740

785

800

845

859

904

919

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

RN AR R N R R A AR AR AR
ATTAAGCCATGCATGI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN RN R A R AR Ay
AAATCAGT TATAGT TTATTTGATGGTACCTCTTACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAAT CCCGACT TCTGGAAGGGACGTATTTATTAGATAAAAGGCCAG

R A R R R AR A A A RN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A A AR A A A
CCGGGCT TGCCOGACCCTAGGBCGAAT CATGATAACT TCACGGAT CGCATGCCCTCGT GG

GGCGATGT TTCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACC

R R A R AN AR
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGEGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGEGAGCCT GAGAAACG

AR A A R A A AR A A ARy
ATGGT GGTAACGGGT- ACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGCGOCT GAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGT

R R A AN A AR A
GCGACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGGAGET

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGTAATTGGAATGAGAACAATGTA

AR A R A NNy
AGTGACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN AR R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGI TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R A A A A A A A A
TGTTGACGOGGT CTGCCAT TGGTATGTACT GOGCT CGATGCATCTT TCTGCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R R A R R A
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A A A Y
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACATGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG AAGCA

N R R A AR R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGTI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R R R A Ay
TTTGCCAAGGATGT TTTCATTGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

131

64

81

124

140

184

200

244

260

304

320

364

379

424

439

484

499

544

559

604

619

664

679

724

739

784

799

844

858

903

918

962

978



Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| M3491217. 1| Chl or ococcum ol eof aci ens strain CAMJ MZ- Ch27 snal| subunit

parti al

Score
| dent i

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

963

979

1021

1037

1076

1097

ACCGTCGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A A AR A Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGTGT TCTATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

R AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1125

sequence
Lengt h=1665

= 1692.8 bits (1876), Expect = OEOO

ties

26

1

86

61

146

119

206

179

266

239

326

299

386

359

446

419

506

479

566

539

626

1039/ 1089 (95%, Gaps = 16/ 1089 (1%

Pl us/ Pl us

TATAAACTCCTTATACGGT GAAACT GCGAATGCCTCATTAAATCAGT TATAGT TTATTTG

R N R R R AN RN EN RN
TATAAACTGCT TATACGGT GAAACT GOGAATGGCTCATTAAATCAGT TATAGT TTATTTG

ATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGAGCTAATACATGCGTAAATCCC

R N R R A AR AN A AR
ATGGTACTTT- TACTCGG- ATAACCGTAGTAATTCTAGAGCTAATACGT GCGTAAATCCC

GACTTCTGGAAGGGACGTATTTATTAGATAAAAGGCCAGCCGGEGECT TGCCCGACCTTAGG

R N R AR AR RN
GACTTATGGAAGGGACGTATTTAT TAGATAAAAGGCCAGCCGGGCT TGOCCGACCTTAGG

CGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCCGGCGATGT TTCATTCAAATTT

R R R A A A A AR A AN
CGAATCATGATAACT TCACGAATCGCACGCCCT TGT GGCGGCGATGT TTCATTCAAATTT

CTGCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCAT GGT GGTAACGGGT GACGGA

N A A AR
CTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACCAT GGTGGTAACGGGT GACGGA

GGATTAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACGGCTACCACAT CCAAGGAAGEC

U R A N R AN
GGATTAGGGT TCGAT TCOGGAGAGGGAGCCT GAGAAACGGCT ACCACAT CCAAGGAAGEC

AGCAGGCGCGCAAAT TACCCAAT CCCGACACGGEGAGGT AGT GACAATAAATAACAATAC

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
(GCAGGOGCGCAAAT TACCCAAT COCGACACGGGGAGGTAGT GACAATAAATAACAATAC

TGGCCGTTTACGT CTGGTAAT TGGAATGAGAACAAT GTAAATATCTTAACGAGT ATCCAT

A N R R AR RN AR
TGGGCATTTATGT CTGGTAATTGGAATGAGTACAAT GTAAATATCTTAACGAGTATCCAT

TGGAGGGECAAGT CTGGT GCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAA

R R R R A A A Ay
TGGAGGGCAAGT CT GGT GCCAGCAGCOGOGGT AAT TCCAGCTCCAANAGOGTATATTTAA

GTTGTTGCAGT TAAAAAGCTCGTAGT TGGAT TTCGGGT GTGT CGACGCGGTCTGCCTCTG
R R R A A AR A AR AR AN AR
GTTGTTGCAGT TAAAAAGCTCGTAGT TGGAT TTCGGATGT GT TGACGCGGTCTGCCTCTG

GTATGTACTGCGCTCGGT GCACCT TTCTGCT GEGGACGGGCT CCTGEGCTTAACTGCTTG
FEEEEEEEEree ter eee e tere e e e e e e e e ter e e e e 1

132

1020
1036
1075

1095

ri bosomal RNA gene

145
118
205
178
265
238
325
298
385
358
445
418
505
478
565
538
625
598

685



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

>gb| MB4319. 1| CAURD18S Char aci um saccatum 18S ri bosoma

Score
| dent i

Strand =

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

Query

599

686

659

746

719

806

779

866

838

925

898

983

957

1041

1016

1096

1076

GTATGTACTGCGT TCGATGCATCTTTCTGCTGGGEGACGAGCTCCTGGEECTTAACTGTCTG

GGACCTGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAGT GT TCAAAGCAAGCCCACGCT

COEE R e e e e e e e e e e Ferd
GGACTCGGAAT CAGOGAAGT GACCT TGAGCAAACAAGAGT GT TCAAAGCAAGCCTACGCT

CTGAATTTTTTAGCATGGAAT CACACGATAGGACTCTGGECCTATCTTGT TGGTCTGTAGG

RN R AR AR A AR
CTGAATTTTTTAGCAT GGAATCACACGATAGGACTCTGGCCTATCTTGT TGGTCTGTAGG

ACCGGAGTAATGATTAAGAGGGACAGT CGGEEECATTTCGTATTTCATTGT CAGAGGTGA

U R A A A AR A A Ay
ACCGGAGT AAT GAT TAAGAGGGACAGT CGGGGGCA- TTCGTATTTCATTGTCAGAGGTGA

AATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCATTTGCCAAGGATGITTTCATT

AR R R R A R A R AR AR
AATTCTTGGAT TTATGAAAGACGAACT TCTGOGAAAGCAT TTGCCAAGGATGT TTTCATT

GATCAAGAACGAAAGT TGGEGEGEGECTCG- AGACGATTAGATACCGTCGTAGKCYTCAA- CAT

U R A A A A AN Ay
GATCAAGAACGAAAGT TGGGGEGCT CGAAGACGAT TAGATACCGT CGTAGTC- TCAACCAT

AAACGATGCCGACTAGGGATTGGCA- GTGTTCCATTGATTGACCCTGCCAGCA- CTTATG

R R R A A A A A A AR
AAACGAT GOCGACT AGGGAT TGGCAGGT GT TCCATTGA- TGACCCTGCCAGCACCTTATG

AGAATYCAAAGTTTTT- GGTTC- - GGGGEGA- TAWIGCCGCAAGGCT- TGACTTAAGGGAG

U R R R A e A AR R A A Ay
AGAAATCAAAGT TTTTGGGT TCCGGEGEGGAGT AT GGT CGCAAGGCT GAAACT TAAAGGAA

TTGGACGGA 1104

AL
TT- GACGGA 1083

Lengt h=2233

= 1692.8 bits (1876), Expect = OEOO

ties

40

65

100

125

159

185

219

245

279

305

1051/ 1110 (94%, Gaps = 16/1110 (1%

Pl us/ Pl us

ATTAAGSCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGGCTCATT

N AR R R R R AR AR AR
ATTAAGCCATGCATGTI CTAAGTATAAACTGCTTATACGGT GAAACT GCGAATGCCTCATT

AAATCAGTITATAGTTTATTTGATGGTACCTCCTACTTGGTATAACCGTAGGAAATCTAGA

RN N R A R A Ay
AAATCAGTTATAGT TTATTTGATGGTACCTCTTACTCGG- ATAACCGTAGTAATTCTAGA

GCTAATACATGCGTAAATCCCGACT TCTGGAAGCGACGTATTTAT TAGATAAAAGCECCAG

R A R R R AR A A A RN
GCTAATACGT GOGTAAAT CCCGACT TATGGAAGGGACGTATTTATTAGATAAAAGGCCAG

CCGGGCTTGCCCGACCT TAGGCGAATCATGATAACT TCACGAAT CGCACGGCCTTGTGCC

U R N A A AR AR A A e A
CCGGGCT TGCCOGACCCTAGGBCGAAT CATGATAACT TCACGGAT CGCATGCCCTCGT GGC

GGOGATGT TTCATTCAAATTTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC
R R A R A ARy
GGOGATGT TTCATTCAAAT TTCTGCCCTATCAACT TTCGATGGTAGGATAGAGGCCTACC

ATGGT GGTAACGGGT GACGGAGGAT TAGGGT TCGAT TCCGGAGAGGGAGCCT GAGAAACG
FEEEEEEEEErere e e e e e e e e e e e e e e e e e e e e e e e err

133

RNA (18S rDNA) gene

658

745

718

805

778

865

837

924

897

982

956

1040

1015

1095

1075

64

99

124

158

184

218

244

278

304

338

364



Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

Shj ct

339

365

398

425

458

485

518

545

578

605

638

665

698

725

758

785

818

845

877

904

937

963

997

1021

1055

1076

1115

ATGGTGGTAACGGGT - ACGGAGGATTAGGGT TCGAT TCCGGAGAGEGENGCCTGAGAAACG

GCTACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT CCCGACACGGGGAGGET

R R R A A ANy
GCGACCACAT CCAAGGAAGGCAGCAGGCGCGCAAAT TACCCAAT COCGACACGGGNAGGT

AGTGACAATAAATAACAATACT GCCCGT TTACGT CTGGT AATTGGAATGAGAACAATGTA

A A R A NNy
AGT GACAATAAATAACAATACT GGGCAT TTATGTCTGGTAAT TGGAATGAGTACAATGTA

AATATCTTAACGAGTATCCATTGGAGGGCAAGT CTGGT GCCAGCAGCCGCGGTAATTCCA

RN R AR AR
AATATCTTAACGAGTATCCAT TGGAGGGCAAGT CTGGT GCCAGCAGCCGOGGTAATTCCA

GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGGTG

R R R A R R RN
GCTCCAATAGCGTATATTTAAGT TGT TGCAGT TAAAAAGCTCGTAGT TGGATTTCGGATG

TGTCGACGCGGTCTGCCTCTGGTATGTACT GCGCTCGGT GCACCT TTCTGCTGEGGACGG

R A A A A A A A
TGTTGACGOGGT CTGCCAT TGGTATGTACT GOGCT CGATGCATCTT TCT GCTGGGGACGA

GCTCCTGGGCTTAACTGCT TGGGACCT GGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

N R A R R A
GCTCCTGGGCT TAACT GTCTGGGACT CGGAAT CAGCGAAGT GACCT TGAGCAAACAAGAG

TGITCAAAGCAAGCCCACGCTCTGAATTTTTTAGCATGGAATCACACGATAGGACTCTGG

R A N A N A A AN
TGTTCAAAGCAAGCCTACGCTCTGAAT TTTTTAGCATGGAATCACATGATAGGACTCTGG

CCTATCTTGT TGGT CTGTAGGACCGGAGT AATGAT TAAGAGGGACAGT CGGGGECATTTC

R A N AR A A
CCTATCTTGI TGGTCTGTAGGACCGGAGTAATGAT TAAGAGGGACAGT CGGGGGCA- TTC

GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACTTCTGCG- AAGCA

N R R A R A R ARy
GTATTTCATTGT CAGAGGT GAAATTCTTGGATTTATGAAAGACGAACT TCTGCGAAAGCA

TTTGCCAAGGATGI TTTCATTGATCAAGAACGAAAGT TGEGEECTCG AGACGATTAGAT

U R R A R A Ay
TTTGCCAAGGATGT TTTCAT TGATCAAGAACGAAAGT TGGGGGCT CGAAGACGAT TAGAT

ACCGT CGTAGKCYTCAA- CATAAACGATGCCGACTAGGGATTGGECA- GTGTTCCATTGAT

R A A R R Ay
ACCGTCGTAGTC- TCAACCATAAACGAT GOCGACTAGGGAT TGGCAGGTGT TCTATTGA-

TGACCCTGCCAGCA- CTTATGAGAATYCAAAGTTTTT- GGTTC- - GGGGGA- TAWMGCCG

U U R N A R A S A N A
TGACCCTGOCAGCACCT TATGAGAAATCAAAGT TTTTGGGT TCOGGGGEGGAGTATGGTCG

CAAGGCT- TGACTTAAGGGAGTTGGACGGA 1104

AR AR R A AL
CAAGGCTGAAACTTAAAGGAATT- GACGGA 1143

134

397

424

457

484

517

544

577

604

637

664

697

724

757

784

817

844

876

903

936

962

996

1020

1054

1075

1113



