ZAR|PP862739)Ae. mcintoshi®
2ZAR|PPE62738| Ae. mcintoshi®
ZAR|PP862747|Ae. mcintoshi®
ZARICULSAQ18-19] Ae. meintoshi

)38701-21| Ae.

KEN|GBDCU1821-15| Ag. meintoshi

ZARIME 21| Ae.

F 37|Ae.
ZAR|PP862748| Ae. mcintoshi®
ZARICULSA050-19] Ae. mcintoshi
MLITOMAL164-18| Ae. mintoshi
MLITOMAL245-18] Ae. mintoshi

ICU1B57-15] Ae.

MLITOMAL211-18] Ae. circumiutecius
KEN|GBDCU1790-15| Ae. meintoshi

Aedes

KEM|GBDCU1743-15| Ae. mcintoshi

ZAR|PP8E2745| Ae. meintoshi®

" ZAR|PP862T41] Ae. mcintoshi®

" ZAR|PP862750| Ae. durbanensis*
ZAR|PP862742| Ae. durbanensis*
ZAR|PPB62735| Ae. durbanensis*®
RSA|LC669992.1| Ae. durbanensis
RSA|LCE70088.1| Ae. durbanensis

B MWI|GBMND38665-21] Ae. dalzieli

MLI[TOMAL209-18] Ae. quasiunivittalus

ZAR|PP862740| Ae. cumminsii*

ZAR|CULSAD40-19] Ae. leesoni

o ZARICULSAD44-19] Ae. quasiunivittatus |
ZAR|PPB62762| Ma. uniformis®
RSA 'EB924-18] Ma. unift

KEN|GBDP48440-19| Ma. uniformis

I )36583-21| Ma. unif

MOZIGBMND39585-21| Ma. uniformis

I 21| Ma. africana
Ma. affi . Mansonia

AF |

RSA|GBMND39582-21] Ma. africana

MOZ|GBMNF27T96-22| Ma. africana

MOZ|GBMNF27800-22| Ma. africana

ZAR|PPB62T59| Ma. africana®

KEN|GBMINS7662-17| Ma. africana
[— ZARIPP862752|Aed. furfurea®

Aedeomyia
o — MWIIGBMND38168-21|Aed. furfurea

KEN|KU187063.1| Cx. watti

ZAR|PPBE2T44|Cx. telesilla®
" RSAILCET0094.1| Cx. telesilla

F ICx.

— ZAR|PP862751| Cx. antennalus®

L zarppeszras| Cx. antennatus®
ZAR|PP862757| Cx. antennatus®
ZAR|PP862755|Cx. antennatus®
ZAR|PPB62T54|Cx. anfennatus®
MOZIGBMNF27467-22| Cx. antennatus

ZAR|PPB62736|Cx. anfennalus®
ZAR|PPBE2758|Cx. antennatus®
ZAR|PP862T56|Cx. anfennatus®
" ZAR|PPBE2TE0|Cx. antennatus®
ZAR|PPB62746|Cx. anfennatus®

MDG|GBOP51709-19] Cx. antennatus

138949-21 I c,_
SDN|LC473659.1| Cx. anfennatus
21|Cx.

ZARJCULSAD31-19|Cx. neavei

L i ipalpis [XR 0087512741



Additional file 2: Figure S2. The phylogenetic tree generated using from 64 mosquito
sequences of CO1 was inferred by the Maximum Likelihood method and Tamura-Nei
model with 1000 bootstrap replicates. Numbers next to branches indicate the branch
percentage support. Samples which were part of this study are denoted by the start (*)

symbol. Branch support percentages > 70% are shown. GenBank accession numbers

and countries of origin are indicated for all sequences. South Africa = ZAR, Malawi
MWI, Madagascar = MDG, Mozambique = MOZ, Mali = MLI, Kenya = KEN, Senegal
SEN, Sudan = SDN



