22— NP_001260893.1 drip isoform F Drosophila melanogaster
s NP_001286316.1 drip isoform G Drosophila melanogaster ‘
4[ "L NP_725051.2 drip isoform A Drosophila melanogaster ‘
0 NP_001260891.1 drip isoform D Drosophila melanogaster
ol NP_523697.1 drip isoform B Drosophila melanogaster
" ~5L__ NP_001260890.1 drip isoform C Drosophila melanogaster
L NP_001260892.1 drip isoform E Drosophila melanogaster
L XP_004535901.1 aquaporin isoform X1 Ceratitis capitata
W[ | splQINHW7 21 AQP_AEDAE RecName: FullAquaporin AQPAe.a
— XP_004520924.1 aquaporin-like Ceratitis capitata
L XP_004525147.2 aquaporin Ceratitis capitata
= XP_004520921.1 aquaporin Ceratitis capitata
557 xp_004525148 3 aquaporin AQPAN G-ke Ceratitis capitata Drip
100 — APA28755.1 aquaporin 2A Bemisia tabaci
o1~ XP_018903312.1 PREDICTED: aquaporin AQPcic-iike isoform X3 Bemisia tabaci
B ABW96354.1 aquaporin 1 Bemisia tabaci
_ XP_008484232.1 aquaporin AQPAe.a Diaphorina citri
96— AFC34081.1 aquaporin-1 variant A Chilo suppressalis
| XP_026728707.1 aquaporin AQPAe.a isoform X2 Trichoplusia ni
L AHIB5743.1 aquaporin 1 Lygus hesperus
4 7 RDO_Drip (Scaffold_97:54496632-54558762 - strand)
L ———— XP_030759038.1 aquaporin AQPAe.a isoform X1 Sitophilus oryzae
;.L ART29399.1 aquaporin 2 Tenebrio moitor
51— XP_972862.1 PREDICTED: aquaporin AQPcic isoform X1 Tribolium castaneum
751 XP_015839381.1 PREDICTED: aquaporin AQPAe.a isoform X2 Tribolium castaneum
72— AMZ04828.1 big brain Cimex lectularius
L_xp 1 protein big brain Nilaparvata lugens
2 XP_968782.1 PREDICTED. protein big brain T
— 1L RDO_Bigbrain Scaffold_5:3510369-3521423 - strand peptide)
XP_018908128.1 PREDICTED: neurogenic protein big brain-lie Bemisia tabaci
- XP. 1 protein big brain Sitophilus oryzae :
L] 34 XP_396705.4 neurogenic protein big brain Apis mellifera Bib
%

» XP_030022163.1 neurogenic protein big brain-like Manduca sexta
L ,—_ XP_001649747.1 neurogenic protein big brain Aedes aegypti

"

XP_004534536.1 neurogenic protein big brain Ceratitis capitata
= NP_476837.1 big brain isoform A Drosophila melanogaster
5L NP_001260313.1 big brain isoform B Drosophila melanogaster
s — NP_725052.1 prip isoform A Drosophila melanogaster
ol NP_001246266.1 prip isoform C Drosophila melanogaster

g, NP_610686.1 prip isoform B Drosophila melanogaster
57 NP_001286317.1 prip iscform D Drosophila melanogaster
XP_004520722.1 aquaporin AQPAe a isoform X2 Ceratitis capitata

XP_018913501.1 PREDICTED: aquaporin AQPAe.a Bemisia tabaci

W

" w0 — AHIB5750.1 aquaporin 4A Lygus hesperus

VVVVV m{ AHIB5751.1 aquaporin 4B Lygus hesperus Prip
| o[ L XP_014250944.1 aquaporin AQPcic-like isolorm X3 Cimex lectularius
XP_026677945.1 aquaporin AQPAe.a Diaphorina citi
7L XP_024214947.1 aquaporin-like Halyomorpha halys
5| 100, AHF53539.3 AQP-2 variant A Chilo suppressalis
AGT50944.1 aquaporin-3 partial Spodoptera liura
,:‘ — RDO_Prip (Scaffold_97:54640277-54649322 + strand)
=] ART29398.1 aquaparin 1 Tenebrio molior
5L xP_008190403.1 PREDICTED: aquaporin AQPAN.G Tribolium castaneum
20— XP_014260162.1 aquaporin-ike isoform X1 Cimex lectularius
~{_ XP_014260168.1 aquaporin AQPAe.a-like isoform X1 Cimex lectularius
XP_ 1 PREDICTED: aquaporin-12 Tribolium castaneum
XP 1 aquaporin-11 Sitophilus oryzae
. RDO_AQP12L Scaffold_2:13423224-13433006 - strand peptide
XP_008484393.2 LOW QUALITY PROTEIN: aquaporin-11 Diaphorina cir
XP_026302245.1 aquaporin-11 Apis melliera \QP12
| AHB5752.1 aquaporin 5 Lygus hesperus
L APA28762.1 aquaporin 7 Bemisia tabaci
. AWTS57817.1 Aquaporin AQP12L1 Chilo suppressalis
& XP_014256072.1 aquaporin-11 Cimex lectularius
™y - XP_004529905.1 aquaporin-11 Ceratitis capitata
S+ NP_523728.1 aquaporin isoform A Drosophila melanogaster
@l NP_001163140.1 aquaporin isoform B Drosophila melanogaster
10— XP_014283945.1 aquaporin AQPcic isoform X2 Halyomorpha halys
w0~ XP 014283943 1 aquaporin AQPcic isoform X1 Halyomorpha halys
— L AHIB5749.1 aquaporin 3 Lygus hesperus
__ APA28759.1 aquaporin 4 Bemisia tabaci
+{_ APA28760.1 aquaporin 5 Bemisia tabaci
 RDO_Egip-4 (Scaffold_1:26416818-26424599 - strand)
22— XP_008200635.1 PREDICTED: aquaporin AQPAe.a isoform X3 Tribolium castaneum
L XP_015840440.1 PREDICTED: aquaporin AQPAe.a isoform X2 Tribolium castaneum
%| __ XP_015840441.1 PREDICTED: aquaporin-4 isoform X5 Tribolium castaneum
5L xP_015840439.1 PREDICTED: aquaporin AQPAe.a isoform X1 Tribolium castaneum
1s— APA2BT61.1 aquaporin 6 Bemisia tabaci
[ XP_008487274.2 aquaporin-4-ike Diaphorina citi
41— AHIB5744.1 aquaporin 2A Lygus hesperus
ur - JAA76160.1 putative aquaporin major intrinsic protein family Rhodnius prolixus
’ L XP_014257049.1 aquaporin AQPcic-like isoform X1 Cimex lectularius
ANC88082.1 Anopheles gambiae
5 o XP_019892103, 1 PREDICTED: aguaporin-ike Musca domestica Eglp
L 1671 XP_004522619.1 aquaporin isolorm X2 Ceratits capitata
.~ XP_004520634.1 aquaporin AQPAe.a Ceratitis capitata
i . NP_611811.3 entomoglyceroporin 2 isoform A Drosophila melanogaster
551 NP_788433.2 entomoglyceroporin 2 isoform C Drosophila melanogaster
g NP_726347.1 entomoglyceroporin 4 isoform C Drosophila melanogaster
NP_726349.1 entomoglyceroporin 4 isoform D Drosophila melanogaster
10— NP_611813.1 entomoglyceroporin 4 isoform A Drosophila melanogaster
L NP_726348.1 entomoglyceroporin 4 isoform B Drosophila melanogaster
& NP_001246482.1 entomoglyceroporin 4 isoform E Drosophila melanogaster
551 NP_001261154.1 entomoglyceroporin 4 isoform F Drosophila melanogaster
30 EFA04046.1 Aquaporin-like Protein Tribolium castaneum
RDO_Eglp-3 (Scaffold_1:3546738-3555431 + strand)

Z RDO_Eglp-2 (Scatfold_1:34240108-34250443 + strand)
L RDO_Eglp-1 (Scaffold_1:3563523-3572656 + strand)
KYB27164.1 Aquaporin-like Protein Tribolium castaneum
= XP_030751160.1 aquaporin AQPAe.a-like isoform X1 Sitophilus oryzae
551 XP_030751161.1 aquaporin AQPAe.a-iike isoform X2 Sitophilus oryzae

Supplementary Figure S4. Phylogenetic analysis of R. dominica aquaporins. The evolutionary history of
representative insect aquaporins was inferred using the Neighbor-Joining method [195]. The bootstrap
consensus tree inferred from 500 replicates is taken to represent the evolutionary history of the taxa analyzed
[196]. Branches corresponding to partitions reproduced in less than 50% bootstrap replicates are collapsed.
The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (500
replicates) are shown next to the branches. The evolutionary distances were computed using the Dayhoff
matrix-based method [197] and are in the units of the number of amino acid substitutions per site. The
analysis involved 101 amino acid sequences. All positions containing gaps and missing data were eliminated.
There were a total of 88 positions in the final dataset. Evolutionary analyses were conducted in MEGAT [67].



