Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

Drome-WBT
Tal-WBT
Trica-PPIIA
Bommo-PPITA

MSSG--TFVDRIDPFAKRSLKKKGKKSQGSSRYRNSQDVELQQLPPLKADCSSLEQEELF
MSAGSGNFVDRIDPFAKRSLKKKPKRSQGSSRYRTANDVDLQPLPLLK-DVPGGEQEDLEFE
MSTT--AFVDRIDPFAKRSLKKKTKKSQGSSRYRNSQDVELQPLPLLK-DVPASEQEELF
MSSG--TFVDRIDPFAKRSLKKKTKKSQGSSRYRNTQDVELQALPLLK-DVPSSEQEELF

* k. dxhkkhkrkhkkhkrhkhkhkhkhkhkkhkdx Kheohkkhkrhkhkhkkhkkx o okkoekhkk *kx **x * * kK o kX

IRKLRQCCVSFDFMDPVTDLKGKEIKRAALNDLSTYITHGRGVLTEPVYPEITRMISCNL
LRKLRQCCVGFDFLDPVADLKGKETKRSTLNELVDYITAGRGVLTEPVYPEITAMIACNL
IRKLRQCCVPFDFMDPVADLKGKEVKRCTLNELVDYITGGRGVLTEPVYPEITKMISANL
IRKLRQCCVAFDFMDPVADLKGKEIKRATLNELVEYIHGGRGVLTEPVYPEITKMISANL

ehkkhkhkhkhkkhkkx hhkkoekkhkkohkhkhkkhh Kk okkok * % *AKk KA kA A KAk A x Kk eo kK

FRTLPPSENPDFDPEEDDPTLEASWPHLOQLVYEVFLRFLESQDFQATIGKRVIDQKEVLQ
FRTLPPSDNPDFDPEEDDPTLEASWPHLOLVYEFFLRFLESPDFQPATGKKVIDQKEVLQ
FRTLPPSENPDFDPEEDDPTLEASWPHLOLVYEFFLRFLESSDFQPATIGKRVIDQKEVLQ
FRTLPPSENPDFDPEEDDPTLEASWPHLOLVYEFFLRFLESTDFQPTIGKKVIDQKEVLQ

hhkhkhkhkhkkhkohkhhkhhkhhkhkrhhkhkhhkhhkhkhhkrhhrhkhk hhkrkhkhkkhkhk *khk*x «kkhkokhkhkhhkhkhkxk

LLELFDSEDPRERDFLKTVLHRIYGKFLGLRAFIRKQINNIFLRFIYETEHFNGVGELLE
LLELFDSEDPRERDFLKTVLHRIYGKFLGLRAFIRKQINNIFLRFIYETEHFNGVGELLE
LLELFDSEDPRERDFLKTVLHRIYGKFLGLRAFIRKQINNIFLREVYETEHFNGVGELLE
LLDLFDSEDPRERDFLKTVLHRIYGKFLGLRAFIRKQINNIFLREVYETEHFNGVGELLE

hkoekhhkhkhhkhkkh A hhkrhhkrhhkhkhhkhhkhkhhkrhhkrhhkhkhhkrhkhkhkhhkhkhdoehkhkhhkrhkkhkhkhkxx

ILGSIINGFALPLKAEHKQFLVKVLLPLHKVKCLSLYHAQLAYCIVQFLEKDPFLTEPVV
ILGSIINGFALPLKAEHKQFLIKVLIPLHKAKCLSLYHAQLAYCVVQFLEKDPTLTEPVI
ILGSIINGFALPLKAEHKQFLVKVLIPLHKVKCLSLYHAQLAYCVVQFLEKDPTLTEPVV
ILGSIINGFALPLKSEHKQFLVKVLLPLHKVKCLSLYHAQLAYCVVQFLEKDATLTEPVV

hhkhkhkhkhkhkhAhkkhkrhkhhoehkhhhkhkhkohkkhkohhhkhk hhkhkhkhkhkhkrhkhkhkhkokkhkhkdkh*k * ok ok kK o

RGLLKFWPKTCSQKEVMFLGEIEEILDVIDPPQFVKIQEPLFRQIAKCVSSPHFQVAERA
KGLLKIWPKTCSQKEVMFLSEIEEILDVIEPNQFGKVQEPLFKQISKCVSSPHFQVAERA
RGLLKYWPKTCSQKEVMFLGEIEEVLDVIEPSQFTRIQEPLFRQIAKCVSSPHFQVAERA
RGLLKFWPKTCSQKEVMFLGEIEEILDVIEPAQFAKIQEPLFRQIAKCVSSPHFQVAERA

ehkkhkkhk kkkhkkhkrhkkhkhkhkhkkh hhkhkkoehkhkkhkkok Khkhk o ohkhkhhkhkeohkhkoehkhkrhkhkhkhhkhkhktkhkx

LYLWNNEYAMSLIEENNAVIMPIMFPALYRISKEHWNQTIVALVYNVLKTFMEMNSKLED
LYFWNNEYIMSLIEENSNVILPIMFPALYRISKEHWNQTIVALVYNVLKTFMEMNSKLED
LYFWNNEYIMSLMEENNHVIMPIMFPALYRISKEHWNQTIVALVYNVLKTFMEMNSKLED
LYFWNNEYIMSLMEENNHVIMPIMFPALYRISKEHWNQTIVALVYNVLKTFMEMNSKLED

kkekkkk ok khkk o kk Kk hhkoekhkhkhkhkhkkhkrhhkrhkhkrhkhkhkhhkhkhkrhkkhkrhkrkhkkhkkhkrkhxkkx

ELTSSYKAERQKEKKRERDREELWKKLHELESNRSSGRTAGGSATTSNSAASAASTSLQP
ELTASYKSERQREKKRDREREELWKKLQALELNRTQ-——--——-— PKE-———————m————— —
ELTVSYKAERQKEKKREKERDELWKKLAELELNHNKNLPAQNNSPPSKK-——=—==—=—~
ELTASYKAERQKEKKREKERDELWKRLGELEISHKR---QQHAAPLAK-———-————————

hhkk khkkoekkkokhkhkkhkoookokhhkkok * %

PSSAGLNSHQQQSNSGSSGSLSSGGAGGDNNPATTNAKIKQDKADN

Figure S12. Putative Talitrus saltator WIDERBORST (WBT) protein

Alignment of Drosophila melanogaster WBT (Drome-WBT; Accession No. AAF56720) with
the T. saltator WBT (Tal-WBT) deduced from the Trinity de novo transcriptome assembly,
together with the top two tblastn species homologue sequences Tribolium castaneum PPIIA
(Trica-PPIIA; Accession No. XM_008197190) and Bombyx mori PPIIA (Bommo-PPIIA;

Accession No. XM _004924466). '*' indicates identical amino acid residues in the two



proteins, '.' and "' indicate similar amino acid residues between the two proteins. In this

figure a SMART identified B56 domain is highlighted in yellow.



