Dataset S1: FASTA sequences

FULL LENGTH FASTA SEQUENCES

aminoacid sequences downloaded from VectorBase: https://vectorbase.org/vectorbase/app

In yellow: predicted Signal Peptides according to SignalP Server:

http://www.cbs.dtu.dk/services/Signal P/

In light blue: predicted pro-peptides according to ProP 1.0 and Spider P (mature peptides are listed in red):
http://www.cbs.dtu.dk/services/ProP/,

http://www.arachnoserver.org/spiderP.html

>hyp6.2 AGAP006495
MGRVMCLLRLMSTLLVVLSIVGKKTNAAPQVTEAPGNVGSTYSPMADIGRLATGATKLEGOQFWNTGTRFGTELSRRTEFDF
LRVKK

>hypl7 AGAP000151
MKLYSGYRLLVLLVMTVCCLLLFIAPTGADPLPGQTQRTLGYRGNDKRATPPMHSLGSGARMAMTGGGILGGIFSAL
>hypl5 AGAP000152
MKFYSVGKLVKVLLVMAVCCLLLCTAPTGADPLPGRDRNTIANKSKDKKASAPKHSLGTGARMALTGGGVLGGVLTNM
>hypl2 AGAP008306
MRFCCVALIGLLLCSVQSVTANDPVDALGACSGNLFGLLMTRLQOMVEDFTACRQEATANDPQHDCSDSIQRAKVDLQQQ
LVNYSYCTKNIQ

>hypl0 AGAP008307
MREFLTVLTVGLLVWVGVFATVNAEDPRTELIGCGSVLFHLAANRLSLQLEEFAVCKRSNPGYDCSDSTIHRAISDLQQGLF
DLNHCTKDIR

>sg2a_ AGAP006504
MKLFLTLLLTLSVVMVFALPAHHHSRGGDGSSANSTGQSYNNSGSPNNSAGVPDEFGENSQSNVPGEGNGQQPGOOOOGOO
GOGFPFFGOGOSGEFPSEGNROPEFFGONOOGODGNGOOGRGIPFFGOGGGQGGIPSFGSGQONGGIPSLGNGQAQSGEPSE
GNGQQGGNFPFFG

>sg2_  AGAP006506
MKSILVTFATLSVALVVVVAIPTSEFNYGGGGGYFINGTGQOSENFSGESNGTSIPGVPDEGSEFLPNLGNLTQQFGGSSGAF
POFSIPSWTINEFTDAFSSIFPFFGNVQGGGEFPFFEG

>hyp55.3 AGAP005822
MKYRFALLTVLVAVVPRPSAALPDFAVPARMTGVASGSLDSSGNVVONTARVLHLLDQFQSITESLYGLOQTPTLYRLATG
LRVVLDSLVESGSPIFQGLSNAARLSTGNITTVFDGIRRSINGTIALHELHQSALNGTVLLLGTGGVHNISTVLHQLVRN
VANLTGALDETEPATVAIQEQELSRPTQAQVDGRYPRAATIRRLNGILLDYVNIGQATVPQINAVVNRIRMMDGEFIGRLAA
VTGGLWSDLNRTLAAVNGSVYAGVQQRLHTTARTIRNSFNATVLGTARKLKLFFLDDLEELQLVARNASALLVKRLTNVT
GALDGLVNRTEVRLEGYESELVLNRTIAAVTDLAWRLALSVTSSVPGADICYARYNYEFDKIPRLIYGSLVACGQGEART
LOSVGGGLSGALSLTQAQLDAETSNYEQCLGGLVPGSSDVLKRQRIVCLRGAERFSGVLGDAVVDAQLSAFQALLQKELS
YSAERHRQCVRTSGHLMVAEVKRLWSSIANCLS

>hypl4.5 AGAP004883
MLCSRSSTLYAVFAFIFVSVLHDAMALQCRNCLSSKSFAECEKMGEVVVCNSTIVNONHQAFLPDNPTLPQGNWTEFKCY
QLOVARLHONNTDSGLRGYARGCTFLHVNFCNGWTSTLNLTSCSTCTSDNCEQHLPTVAPELTTTTTTKKPSSNGANVLT
WRNLSSLGCLSAVVLLLAAR

>hypl4.5-1 AGAP001174
MKLFLLSVFFFLASFQAAQALRCMQGTEIVLPSDDSAEKDKDKVPEFTECSILTTGASAASLLVLKPNTATLPSTDYKCY
HLRIEESESKKATIVKGCIYKAQNVCDGKFKVDTVREVFCSQCDOQDECNSAHRFASNWKILSLTLEFTILCLEMK
>hypl3 AGAP003474

MKNVFFALLLVVLVCCLVSVOGNEIIONVVKRSIPLROLILQHNALDDSDSDSGSQ

>LysCl AGAP007347
MKVEFSTVLLAIVACCAVAEAKTFGKCELAKALANNGIAKASLPDWVCLVONESAFSTSATNKNKNGSTDYGIFQINNKYW
CDSGYGSNDCKIACKNLLNDDITDDIKCAKLIHKRHGENAWYGWKNHCNGKKLPNVSSCFE

>Cec_ AGAP000693

MNFSKIFIFVVLAVLLLCSQTEAGRLKKLGKKIEGAGKRVFKAAEKALPVVAGVKALG



PRECURSORS WITHOUT SP

>hyp6.2 AGAP006495

APQVTEAPGNVGSTYSPMADIGRLATGATKLFGQFWNTGTRFGTELSRRTFDFLRVKK

>hypl7 AGAP000151

DPLPGQTQRTLGYRGNDKRATPPMHSLGSGARMAMTGGGILGGIFSAL

>hypl5 AGAP000152

DPLPGRDRNTIANKSKDKKASAPKHSLGTGARMALTGGGVLGGVLTNM

>hypl2 AGAP008306
NDPVDALGACSGNLFGLLMTRLOOMVEDFTACRQEATANDPQHDCSDSIQRAKVDLOQQLVNYSYCTKNIQ

>hypl0 AGAP008307
TVNAEDPRTELIGCGSVLFHLAANRLSLOQLEEFAVCKRSNPGYDCSDSIHRAISDLQOQGLEDLNHCTKDIR

>sg2a_ AGAP006504
LPAHHHSRGGDGSSANSTGQSYNNSGSPNNSAGVPDEFGENSQSNVPGFGNGQQOPGOOOQOGOOGOGFPFFGQGQSGFPSFEG
NROQPFFGONQOGODGNGQOGRGIPFFGQGGGQGGIPSFGSGQONGGIPSLGNGQAQSGFPSFGNGQQGGNFPFFEFG
>sg2  AGAP006506
IPTSEFNYGGGGGYFINGTGQSEFNFSGESNGTSIPGVPDEGSFLPNLGNLTQQFGGSSGAFPQFSIPSWTNETDAFSSIFEFP
FFGNVQGGGFPFFG

>hyp55.3 AGAP005822
LPDFAVPARMTGVASGSLDSSGNVVONTARVLHLLDQFQSITESLYGLQTPTLYRLATGLRVVLDSLVESGSPIFQGLSN
AARLSTGNITTVEDGIRRSINGTIALHELHQSALNGTVLLLGTGGVHNISTVLHQLVRNVANLTGALDEIEPAIVAIQEQ
ELSRPTQAQVDGRYPRAATRRLNGILLDYVNIGQATVPQINAVVNRIRMMDGFIGRLAAVTGGLWSDLNRTLAAVNGSVY
AGVQORLHTTARTIRNSEFNATVLGTARKLKLFFLDDLEELQLVARNASALLVKRLTNVTGALDGLVNRTEVRLEGYESEL
VLNRTIAAVTDLAWRLALSVTSSVPGADICYARYNYEFDKIPRLIYGSLVACGQGEARTLOSVGGGLSGALSLTQAQLDA
ETSNYEQCLGGLVPGSSDVLKRQRIVCLRGAERFSGVLGDAVVDAQLSAFQALLQKELSYSAERHRQCVRTSGHLMVAEV
KRLWSSIANCLS

>hypl4.5 AGAP004883
LOCRNCLSSKSFAECEKMGEVVVCNSTIVNOQNHQAFLPDNPTLPOQGNWTEFKCYQLOQVARLHONNTDSGLRGYARGCTFEFL
HVNFCNGWTSTLNLTSCSTCTSDNCEQHLPTVAPELTTTTTTKKPSSNGANVLTWRNLSSLGCLSAVVLLLAAR
>hypl4.5-1 AGAP001174
LRCMQGTEIVLPSDDSAEKDKDKVPEFTECSILTTGASAASLLVLKPNTATLPSTDYKCYHLRIEESESKKATIVKGCIY
KAQNVCDGKFKVDTVREVEFCSQCDQDECNSAHRFASNWKILSLTLFTILCLEMK

>hypl3 AGAP003474

NEITIQNVVKRSIPLRQLILQHNALDDSDSDSGSQ

>LysCl AGAP007347
KTFGKCELAKALANNGIAKASLPDWVCLVONESAFSTSATNKNKNGSTDYGIFQINNKYWCDSGYGSNDCKIACKNLLND
DITDDIKCAKLIHKRHGEFNAWYGWKNHCNGKKLPNVSSCF

>Cec_AGAP000693

GRLKKLGKKIEGAGKRVFKAAEKALPVVAGVKALG



MATURE PEPTIDES

>hyp6.2 AGAP006495

LATGATKLFGQFWNTGTRFGTELSRRTFDFLRVKK

>hypl7 AGAP000151

DPLPGQTQRTLGYRGNDKRATPPMHSLGSGARMAMTGGGILGGIFSAL

>hypl5 AGAP000152

DPLPGRDRNTIANKSKDKKASAPKHSLGTGARMALTGGGVLGGVLTNM

>hypl2 AGAP008306
NDPVDALGACSGNLFGLLMTRLOOMVEDFTACRQEATANDPQHDCSDSIQRAKVDLOQQLVNYSYCTKNIQ

>hypl0 AGAP008307
TELIGCGSVLFHLAANRLSLOQLEEFAVCKRSNPGYDCSDSTIHRAISDLQQGLFDLNHCTKDIR

>sg2a_ AGAP006504

GIPFFGQGGGQGGIPSFGSGQONGGIPSLGNGQAQSGFPSFGNGQOGGNFPFFEG

>sg2_  AGAP006506
IPTSEFNYGGGGGYFINGTGQOSENFSGESNGTSIPGVPDEGSFLPNLGNLTQQFGGSSGAFPQFSIPSWTNETDAFSSIEP
FEFGNVQGGGFPFFG

>hyp55.3 AGAP005822
LAAVTGGLWSDLNRTLAAVNGSVYAGVQQORLHTTARTIRNSFNATVLGTARKLKLFFLDDLEELQLVARNASALLVKRLT
NVTGALDGLVNRTEVRLEGYESELVLNRTIAAVTDLAWRLALSVTSSVPGADICYARYNYEFDKIPRLIYGSLVACGQGE
ARTLOSVGGGLSGALSLTQAQLDAETSNYEQCLGGLVPGSSDVLKRQRIVCLRGAERFSGVLGDAVVDAQLSAFQALLQOK
ELSYSAERHRQCVRTSGHLMVAEVKRLWSSIANCLS

>hypl4.5 AGAP004883
LOCRNCLSSKSFAECEKMGEVVVCNSTIVNOQNHQAFLPDNPTLPOQGNWTEFKCYQLOQVARLHONNTDSGLRGYARGCTFEFL
HVNFCNGWTSTLNLTSCSTCTSDNCEQHLPTVAPELTTTTTTKKPSSNGANVLTWRNLSSLGCLSAVVLLLAAR
>hypl4.5-1 AGAP001174
LRCMQGTEIVLPSDDSAEKDKDKVPEFTECSILTTGASAASLLVLKPNTATLPSTDYKCYHLRIEESESKKATIVKGCIY
KAQNVCDGKFKVDTVREVFCSQCDQDECNSAHRFASNWKILSLTLFTILCLEFMK

>hypl3 AGAP003474

QLILQHNALDDSDSDSGSQ

>LysCl AGAP007347
KTFGKCELAKALANNGIAKASLPDWVCLVONESAFSTSATNKNKNGSTDYGIFQINNKYWCDSGYGSNDCKIACKNLLND
DITDDIKCAKLIHKRHGEFNAWYGWKNHCNGKKLPNVSSCF

>Cec_AGAP000693

GRLKKLGKKIEGAGKRVFKAAEKALPVVAGVKALG



