Supplementary Table 51. Plasmid born antibiotic resistance genes (ARG).

K. pneumoniae isolates .
CK1 CK2 CK3 CK4 CK5 CK6 CK7 CK8 CK9 CK10 K11 K12 K13 K14 Ki5 Gene Anntotation

P T T - - - - + — |AAC(3)-tic Aminoglycoside acetyltransferase
+ - - + + + 4+ + + + + + + 4+ + |Aac(e')-b Aminoglycoside acetyltransferase
- -+ -+ = = = = =~ - |AAC(6')-Ib-cr |Aminoglycoside acetyltransferase
- -+ - - - =+ = = = =~ — - |oadaiz Aminoglycoside nucleotidyltransferase
+ - - - + -+ + -+ |APH(3')-lla Aminoglycoside phosphotransferase
+ - - - + -+ + -+ |APH(6}-Ic Aminoglycoside phosphotransferase
- - - 4+ - — — 4+ —- + + + + + 4 |arrs Ribosyltransferase
+ - - - + L - - - |baeR Response regulator that promotes the expression of MdtABC and AcrD efflux complexes
+ - -+ + + + + + + + + + |catB11l Chloramphenicol acetyltransferase
L P ta Chloramphenicol acetyltransferases
- e e e e e e e = = 4 — |cmiB Chloramphenicol exporter

- - -+t + + + + - - - - - - |cpxA Membrane-localized sensor kinase that is activated by envelope stress and promotes efflux complex expression

— e e e e e e — e w = =~ eTX-M-130 Beta-lactamase
R N e [ 7 W £ Dihydrofolate reductase
e + + + + |emrE Ethidium bromide and erythromycin efflux transporter
- e e e e e e = - = =+ — |emrR Negative regulator of multidrug efflux pumps
I T Erythromycin esterase
T T ST S P11, L Sensor regulatory protein involved in drug resistance
- - 4+ = - = =+ = = = = =~ — |flor Chloramphenicol exporter
- e - - + + o+ + + + -+ |H-NS Histone-like protein involved in global gene regulation including RND-type multidrug exporters.
+ - - -+ + - - - - - - |kdpE Transcriptional activator involved in the virulence and intracellular survival of pathogenic bacteria
- -+ - - - -+ = = = =~ —~mara Global activator protein inducing MDR efflux pump AcrAB and porin OmpF
+ [ — + + + - - - - -~ — Imdta Membrane fusion protein of the multidrug efflux complex
+ - - + + + - - = -~ -~ - |mdiF Multidrug inner membrane transporter for the MdtEF-TolC efflux complex
P T, L 1] Major facilitator superfamily of transporters increasing fosfomycin and deoxycholate resistance
s P re 14} Multidrug resistance protein
o e - e e 144 Multidrug resistance efflux pump
- -+ o+ - - + - + + + + + + |mphaA Resistance enzymewhich preferentially inactivate 14-membered macrolides
+ + + - - + 4+ + + - - — - -~ -~ |mshA Multidrug resistance transporter
—_— - + - + - - - -~ - - InDM-& Beta-lactamase
+ - -+ + + o+ - + + + + |OXA-232 Beta-lactamase
e T [ ] Beta-lactamase
+ - - + + + + + + =~ - = - - - |qgnr58 Quinolone resistance protein
s + -+ |rmtH 16s Ribosomal RNA methyltransferase that confers high resistance to all aminoglycosides
+ - + - + + + - 4+ + +  + |SHW-52 Beta-lactamase
+ - + - + + + + + + + + o+ + & |suz Sulfonamide resistant dihydropteroate synthase
S -+ - -~ =~ — |TEM-126 Beta-lactamase
+ - - -+ o+ -+ - = - _ |tet{E) Tetracycline efflux pump
19 4 11 8 19 21 21 20 21 10 10 12 13 13 12|Total DRG




Supplementary Table S2. Output of analysis of K. pneumoniae genomes by Klehorate software

Klebsiella pneumoniae strains

Metrics*

CK1 CK2 CK3 CK4 CKS CK& CK7 CKE CK9 K10 K11 K12 K13 K14 K15
species_match strong strong strong strong strong strong strong strong strong strong strong strong strong strong strong
contig_count 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
NS0 5463570 5409351 5483106 5502003 5495443 5568378 5580866 5332283 5570665 5753154 5664041 5719068 5717081 5519244 5718783
largest_contig 5463570 5409351 5483106 5502003 5495443 5568378 5580866 5332283 5570665 5753154 5664041 5719068 5717081 5519244 5718783
total_size 5463570 5409351 5483106 5502003 5495443 5568378 5580866 5332283 5570665 5753154 5664041 5719068 5717081 5519244 5718783
ambiguous_bases yes (1800)  yes (5000) vyes(3400) wyes(5800) vyes(3700) ves(3400) ves(3500) vyes(9200) yes(3500) yes(3600) yes(4800) es(4900) yes(4100) ves(4200) wes(5300)

ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambiguous_ ambigucus_ ambiguous_ ambiguous_
QC_warnings bases bases bases bases bases bases bases bases bases bases bases bases bases bases bases
5T 5T1801 5T1634 5T231-1lV  5T147 5T11 5T147 57147 57231 57147 57147 5T147-1LV  5T147 ST147-1LV  5T14 ST147-1LV
virulence_score 0 1 4 1 1 o o 4 4] 1 1 1 1 1 1
resistance_score 0 0 1 1 2 1 1 1 1 2 2 1 1 2 1
num_resistance_classes 2 0 2 2 5 2 2 2 2 [ [ 5 5 5 5
num_resistance_genes 2 0 1 1 5 1 1 1 1 8 8 7 7 4 7
ybt 10; ybt 10; ybt 10;
ybt 4; vt 14; yhbt 10; ybt 15; bt 14; bt 10; ybt 10; ICEKpa ICEKpa yhbt 14; ICEKp4
Yersiniabactin - plasmid ICEKpS ICEKpS ICEKp11 - - ICEKpS - ICEKp& ICEKp& {truncated) (truncated) ICEKpS (truncated)
¥bsT 0 65-1LV 376 384 230-2LV (] (] 376 4] 384 384-1LV 384-2LV 384-2LV 140 384-21V
Colibactin - - - - - - - - - - - - - - -
ChsT o o o o o o o o 4] 4] 4] 4] 4] o o
Aerobactin - - ucs - - - - uc s - - - - - - -
AbST o 0 61-3LV o o o 0 B1-3LV 4] 4] 4] 4] 4] o o
salmochelin - - - - - - - - - - - - - - -
SmST 0 0 0 0 (] (] (] o] 4] 4] 4] 4] 4] 0 0
RmpADC - - - - - - - - - - - - - - -
RmST o o o o o o o o 4] 4] 4] 4] 4] o o
rmpA2 - - - - - - - - - - - - - - -
wzi wzid33 wzi2 wzil0d wzigd wzi2d wzid20 wzid20 wzilDd wzid20 wzibd wzibd wzibd wzibd wzi2 wzitd
unknown unknown unknown unknown
K_locus KL35 (KL107) KL51 KLG4 KL24 KL10 KL10 (KL107) KL10 KLE4 (KLE4) KLE4 (KLE4) KL2 KLG4
unknown unknown unknown unknown
K_type K35 (KL107) K51 K64 K24 K10 K10 (KL107) K10 K64 (K&4) K64 (K54) K2 K64
K_locus_problems none Fe - - ?- nene neng —+ nong none - - - none ?-
K_locus_confidence Very high None High Good Good Very high  Veryhigh  Mone Very high  Perfect Mone Good MNone Very high  Good
K_locus_identity 99.33% 83.35% 99.40% 100.00% 99.99% 96.76% 96.74% B1.68% 96.75% 100.00%: 100.00%: 100.00%: 100.00% 99.73% 99.98%
KL107_05_w KL107_05_w
2b,KL107_06 2b,KL107_06
_wzc, KL107 _wac, KL107
_07_wbaP K _07_wbaP X
1107_08,KL1 L107_08,KL1
07_02,KL10 07_09,KL10
7_10,KL107 7_10,KL107
_11 gnd KL _11 pnd KL
107_12,KL1 107_12,KL1 KLE4_08_wc
07_13KL10 07_13,KL10 oV,KL64_09, KL64_10_wz
7_14,KL107 7_14,KL107 KLE4_10_wz KL64_11_wc y,KL64_11_ KL64_11_wc
_15,KL107_ KLS1 14 wc KLG4_10_wz KL24_13_wc _15,KL107_ VKB4 11 oU,KLE4 12 wcol,KLG4_ oU,KLE4_12
K_locus_missing_genes 16_ugd oZ v us 16_ugd weol) _wecoT 12_wcoT _wiecoT

unknown
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0_locus_confidence
0_locus_identity

0_locus_missing_genes

AGly_acquired
Col_acquired
Foyn_acquired
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Gyri- GyrA- GyrA- Gyra- GyTA- Gyra-

B3[;GyrA- B3F;,GyrA-  B3Y,GyrA-  B3Y,GyrA- 83Y;GyrA- B3Y,;GyrA-

87G;ParC- GyrA- 87A;ParC- B7A;ParC- B87AParC-  GyrA- 87A;ParC-  GyrA- GyTA- GyrA- Gyra- 87G;ParC-  GyrA-
Flg_mutations - - 801 83I;ParC-801 801 801 &0l 831;ParC-801 80I 831;ParC-801 831;ParC-801 B3I;ParC-801 83I;ParC-801 30| 831;ParC-80I

truncated_resistance_hits - - - - - - - - - - - - - - -

spurious_resistance_hits ~ fosA7*7-0% - - - - - - - - - - - - - -

Chr_sT 5T1801 5T1634 5T231-1LV  5T147 5T11 5T147 5T147 57231 5T147 57147 ST147-1LV 57147 ST147-1LV  5T14 ST147-1LV
gapA 2 1 2
infB 1 6 6
mdh 1 1
pei 26 3
phoE 12 26
rpoB 25 45 4 4
tonB 9 77 38 4 38 38 77 38 38 38 38 38
ybts - 23 16 65 - - 4 - 16 16 16%-10% 16%-10% 4 16%-10%
ybix - 27 12 15- - 4- 12 12 12 12 4 12
ybtQ - 30 4 22 - - 5- 4 4 4 4 31 4
ybtP - 18 3 4- - 4 - 3 3 3 4 3
ybtA - 13 3 1- - 1- 3 3 3 3 1

irp2 - 65 61 37* - - 8- 31 31 31 61 67 61
irpl - 61% 54 34 - - 8- 54 54 54 54 171 54
ybtu - 9 3 14 - - 2- 3 3 3 3 2 3
ybiT - 18 10 1- - 4 - 10 10 10 10 4 10
ybtE - 26
fyua - 35 EL] 17 - - 2- 39 39* 39* 39* 36 39*
clba - - - - - - - - - - - - - - -
clbg - - - - - - - - - - - - - - -
clbC - - - - - - - - - - - - - - -
clbD - - - - - - - - - - - - - - -
clbE - - - - - - - - - - - - - - -
clbF - - - - - - - - - - - - - - -
cbc - - - - - - - - - - - - - - -
clbH - - - - - - - - - - - - - - -
clbl - - - - - - - - - - - - - - -
clbL - - - - - - - - - - - - - - -
clbm - - - - - - - - - - - - - - -
clbN - - - - - - - - - - - - - - -
clbO - - - - - - - - - - - - - - -
clbp - - - - - - - - - - - - - - -
cbQ - - - - - - - - - - - - - - -
iucA - - 29 - - - - 29 - - - - - - -
jucad - - 17 - - - - 17 - - - - - - -
fucC - - 28 - - - - 28 - - - - - - -
jucD - - 35- - - - 35 - - - - - - -
iutA - - 61- - - - 61 - - - - - - -
iroB - - - - - - - - - - - - - - -
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iroC - - - - - - - - - - - - - - -
iroD - - - - - - - - - - - - - - -
iroN - - - - - - - - - - - - - - -
rmpA - - - - - - - - - - - - - - -
rmpD - - - - - - - - - - - - - - -
rmpC - - - - - - - - - - - - - - -
spurious_virulence_hits - - - - - - - - - - - - - - -

*Detailed description of the metrics can be found on Kleborate Web-page https://github.com/klebgenomics/Kleborate



Supplementary Table 53. Output of analysis of K. pneumoniae plasmids by Mob-Suite software

Klebsiella pneumaoniae strains

Metrics*
CK1 cK2 CK3 CK4 CKS CKE KT K8 K3 K10 K11 K12 K13 K14 K15
num_contigs 1 1 1 1 1 1 1 1 1 1 1 1 1 1
size - - - - - - - - - - - - - - -
g 0.523604645 0.495378342 0.518456727 0.516944398 0517871413 0.513306633 0.511990677 0502308514 0.514112032 0.486771713 0.484852804 0.487586348 0.48298567 0.515660243 0.488652363
mpf_type MPF_F MPF_F MPF_F MPF_| MPF_F MPF_F MPF_F MPF_F MPF_F MPF_I MPF_I MPF_| MPF_| MPF_F MPF_|

mpf_type_accession(s)

orit_type(s)

arit_accassion(s)
predicted_mobility

mash_nearest_neighbor
mash_neighbor_distance

mash_neighber_identification
primary_cluster_id
secondary_cluster_id
predicted_host_rangz_overall_rank

predicted_host_range_overall_name
observed_host_range_nchi_rank

observed_host_range_ncbi_name
reportad_host_range_lit_rank

NC_014312_0011
5,NC_014312_001
18,NC_023332_00
154,NC_019389_0
0068,NC_014312_
00128,NC_022609
_D00ZL,NC_01128
1_00082,NC_0216
54_00016,NC_018

165_00034 NC_01
9155_00032,NC_0
21502_00131,NC_ NC_018107_0010

NC_023332_0015
4,NC_014312_001
18,NC_014312_00
116,NC_014312_0
0128 NC_022609_
00081,NC_D19388
_00080,NC_02165
4_00016,NC_0191
65_00034,NC_023
905_00125,NC_02
1502_00131,NC_0

NC_021138_0024
5,NC_021158_002
43,NC_021198_00
240,NC_021192_0
0233,NC_021158_
00238,NC_021198
_0D0236,NC_0211%
8 00235,NC_0211
58_00234,NC_021

NC_014312_0011
6,NC_014312_001
18,NC_023332_00
154,NC_019285_0
0068,NC_014312_
00128, NC_022608
_00081,NC_01938
5_00080,NC_0216
54_00016,NC_019 0068,NC_014312_
165_00034,NC_01 00128 NC_022609
4312_00141,NC_0 _00081,NC_01128
21198_00249,NC_ 1_0008Z,NC_0216
021198_00243,NC 54_00018,NC_0159
_021198_00240,N 155_00034,NC_01
C_021138_00233, 9155_00032,NC_0
NC_021198_0023 21502_00131,NC_
2,NC_021198_002 021502_00150,NC
36,NC_021198_00 _017624_D0O0OS,N
235,NC_021192_0 C_015083_00030,
0234,NC_0211%8_ NC_019157_0003
00230,NC_021502 O,NC_013157_000
_00131NC_02150 29 NC_023277_00

NC_014312_0011
&,NC_014312_001
18,NC_023332_00
154,NC_013383 0

NC_014312_0011
&,NC_014312_001
18,NC_023332_00
154,NC_019385_0
0068,NC_014313_
00128, NC_022609
_00081,NC_01128
1_0D082,NC_0216
54_00018,NC_019
165_00034,NC_01
9155_00032,NC_0
21502_00131,NC_
021502_00150,NC
_017624_00003,N
€_015083_00030,
NC_019157_0003
0,NC_019157_000
29,NC_023277_00

NC_014312_0011
6,NC_014312_001
18,NC_023332_00
154,NC_019385_0
0068,NC_014312_
00128,NC_022603
_00081,NC_01538
9_0D0S0,NC_0216
54_00016,NC_019
165_00024,NC_02
3905_00125,NC_0
21079_00038,NC_
013718_00045,NC
_013718_00044,N
€_013718_00041,
NC_021502_0013
1,NC_021502_001
50,NC_010726_00
011,NC_005814 0
0013,NC_010726_

NC_014312_0011
6NC_014312_001
18,NC_023332_00
154,NC_019383 0
0068 NC_014312_
00128,NC_022609
_00081,NC_01128
1_00082,NC_0216
54_00016,NC_015
165_00034,NC_01
9155_00032,NC_0
21502_00131,NC_
021502_00150,NC
_017624_00003,N
€_013083_00030,
NC_013157_0003

0,NC_019157_000
29,NC_023277_00

NC_D18580_0011
0,NC_016380_001
09,NC_018107_00
235,NC_D23511 0
0309,NC_016580_
00240,NC_018107
_00101,NC_02119
8_00243,NC_0211
98_00243,NC_D21
195_00240,NC_02
1198_00239,NC_D
21198 _DD238,NC_
021198_00236,NC
_021198_00235,4
C_071198_00234,
NC_021198_0023

0,NC_016380_D00

NC_016920_0011
0,NC_016980_001
03,NC_018107_00
235, NC_D23811 0
0309,NC_021138_
00248,NC_021198
_00243,NC_02115
8_00240,NC_0211
98_00238,NC_021
138_00238,NC_02
1138_00236,NC_0
21198_00235 NC_
021198_00234,NC
_021138_00230,N

NC_018107_0010 NC_023311 0030
1,NC_016980_002 9,NC_018107_002
40,NC_0163280_00 35,NC_016320_00
110,NC_016920_0 103,NC_016320_0
0108,NC_018107_ 0110,NC_018107_
00235,NC_023311 00101,NC_016380
_00303,MC_0211% _00240,NC_02119
8_00243,NC_0211 8_00243,NC_0211
92_00243,NC_021 93_00243,NC_021
198_00240,NC_02 138_00240,NC_02
1198_00239,NC_0 1138_00233,NC_0
21198_00238NC_ 21198_00238,NC_
021198_00236,NC 021138_D0236,NC
_021158_00235,N _021158_00235,N
€_021198_00234, C€_021198_00234,
NC_021198_0023 NC_021198 0023
0,NC_016980_000 0,NC_016980_000

NC_023332_0015
2NC_014312_001
18,NC_014312_00
116,NC_021231_0
0085,NC_014312_
00128,NC_D22603
_00081,NC_01938
9_00080,NC_0216
54_00016,NC_021
654_00004,NC_02
3305_00125,NC_0
19165_00034,NC_
013155_00032,NC
_021502_00131,N

NC_018107_0010
1,NC_016980_002
40,NC_023511 00
308,NC_018107_0
0235,NC_016880_
00103,NC_016380
_D0110,NC_02119
8_00243,NC_0211
98_00243,NC_021
138_00240,NC_02
1198_00235,NC_0
21198_00238,NC_
021133_00236,NC
_021188_00235,N
€_021198_00234,
NC_021198_0023
0,NC_016920_000

021502_00150 1 21502_00150 138_00230 2_00150 183 163 00014 163 99 €_016380_00033 93 a5 C_021502_00150 3%
MOEBF,MOBP,MOB
MOBF,MOBF,MOB MOBF,MOBP,MOB P,MOBO,MOBO,M
MOBF,MOBF,MOB MOBP,MOB_unkn MOBP,MOB_unkn MOBP,MOB_unkn MOBF,MOB_unkn Q,MOBQMOB un O,MOBO,MOE_un OBQ,MOB_unkno MOBF,MOBP,MOE MOBF MOBF,MOB MOBF,MOBF,MOB
- - - P,MOB_unknown MOBF own own own own known known wn P,MOB_unknown _unknown P,MOB_unknown
KT350740,HO3288
KT350740,AP0172 KTS50740,AP0172 04,APO17298,NC_
KT950740,HQ3288 98,NC_013327 NC 98,NC_009791,NC 010672,NC_01332 KT950740,AP0172 KT950740,HO3288
04,APO17298,NC_ AB027308,CFO183 ABO27308,CPO183 AB027308,CP0133 ABO27308,CPO183 _009791,NC_0159 _013327,NC_0155 7,NC_00S791,NC_ 93 HO328804,NC_ NZ_CPO16035,AB0 04,APD17298,NC_
- - - 019986 NZ_CPO16035 59 =] 53 L3} :13 -3 019586 019986 27308,CP018359 019586
conjugati c C i conjugat C L = C L L conj L conjugati conj conjugati conjugati
CPO25457 CPO19161 MEG43B24 CP024833 CPO22125 CPO24500 CPO24500 MEB43324 CPO24500 CPO34040 HG318041 CPD34040 CPO34040 CPD28330 CPO34040
0.00940624 0.0229306 0.0108545 0.0282247 0.01782 0.0124 0.0158335 0.0188675 0.0143027 0.0335842 0.0396325 0.035505 0.0368186 0.0237537 0.0352714
Klebsiella Klebsiella Klebsiella Klebsiella
pneumoniae pneumoniae pneumoniae preumoniae
Klebsiella Klebsiella Klebsiella Klebsiella Klebsiella Klebsiella Klebsiella Klebsiella Klebsiella subsp. Klebsiella subsp. subsp_ Klebsiella subsp.
AA2TE AA3ST AAD21 AASES AAZTS AA2TT AA2TT AAD2L AA2TT AA40DS AA4DS AA40S AA4DE AAACT AA4D5
AlD21 Alals AH570 Ala56 AlD73 AlDE3 AlDg3 AHS70 AlDBS Ala37 Aldas Al437 Alaz7 Al561 Ala37
order order multi-phylla multi-phylla order multi-phylla multi-phylla multi-phylia multi-phylla class multi-phylla multi-phylla multi-phylla order multi-phylla
Actinomycetota B Actinomycetota,8 Actinomycetota 8 Actinomycetota,8
acillota,Bacteroido acillota,Bacteroide acillota,Bactercido acillota,Bacteroido Actinomycetota,B
Actinomycetota,Ps ta,Pseudomonado Actinomycetota,Ps Actinomycetota,Ps Actinomycetota,Ps Actinomycetota,Ps ta, do ta, do ta,Pseud d acillota,Pseudomo
terales terales kel Entercbacterales teria =] ] 13 Enterobacterales nadota
order order multi-phylla multi-phylla order Iti-phyll: Iti-phyll: Iti-phyll Iti-phyll class multi-phylla multi-phylla multi-phylla order multi-phylla
Actinomycetota B Actinomycetota,8 Actinomycetota, B Actinomycetota,B
acillota,Bacteroido acillota,Bacteroido acillota,Bactercido acillota,Bacteroido Actinomycetota,B
Actinomycetota,Ps ta,Pseudomonado Actinomycetota,Ps Actinomycetota,Ps Actinomycetota,Ps Actinomycetota,Ps ta, do ta, do ta,Pseud d acillota,Pseudomo
terale: terale: @ Enterobacterales teria ta @ ol Enterobacterales nadota
order order order order order order order order order order order order order order order



reported_host_range_lit_name terale: terale: terales terale: terale: tersles Enterobacterales Entercbacterales terales cterales cterales cterales cterales cterales cterales

10773083;
11254626;
10773083; 25389413;
10773083; 11254626; 30761100; 18606786, 10773089;
11254626; 16940067; 28336540; 12606786, 12606786; 11254626, 11254636;
253859419; 25389419; 19482926; 11254626; 11254626; 16940067 ; 25389419;
2054778%; 20547789; 20547783; 16340067, 16540067; 17122402; 30761100; 18606786;
15482326; 13482326; 11254626; 11254626, 21511563; 11254626; 18606786; 17122402; 17122402; 6263753; 13482926, 11254626;
19897651; 19897651; 30761100; 230761100; 19897651; 30761100; 1125462¢; 6263753; 6263753, 19432926, 13897651; 16940067,
18606786; 261635555; 17122402; 237118594 19482326; 194823926, 24247128; 19432926; 16340067, 13482926; 13482926; 20008783; 23711854; 134823286;
1125462€; 11254626; 15781495; 16940067; 15781495; 15781495; 15781495, 15781495, 15781495, 1548292¢; 1625705 1625705 15781495; 20008783;
19482326, 13482326; 24247128; 6263753, 24247128, 26842775; 26842776, 26842775, 26842776, 23711834; 23711834, 23711834; 24247128, 23711834,
15781485; 15781495; 20851899; 20008783; 20851899; 20851895; 20851899, 20851855; 2085189%; 15781495; 15781485, 15781495; 20851899; 15781435;
20851853, 20851839; 225113964; 23711894 22511364; 16257053; 16257053, 225115964; 16257053; 20851833, 20851833; 20851833; 20851833; 22511964; 20851833,
associated_pmid|s) 16257053 162570532 16257053 26802429 16257053 22470007 22470007 16257053 22470007 16257053 26802429 26802429 26802429 16257053 16257053

*Detailed description of the metrics can be found on Mob-Suite Web-page https://github.com/phac-nml/mob-suite
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Supplementary Figure S1. Alignment of sequences of the plasmids from different strains of K. pneumoniae
produced by Mauve 20150226.

Each sequence is represented by a row with a central line and sequence length values. Blocks filled with the
same colour and connected by thin vertical lines represent homologous sequences found in different
plasmids. Blocks above the central line are located on the forward strand and those below the line are
located on the reverse complement strand of the plasmids.



