File S-III. Results of likelihood mapping analyzes of datasets of different generas

and phylogenetic analysis.
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Figure S-1IT 1. Result of the likelihood mapping analysis of the Aedeomyia genus dataset: Input data:
16 sequences with 633 nucleotide sites, constant number of sites: 320 (= 50.6% of
all sites). Number of resolved quartets (regions 1 + 2 + 3): 1601 (= 87.97%); number
of partially resolved quartets (regions 4 + 5 + 6): 50 (=2.75%): Number of unresolved
quartets (region 7): 169 (= 9.29%)).
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Figure S-1IT 2. Result of likelihood mapping analysis of the dedes genus dataset: Input data: 173
sequences with 632 nucleotide sites, constant number of sites: 255 (= 40.3% of all
sites). Number of resolved quartets (regions 1 + 2 + 3): 7941 (= 79.41%); number of
partially resolved quartets (regions 4 + 5 + 6): 850 (= 8.50%); number of unresolved
quartets (region 7): 1209 (= 12.09%).
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Result of the likelihood mapping analysis of the Eretmapodites genus dataset: Input
data: 11 sequences with 636 nucleotide sites, constant number of sites: 333 (= 52.4%
of all sites). Number of resolved quartets (regions 1 +2 + 3): 314 (= 95.15%); number
of partially resolved quartets (regions 4 + 5 + 6): 1 (= 0.30%); number of unresolved
quartets (region 7): 15 (= 4.55%).
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Result of likelihood mapping analysis of the Culex and Lutzia genera datasets: Input
data: 171 sequences with 636 nucleotide sites, constant number of sites: 213 (=
33.5% of all sites). Number of resolved quartets (regions 1 +2 + 3): 8581 (= 85.81%);
number of partially resolved quartets (regions 4 + 5 + 6): 606 (= 6.06%); number of
unresolved quartets (region 7): 813 (= 8.13%).



Figure S-111 5.

Figure S-11I 6.

29.1%

33.3%

?
oS

9.0%

28.7% ‘ 1.2%

29.7%

Result of likelihood mapping analysis of the Coquillettidia genus dataset: Input data:
27 sequences with 636 nucleotide sites, constant number of sites: 388 (= 61.0% of
all sites). Number of resolved quartets (regions 1 + 2 + 3): 8739 (= 87.39%); number
of partially resolved quartets (regions 4 + 5 + 6): 357 (= 3.57%); number of unre-
solved quartets (region 7): 904 (= 9.04%).
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Result of likelihood mapping analysis of the Mansonia genus dataset: Input data: 32
sequences with 636 nucleotide sites, constant number of sites: 279 (= 43.9% of all
sites). Number of resolved quartets (regions 1 + 2 + 3): 8790 (= 87.90%); number of
partially resolved quartets (regions 4 + 5 + 6): 475 (= 4.75%); number of unresolved
quartets (region 7): 735 (= 7.35%).
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Result of likelihood mapping analysis of the Ficalbia and Mimomyia genera datasets:
Input data: 34 sequences with 636 nucleotide sites, constant number of sites: 235 (=
36.9% of all sites). Number of resolved quartets (regions 1 +2 + 3): 8534 (= 85.34%);
number of partially resolved quartets (regions 4 + 5 + 6): 510 (= 5.10%), number of
unresolved quartets (region 7): 956 (= 9.56%).
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Result of the likelihood mapping analysis of the Uranotaenia genus dataset: Input
data: 14 sequences with 636 nucleotide sites, constant number of sites: 328 (= 51.6%
of all sites). Number of resolved quartets (regions 1 +2 + 3): 806 (= 80.52%); number
of partially resolved quartets (regions 4 + 5 + 6): 63 (= 6.29%); number of unresolved
quartets (region 7): 132 (= 13.19%).
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Result of likelihood mapping analysis of the genera datasets Aedeomyia, Aedes, Er-
etmapodites, Culex, Lutzia, Coquillettidia, Mansonia, Mimomyia and Uranotaenia:
Input data: 180 sequences with 632 nucleotide sites, number of constant sites: 164 (=
25.9% of all websites). Number of resolved quartets (regions 1 + 2 + 3): 8573 (=
85.73%); number of partially resolved quartets (regions 4 + 5 + 6): 673 (= 6.73%);
number of unresolved quartets (region 7): 754 (= 7.54%).
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Result of likelihood mapping analysis of the Bitaeniorhynchus complex dataset: In-
put data: 47 sequences with 653 nucleotide sites, constant number of sites: 323 (=
49.5% of all sites). Number of resolved quartets (regions 1 + 2 + 3): 4667 (=46.67%);
number of partially resolved quartets (regions 4 + 5 + 6): 622 (= 6.22%); number of
unresolved quartets (region 7): 4711 (= 47.11%).
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Maximum likelihood tree under the GTR+G model for Aedeomyia genus, analysis
involved 16 nucleotide sequences with 633 positions in the final dataset, consensus
tree probability was -1663,651. Support values for the branches were estimated with
aLRT/Bootstrap with 1000 repetitions for each method. The size bar indicates 0.03
replacements per site. The analysis was performed on IQtree.
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Topology inferred by Bayesian inference under the GTR+G model for the genus
Aedeomyia, the analysis involved 16 nucleotide sequences with 633 positions in the
final dataset. Support values correspond to a posteriori probability. The size bar in-
dicates 0.02 replacements per site. The analysis was done in Beast.
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a, b, ¢, d) Maximum likelihood tree under the GTR+G+I model for Aedes genus,
analysis involved 173 nucleotide sequences with 632 positions in the final dataset,
consensus tree probability was -8262,917. Support values for the branches were es-
timated with aLRT/Bootstrap with 1000 repetitions for each method. The size bar

indicates 0.05 replacements per site. The analysis was performed on IQtree.
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-{ MN552301_Ae._argenteopunctatus_GN
LC473671_Ae._argenteopunctatus_ MW
+EM_261_Ae._argenteopunctatus_ZA
i EM_264_Ae._argenteopunctatus_ZA
o:EM_238_Ae._argenteopunctatus_ZA
EM_260_Ae._argenteopunctatus_ZA
0.pEM_268_Ae._caballus_ZA
“PEM_165_Ae._caballus_ZA
EM_164_Ae._caballus_ZA
EM_267_Ae._caballus_ZA

),

| (MT877642.1_Ae._juppi_ZA

MT877643.1_Ae._juppi_ZA
11MH709108.1_Ae._caballus
MH634435.1_Ae._caballus_IR
0,8MK402874.1_Ae._caspius_ES
KM258358_Ae._caspius_BE
MG242478.1_Ae._caspius
otEM_155_Ae._sudanensis_ZA
O¥YMT877645.1_Ae._sudanensis_ZA

"1 ca73664. 1_Ae._scatophagoides_ MW
CULSA_L0095_Ae._sudanensis_ZA
MT877644.1_Ae._sudanensis_ZA
MG242517_Ae._sudanensis
EM_153_Ae._mucidus_MZ

—— KM592986.1_An_neomaculipalpus
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d)

S

?EM_101_Ae._mcintoshi_ZA
6EM_1 28_Ae._circumluteolus_ZA
) EM_130_Ae._circumluteolus_ZA
EM_183_Ae._mcintoshi_ZA
o,sEM_132_Ae._circumluteolus_MZ
OPEM_136_Ae._mcintoshi_MZ
'EM_131_Ae._mcintoshi_MZ
CULSA_L0037_Ae._mcintoshi_ZA
EM_104_Ae._mcintoshi_ZA
M_103_Ae._mcintoshi_ZA
LC473695_Ae._mcintoshi_MW
EM_181_Ae._mcintoshi_ZA
MT877621.1_Ae._unidentatus_ZA
PEM_102_Ae._mcintoshi_ZA
° 6MT877623.1_Ae._unidentatus_ZA
K 940759_Ae._mcintoshi_SN
+EM_100_Ae._mcintoshi_ZA
MT877624.1 _Ae._mcintoshi_ZA
EM_129_Ae._circumluteolus_ZA
EM_185_Ae._mcintoshi_ZA
£M_345_Ae._unidentatus_ZA
EM_344_Ae._unidentatus_ZA
11 KU187016_Ae._circumluteolus_KE
KJ940551_Ae._mcintoshi_KE
HQ398909_Ae._lineatopennis_TH
AB738145_Ae._lineatopennis
Aedimorphus (Grupo Leesoni)
Aedimorphus (Grupo Aerarius)
Aedimorphus (Ae. cumminsii)
Aedimorphus (Grupo Dentatus)
Aedimorphus (Grupo Vexans)

2 e 0

Stegomyia
Diceromyia (Grupo Furcifer)

P : Dicerqmyia (Grupo Fascipalpis)
Albuginosus (Ae. haworthi)
EM_146_Ae._capensis_ZA

Fredwardsius
Catageiomyia

1
9P Qchlerotatus
Mucidus

KM592986.1_An_neomaculipalpus

003

Figure S-11I 14. a, b, ¢, d) Topology inferred by Bayesian inference under the GTR+G+1 model for
the genus Aedes, the analysis involved 173 nucleotide sequences with 632 positions
in the final dataset. Support values correspond to a posteriori probability. The size
bar indicates 0.03 replacements per site. The analysis was done in Beast.
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0/753Q165790_Er._intermedius_UG
97-4/94ﬂ LC507842_Er._intermedius_GH

—MN552305_Er._intermedius_GN
94.1/79

o/9EM_254_Er._subsimplicipes_MZ

96/100 implici
62 5/57 EM_255_Er._subsimplicipes_MZ

EM_256_Er._subsimplicipes_MZ

100/100 | EM_270_Er._quinquevittatus_MZ
| CULSA _L0085_Er._silvestris_ZA

86.6/100 [ MK510878_Er._chrysogaster_KE
'MK533645_Er._chrysogaster_KE

Figure S-11I 15.

0,98

KM592986.1_An._neomaculipalpus
0.03

Maximum likelihood tree under the GTR+I model for Eretmapodites genus, analysis
involved 11 nucleotide sequences with 636 positions in the final dataset, probability
of consensus tree was -1680,980. Support values for the branches were estimated
with aLRT/Bootstrap with 1000 repetitions for each method. The size bar indicates
0.03 replacements per site. The analysis was performed on IQtree.

0,72GQ165790_Er._intermedius_UG
1 LC507842_Er._intermedius_GH
MN552305_Er._intermedius_GN

0$EM_254_Er._subsimplicipes_MZ

0.74 1 EM_255_Er._subsimplicipes_MZ

EM_256_Er._subsimplicipes_MZ

1 r MK533645_Er._chrysogaster_KE

L MK510878_Er._chrysogaster KE

1 [ EM_270_Er._quinquevittatus_MZ
lcULSA_L0085_Er._silvestris_ZA

Figure S-1II 16.

KM592986.1_An._neomaculipalpus

Topology inferred by Bayesian inference under the GTR+1 model for the genus Er-
etmapodites, the analysis involved 11 nucleotide sequences with 636 positions in the
final dataset. Support values correspond to a posteriori probability. The size bar in-

dicates 0.02 replacements per site. The analysis was performed using the Beast pro-
gram.
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opiEM_013_Cx._univittatus_ZA
92.

ofEM_012_Cx._univittatus_ZA
M_036_Cx._univittatus_ZA
2LC1 02160_Cx._univittatus_ZA
4EM_038_Cx._univittatus_ZA
EM_017_Cx._univittatus_ZA
EM_094_Cx._univittatus_ZA
579k MK033261_Cx._univittatus_ MG
gee£M_021_Cx._univittatus_ZA
'CULSA_L0001_Cx._univittatus_ZA
LC473638_Cx._univittatus_ MW
o1.41pdLC100115_Cx._univittatus_ES
LC102119_Cx._univittatus_PT
opEM_028_Cx._neavei_MZ
99.91100f EM_046_Cx._neavei_MZ
opEM_041_Cx._neavei_MZ
LC473636_Cx._neavei_ MW
aleeM_328_Cx._neavei_AO
EM_016_Cx._neavei_MZ
opEM_049_Cx._perexiguus_MZ
OPEM_097_Cx._perexiguus_ZA
e7.4ns °OEM_OQG_CX._perex?guus_ZA
5EM_01 4_Cx._perexiguus_ZA
" 1BI0UG43657-A04_Cx._perexiguus_ZA
M C473634_Cx._perexiguus_ MW
K170091.1_Cx._perexiguus_AE
KJ012106.1_Cx._perexiguus_TR
KF406802_Cx._perexiguus_PK
M_040_Cx._perexiguus_MZ
&E£M_098_Cx._perexiguus_ZA
EM_095_Cx._perexiguus_ZA
EM_272_Cx._perexiguus_ZA
KU380382.1_Cx._perexiguus_KE
LC591945.1_Cx._perexiguus_ES
a4 Culex (Cx. telesilla)
Culex (Subgrupo Decens)
KU187062_Cx._watti_KE
MN552291_Cx._watti_GN
Oculomyia
Culex (Subgrupo Vishnui)
Cuylex (Subgrupo Theileri)
82.9/16/4.40 Culex (Cx. andersoni)
Culiciomyia
Culex (Subgrupo Pipiens)
{ Culex (Subgrupo Trifilatus)
e 7OEQOCU ex (Subgrupo Pipiens)
"® dcuex (Cux. duttoni)
Culex (Cx. argenteopunctatus

% Culex (Subgrupo Simpsoni)
197/26 5
—« Lutzia

93.1/61
7.511

56.568

2§84

o

81
98.4/68

100/100

3
o

99.2/100

Eumelanomyia

Culex (Subgrupo Decens)

o sro-4 Culex (Subgrupo Sitiens)
EM_263_Cx._thalassius_ZA

100/100

KM592986.1_An._neomaculipalpus

I0UG08854-D01_Cx._univittatus_ZA
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b)

afs’

1001100

87.4%85

Culex (subgrupo Univittatus)
s24@M_120_Cx._telesilla_ZA

EM_119_ Tox. telesﬂla “ZA
EM_074_Cx._decens_ZA
MK033250_Cx._decens_MG
KU187062_Cx._watti_KE
MN552291_Cx._watti_GN

MW488450_Cx._tritaeniorhynchus
%.489Q728031_Cx._tritaeniorhynchus_CN
MW488518_Cx._tritaeniorhynchus
MF179223_Cx._tritaeniorhynchus
M_269_Cx._tritaeniorhynchus_MZ
CULSA L0055 Cx._tritaeniorhynchus_ZA
EM_1 57_Cx _tntaenlcrhynchus_ZA
MT434333_Cx._tritaeniorhynchus_VN
450.C102115_Cx._theileri_PT
BIOUG49028-H06_Cx__theileri_PK
K971886_Cx_thellen_ES
43MT512681_Cx._theileri_ZA
C473663_Cx._perfuscus_ MW

LC473662_Cx._perfuscus_ MW
EM 193_Cx. thellen ZA

EM~_07 3_Cx. ~theller|_ZA

4 C473643_Cx._mirificus_ MW

M_331_Cx._sp_ZA

BIOUG23596-E02_Cx._theileri_ZA
ofEM_192_Cx._andersoni_ZA

EM_191_Cx. _andersoni_ i ZA

10050 EM_031 “Cx. _andersonl_ZA

99,81

100/1

EM_332_CX'_pipiens_ZA
EM 326_Cx._pipiens_ZA

Culiciomyia
M_340_Cx._quinquefasciatus_ZA
MT506038_Cx._quinquefasciatus_ZA
M_333_Cx._quinquefasciatus_AO
M_310_Cx._quinquefasciatus_ZA
EM_315_Cx._quinquefasciatus_MZ
M_309_Cx._quinquefasciatus_AO
M_307_Cx._quinquefasciatus_ZA
M_319_Cx._quinquefasciatus_MZ
EM_334_Cx._quinquefasciatus_AO
TMENOZ3- 014_Cx._quinquefasciatus_TH
LC473656_ Cx qumquefasmatus MW

82,

EM_305_Cx_| pipiens_ZA
MN733797 Cx._quinquefasciatus_NC
HG793522_Cx._pipiens

EM_302_Cx._pipiens_ZA
82 IEM_OSO_Cx_trifiIatus_ZA

M_141_Cx._duttoni_ZA
1KU187073_Cx._duttoni_KE
C473630_Cx._duttoni_MW
C507861_Cx._duttoni._GH
CULSA_L0134_Cx._duttoni_ZA
EM_140_Cx._duttoni_ZA

00

| 941109 C473633.1_Cx._ _argenteopunctatus_ MW
M.l:oiLC4736311 Cx._argenteopunctatus_ MW

EM_159_Cx._argenteopunctatus_ZA
opEM_160_Cx. _simpsoni_ZA
F'KU187087_Cx._sinaiticus_KE
JEM_026_Cx_simpsoni_MZ
ohEM_033_Cx._simpsoni_ZA
T741509_Cx._sinaiticus
EM_032_Cx._simpsoni_ZA

00

7126 >
il | (ia

1001100

KU380450.1_Cx._sinaiticus_KE
o) *KU380392.1_Cx._sinaiticus_KE
EM 024 Cx _simpsoni_| MZ
MK1 70097_Cx _sinaiticus_AE

Eumelanomyia
EM_063_Cx._antennatus_ZA
£M_064_Cx._antennatus_ZA
0F C473659_Cx._antennatus_ MW
EM_060_Cx._antennatus_MZ

20 4MK300241_Cx._sitiens_KE

SEPPMN733806_Cx._sitiens_NC
JQ728396_ Cx. smens CN

EM_061_Cx._antennatus_MZ
MKO033248_Cx._antennatus_MG

EM_263_Cx._thalassius_ZA

KM592986.1_An._neomaculipalpus
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87.4/68

Culex (subgrupo Univittatus)
Culex (Cx. telesilla)
Culex (Subgrupo Decens)
KU187062_Cx._watti_KE
MN552291_Cx._watti_GN
AB690839_Cx._bitaeniorhynchus_JP
§7YRF406795_Cx._bitaeniorhynchus_PK
21 HQ398899_Cx._bitaeniorhynchus_VN
813758 JQ728349_Cx._bitaeniorhynchus_CN
M_152_Cx._bitaeniorhynchus_MZ
KU187022_Cx._bitaeniorhynchus_KE
. C473620_Cx._bitaeniorhynchus_ MW
EM_124_Cx._ethiopicus_ZA
CULSA_L0124_Cx._bitaeniorhynchus_ZA
EM_125_Cx._annulioris_MZ
57¥MK533640_Cx._annulioris_KE
EM_109_Cx._annulioris_ZA
#448M_108_Cx._annulioris_ZA
2EM_1 06_Cx._annulioris_ZA
GQ165805_Cx._annulioris_UG
EM_127_Cx._annulioris_ZA
EM_107_Cx._annulioris_ZA
34 35L.C473619_Cx._poicilipes_ MW
8234CULSA_L0123_Cx._poicilipes_ZA
EM_065_Cx._poicilipes_ZA
CULSA_L0114_Cx._poicilipes_ZA
Culex (Subgrupo Vishnui)
Culex (Subgrupo Theileri)
Culex (Cx. andersoni)
op$SMKMZ585-15_Cx._cinereus_Ke

98.4/68

89.2/17

80.

[

134.3139

14.914

100/100

100/100

89.9/)8

MK533641_Cx._cinereus_UG
LC473617_Cx._cinereus_MW
opEM_113_Cx._nebulosus_ZA

764 7448|0UG46608-H11_Cx._nebulosus_ZA
2o EM_115_Cx._nebulosus_ZA
Culex (Subgrupo Pipiens)

Culex (Cux. duttoni)
Culex (Cx. argenteopunctatus

L% g Culex (Subgrupo Simpsoni)
el o

ss.6qM_142_Cx._inconspicuosus_ZA
EM_143_Cx._inconspicuosus_ZA
EM_275_Cx._inconspicuosus_ZA
LC473615_Cx._rima_MW

99.2/100

99.8/100

99.9/100

LC473614_Cx._rima_MW
AB738153_Cx._okinawa
MW321863.1_Cx._brevipalpis
Culex (Subgrupo Decens)

i']ﬁ-’a_culex (Subgrupo Sitiens)
EM_263_Cx._thalassius_ZA

100/100

KM592986.1_An._neomaculipalpus
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d)

Al Culex (subgrupo Univittatus)

98.4/68 Culex (Cx. telesilla)

Culex (Subgrupo Decens)
KU187062_Cx._watti KE
MN552291_Cx._watti_GN

Oculomyia

89.2/1F

1% Culex (Subgrupo Vishnui)

Culex (Subgrupo Theileri)
Culex (Cx. andersoni)

:‘ Culiciomyia

Culex (Subgrupo Pipiens)

89.9/

52210 Culex (Cx. argenteopunctatus

Ll Culex (Subgrupo Simpsoni)
ss4lBM_055_Lt._tigripes_ZA

3360 8044 ULSA_LO115_Lt._tigripes_ZA

2714 C473700_Lt._tigripes_ MW
EM_057_Lt._tigripes_AO
EM_056_Lt._tigripes_ZA

KU187028_Lt._tigripes_KE
EM_058_Lt._tigripes_AO
gvc10976-1L_Lt._halifaxii_AU
HQ398896_Lt._fuscana_TH
LC054507_Lt._vorax_JP
MF172339_Lt._allostigma_GF

84.4/21

19

MT108630_Lt._bigoti_MX

93.1/61 .
7.501 Eumelanomyia

100/100

Culex (Subgrupo Decens)

sis,?‘ga_&llex (Subgrupo Sitiens)
EM_263_Cx._thalassius_ZA

Figure S-111 17.

KM592986.1_An._neomaculipalpus

0.03

a, b, ¢, d) Maximum likelihood tree under the GTR+G+I model for Culex and Lutzia
genera, analysis involved 171 nucleotide sequences with 636 positions in the final
dataset, consensus tree probability was -6105,653. Support values for the branches
were estimated with aLRT/Bootstrap with 1000 repetitions for each method. The size
bar indicates 0.03 replacements per site. The analysis was performed on IQtree.

19



0,77

EM_012_Cx._univittatus_ZA
EM_013_Cx._univittatus_ZA

0PBIOUG08854-D01_Cx._univittatus_ZA

0,6

0,99

0,63

{

091

KM592986.1_An._neomaculipalpus

M_036_Cx._univittatus_ZA
LC102160_Cx._univittatus_ZA
EM_038_Cx._univittatus_ZA
M_017_Cx._univittatus_ZA
EM_094_Cx._univittatus_ZA
MKO033261_Cx._univittatus_MG

.9CULSA_L0001_Cx._univittatus_ZA

EM_021_Cx._univittatus_ZA
LC473638_Cx._univittatus_ MW
LC102119_Cx._univittatus_PT
LC100115_Cx._univittatus_ES

0.p6C473636_Cx._neavei_ MW
JEM_041_Cx._neavei MZ

EM_046_Cx._neavei_MZ
EM_028_Cx._neavei_MZ
EM_016_Cx._neavei_MZ
EM_328_Cx._neavei_AO
EM_272_Cx._perexiguus_ZA

EM_040_CX4_perexiguus_MZ

j<U3803824 1_Cx._perexiguus_KE

EM_095_Cx._perexiguus_ZA
EM_098_Cx._perexiguus_ZA

) 14(J012106,1_C)<._pere><iguus_TR

SMK170091.1_Cx._perexiguus_AE
ops,

LC591945.1_Cx._perexiguus_ES
KF406802_Cx._perexiguus_PK
EM_049_Cx._perexiguus_MZ

0 %M_O%_Cx,_perexiguus_ZA
0|dsLC473634_Cx._perexiguus_MW
OF&EM_097_Cx._perexiguus_ZA
0 %M_014_Cx._perexiguus_ZA

BIOUG43657-A04_Cx._perexiguus_ZA
Culex (Cx. telesilla)

Culex (Cx. watti)

Culex (Subgrupo Decens)
Oculomyia

Culex (Subgrupo Vishnui)
Culex (Subgrupo Pipiens)
Culex (Subgrupo Trifilatus)
Culex (Subgrupo Pipiens)
Culex (Subgrupo Theileri)
Culex (Cx. perfuscus)

Culex (Cx. andersoni)

Culex (Subgrupo Simpsoni)
Culiciomyia

Culex (Cx. argenteopunctatus)
Culex (Cx.duttoni)

Lutzia

Culex (Subgrupo Sitiens)
EM_263_Cx._thalassius_ZA
Culex (Subgrupo Decens)
Eumelanomyia
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b)

0,54

04

0,44

0,97

0,99

0,59

Culex (Subgrupo Univittatus)
GEM_120_Cx._telesilla_ZA
EM_121_Cx._telesilla_ZA
EM_117_Cx_telesilla_ZA
EM_119_Cx._telesilla_ZA
MN552291_Cx._watti_GN
KU187062_Cx._watti_KE
EM_074_Cx._decens_ZA
MK033250_Cx._decens_MG
Oculomyia
. £'MW488518_Cx._tritaeniorhynchus
JQ728031_Cx._tritaeniorhynchus_CN
MW488450_Cx._tritaeniorhynchus
5~ MF179223_Cx._tritaeniorhynchus
$FCULSA_L0055_Cx._tritaeniorhynchus_ZA
EM_269_Cx._tritaeniorhynchus_MZ
EM_157_Cx._tritaeniorhynchus_ZA
MT434333_Cx._tritaeniorhynchus_VN
2.C473656_Cx._quinquefasciatus_ MW
TMENO023-014_Cx._quinquefasciatus_TH
EM_333_Cx._quinquefasciatus_AO
EM_315_Cx._quinquefasciatus_MZ
M_340_Cx._quinquefasciatus_ZA
M_334_Cx._quinquefasciatus_AO
EM_309_Cx._quinquefasciatus_AO
M_310_Cx._quinquefasciatus_ZA
M_319_Cx._quinquefasciatus_MZ
EM_307_Cx._quinquefasciatus_ZA
MT506038_Cx._quinquefasciatus_ZA
N733797_Cx._quinquefasciatus_NC
M_305_Cx._pipiens_ZA
G793522_Cx._pipiens
EM_303_Cx._pipiens_ZA
EM_302_Cx._pipiens_ZA
EM_090_Cx._trifilatus_ZA
EM_091_Cx_trifilatus_ZA
FEM_093_Cx _trifilatus_ZA
EM_092_Cx._trifilatus_ZA
M_326_Cx._pipiens_ZA
EM_332, Cx._pipiens_ZA
EM_306_Cx._pipiens_ZA
. 11.C473643_Cx._mirificus_ MW
EM_331_Cx._sp_ZA
BIOUG23596-E02_Cx._theileri_ZA
M_193_Cx._theileri_ZA
CULSA_L0178_ Cx. thellerl ZA

MK971886_Cx._theileri_ES
LC102115_Cx._theileri_PT
BIOUG49028-H06_Cx._theileri_PK
LC473663_Cx._perfuscus_ MW
LC473661_Cx._perfuscus_MW
LC473662_Cx._perfuscus_MW
.2EM_191_Cx._andersoni_ZA
EM_031_Cx._andersoni_ZA
€M_192_Cx._andersoni_ZA
EM_195_Cx._andersoni_ZA
0.I#MT741509_Cx._sinaiticus
OJEM_033_Cx._simpsoni_ZA
AFEM_160_Cx. _simpsoni_ZA
o 41EM_026_Cx._simpsoni_MZ
EM_032_Cx._simpsoni_ZA
KU187087_Cx._sinaiticus_KE
3 15KU3804501 Cx._sinaiticus_KE
offs KU380392.1_Cx. —sinaiticus_KE
EM_024_Cx._simpsoni_MZ
MK170097_Cx._sinaiticus_AE

—< Culiciomyia
4 LC473631.1_Cx._argenteopunctatus_ MW
_|:{LC4736331 Cx._argenteopunctatus_ MW

EM_159_Cx._argenteopunctatus_ZA
o' %ULSA L0134_Cx._duttoni_ZA
M_140_Cx._duttoni_ZA

P C507861 _Cx._duttoni._GH
LC473630_Cx._duttoni_MW

M_141_Cx._duttoni_ZA
KU187073_Cx._duttoni_KE
Lutzia
#MK300241_Cx._sitiens_KE
MN398411_Cx._sitiens_MY
MN733806_Cx._sitiens_NC
JQ728396_Cx._sitiens_CN
EM_263_ Cx. thalassms ZA
M_063_Cx._antennatus_ZA
M_060_Cx._antennatus_MZ
EM 064_Cx._antennatus_ZA

o C473659_Cx._antennatus_MW
K033248_Cx_antennatus_MG
EM_061_Cx._antennatus_MZ

——— Eumelanomyia

0.02

KM592986.1_An._neomaculipalpus
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0,54

0,63

0,88

0,96

0,74

Culex (Subgrupo Univittatus)
Culex (Cx. telesilla)

Culex (Cx. watti)

Culex (Subgrupo Decens)

LC473620_Cx._bitaeniorhynchus_ MW
EM_124_Cx._ethiopicus_ZA
KU187022_Cx._bitaeniorhynchus_KE
EM_152_Cx._bitaeniorhynchus_MZ
$AB690839_Cx._bitaeniorhynchus_JP
: ‘CkF406795_Cx._bitaeniorhynchus_PK
HQ398899_Cx._bitaeniorhynchus_VN
JQ728349_Cx._bitaeniorhynchus_CN
03EM_125_Cx._annulioris_MZ
018MK533640_Cx._annulioris_KE
EM_109_Cx._annulioris_ZA
EM_107_Cx._annulioris_ZA
EM_127_Cx._annulioris_ZA
YEM_106_Cx._annulioris_ZA

EM_108_Cx._annulioris_ZA
GQ165805_Cx._annulioris_UG

0. fCULSA_L0114_Cx._poicilipes_ZA
O4¥M_065_Cx._poicilipes_ZA
CULSA_L0123_Cx._poicilipes_ZA
LC473619_Cx._poicilipes_MW

0,97

(=)
[
N

Culex (Subgrupo Vishnui)

Culex (Subgrupo Pipiens)

Culex (Subgrupo Trifilatus)

Culex (Subgrupo Pipiens)

Culex (Subgrupo Theileri)

Culex (Cx. perfuscus)

Culex (Cx. andersoni)

Culex (Subgrupo Simpsoni)
0.6EM_111_Cx._cinereus_MZ
0.$GMKMZ585-15_Cx._cinereus_Ke
MK533641_Cx._cinereus_UG
LC473617_Cx._cinereus_ MW
0$BIOUG46608-H11_Cx._nebulosus_ZA
o %M_1 13_Cx._nebulosus_ZA
EM_112_Cx._nebulosus_MZ
EM_115_Cx._nebulosus_ZA
Culex (Cx. argenteopunctatus)
Culex (Cx.duttoni)

Lutzia

Culex (Subgrupo Sitiens)

L—— EM_263_Cx._thalassius_ZA

0,77

0,91

Culex (Subgrupo Decens)

LC473614_Cx._rima_MW

LC473615_Cx._rima_MW

AB738153_Cx._okinawa

Il| EM_142_Cx._inconspicuosus_ZA
EM_143_Cx._inconspicuosus_ZA

EM_275_Cx._inconspicuosus_ZA

MW321863.1_Cx._brevipalpis

0.02

KM592986.1_An._neomaculipalpus
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Figure S-11I 18.

KM592986.1_An._neomaculipalpus
0.02

a, b, ¢, d) Topology inferred by Bayesian inference under the GTR+G+1 model for
the Culex and Lutzia genera, the analysis involved 171 nucleotide sequences with
636 positions in the final dataset. Support values correspond to a posteriori probabil-
ity. The size bar indicates 0.02 replacements per site. The analysis was performed
using the Beast program.
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Figure S-11I 19.
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"IPGQ165789_Cq._metallica_UG
LKU 187113_Cq._metallica_KE

BIOUG18453-C07_Cq._metallica_MG

KM592986.1_An._neomaculipalpus

Maximum likelihood tree under the GTR+G model for Coquillettidia genus, analysis
involved 27 nucleotide sequences with 636 positions in the final dataset, consensus
tree probability was -2352,702. Support values for the branches were estimated with
aLRT/Bootstrap with 1000 repetitions for each method. The size bar indicates 0.04
replacements per site. The analysis was performed on IQtree.
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Figure S-111 20.  Topology inferred by Bayesian inference under the GTR+G model for the genus Co-
quillettidia, the analysis involved 27 nucleotide sequences with 636 positions in the
final dataset. Support values correspond to a posteriori probability. The size bar in-
dicates 0.02 replacements per site. The analysis was performed using the Beast pro-
gram.
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Figure S-11I 21.

Maximum likelihood tree under the GTR+G model for Mansonia genus, analysis
involved 32 nucleotide sequences with 636 positions in the final dataset, consensus
tree probability was -1779,294. Support values for the branches were estimated with
aLRT/Bootstrap with 1000 repetitions for each method. The size bar indicates 0.05
replacements per site. The analysis was performed on IQtree.
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Figure S-11I 22.

Topology inferred by Bayesian inference under the GTR+G model for the genus
Mansonia, the analysis involved 32 nucleotide sequences with 636 positions in the
final dataset. Support values correspond to a posteriori probability. The size bar in-
dicates 0.02 replacements per site. The analysis was performed using the Beast pro-
gram.
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KM592986.1_An._neomaculipalpus

Figure S-11I 23. Maximum likelihood tree under the GTR+G model for Ficalbia and Mimomyia ge-
nus, analysis involved 34 nucleotide sequences with 636 positions in the final dataset,
consensus tree probability was -2907,251. Support values for the branches were es-
timated with aLRT/Bootstrap with 1000 repetitions for each method. The size bar
indicates 0.03 replacements per site. The analysis was performed on IQtree.
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Figure S-111 24. Topology inferred by Bayesian inference under the GTR+G model for the genus Fi-
calbia and Mimomyia, the analysis involved 34 nucleotide sequences with 636 posi-
tions in the final dataset. Support values correspond to a posteriori probability. The
size bar indicates 0.02 replacements per site. The analysis was performed using the
Beast program.
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Figure S-11I 25. Maximum likelihood tree under the GTR+G model for Uranotaenia genus, analysis
involved 14 nucleotide sequences with 636 positions in the final dataset, probability
of consensus tree was -2516,763. Support values for the branches were estimated
with aLRT/Bootstrap with 1000 repetitions for each method. The size bar indicates
0.04 replacements per site. The analysis was performed on IQtree.
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KM592986.1_An._neomaculipalpus

0.03

Figure S-111 26.  Topology inferred by Bayesian inference under the GTR+G model for the genus
Uranotaenia, the analysis involved 14 nucleotide sequences with 636 positions in
the final dataset. Support values correspond to a posteriori probability. The size bar
indicates 0.03 replacements per site. The analysis was performed using the Beast
program.
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Figure S-11I 27.

0,79

0,98

Aedeomyia
KM592986.1_An._neomaculipalpus

0.06

Maximum likelihood tree under the GTR+G+I model for the genera Aedeomyia, Ae-
des, Eretmapodites, Culex, Lutzia, Coquillettidia, Mansonia, Mimomyia, Uranotae-
nia, the analysis involved 180 nucleotide sequences with 632 positions in the final
data set, consensus tree probability was -11568343. Support values for the branches
were estimated with aLRT/Bootstrap with 1000 repetitions for each method. The size
bar indicates 0.06 replacements per site. The analysis was performed on IQtree.

Culex (sgr Univittatus, Cx. telesilla)
Culex (Oculomyia)
Lutzia
Culex (Culex)
Culex (Culiciomyia)
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Coquillettidia
1 Uranotaenia (Uranotaenia)
< Uranotaenia (Pseudoficalbia)
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Figure S-11I 28.

| Culex (Eumelanomyia)

1 1 ~aiff] Acdeomyia

KM592986.1_An._neomaculipalpus

0.08

Topology inferred by Bayesian inference under the GTR+G+I model for the genera
Aedeomyia, Aedes, Eretmapodites, Culex, Lutzia, Coquillettidia, Mansonia,
Mimomyia, Uranotaenia, the analysis involved 180 nucleotide sequences with 632
positions in the final dataset. Support values correspond to a posteriori probability.
The size bar indicates 0.08 replacements per site. The analysis was performed using
the Beast program.
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Figure S-11I 29.
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Maximum likelihood tree under the T92+G model for the Bitaeniorhynchus Com-
plex, analysis involved 47 nucleotide sequences with 653 positions in the final da-
taset, consensus tree probability was -1675,730. Support values for the branches were
estimated with aLRT/Bootstrap with 1000 repetitions for each method. The size bar
indicates 0.02 replacements per site. The analysis was performed on IQtree.
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Figure S-11I 30. Topology inferred by Bayesian inference under the T92+G model for the Bi-
taeniorhynchus Complex, the analysis involved 47 nucleotide sequences with 653
positions in the final dataset. Support values correspond to a posteriori probability.
The size bar indicates 0.008 replacements per site. The analysis was performed using
the Beast program.
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