>Smp_349250.1/1-324 gene=Smp_349250

MRYNFSPSLWIITIYLIFIWPYKRFNC-
NDICKISDMRHYEKVIIENDSYRYSLHYNYSMRIQRNQSQPVPSD
GFKNKISYIYYGTPQFSCNYYGSHVQQIQFSEDDRDYVFALGRSHIGTINNYIEENEKSEAGVLNEKE
LLGV
QKNFSIKINGSDVTATMTSLIHPNGKISFYYDNIPKEIEESQLTSKINGIEKCGNGLTKHEISVPAKW
IKSG

TLVEFEAIGEICSQYNTSETCQNVTTSNMTCIWC———————
EKGNACIESNDQNTHGLKVNDCRVENT————

STGIMEE-
NKPHKSYWYLYVVIPLAASLFLICIGYIIWRWLLRSKNSGK

>Smp_349740.1/1-345 gene=Smp_349740

MRYNFSPSLWILVYVIFVWSYKLFSC-
NDFCNRFVFYQYEIVIIENDTYRYSLHYNYSMRIQHNQPQPVPSE

RFKNKINRRYTARS-
ISFSFYGSQVREIDFHDGNVDNVYEFGGSRIGNIFNFIKNYTKSESWFLDENELLGV
QKNYSTNVNGTEVKATMTSLIHPNGKVSFYYDNIPKEIDGSKLQSKIVGITIHCEDGTAFHEIRVPAKW
IESG

TLVEFEAIGEICSQYNTNETCQNAKISILTCFWC————— EKEKKCIISNLQDTH———
DCHVEKKSDVN

DLSTSTPIKDIETTLRSTKVQNMTTRTTEE-
NKQYKSHWYLYVVIPLVASLFLICIGYIIWRWLLRRKRTNE

>Smp_349190.1/1-277 gene=Smp_349190

MRYNVSPSLWILIYLIFVWPYKRLNC-
NDYCKNSDLRHYENVIIENDSYRYSLHYKYSMRIQRYQSQPVPSD
RFNNEIDDVYYGTPQFSCRYYGTHVVQIDF-
ERHRDDVYKSGELPIGTIFNFIENYKKSESRVLDEKELLGV
KRTFSINVNVSDVTAKMTNLIHPNGKVSLFYDNIPTEIEESKLQSEIYGLIRCEDGLTKHEISVPAKW
IKSG

TLVEFEAIGEICSQKYTSETCQRATTSTMTCFWC——————-
EKGKACIESNDQNTHGLKMNDCRVENMI——-—

_T__

>Smp_086630.1/1-293 gene=Smp_086630

MRYNVSPSLWILIYLFFVWPYKRFNC—
NEICNNPGVSNYENVIIENDTYRYSHHYEYSMRIQLHQSKPVPSD
RFNIKINGIHTVYPQFTCNYHSKYIRKIMFYADDADDVYDFRGYYIGTMINYIVNYMDFDTAVLDEKK
LLGV
KRTFRINVDGSEVEATMTSLIHPNGKVSFYYDNIPKEIEESKFQSKIVGSIRCEGGLKFFAIPVPAKW
IKSG

TLVEFQAMGESCSQHYRSEICQNAKTSTTTCFCC———————
EEKKKCMELNNQDTHGLKVDDCRVENM———-—

NTGTAAE-

NTQIEVM NDT

>Smp_350240.1/1-322 gene=Smp_350240

MRYNFSPSLWILIYVIFGRPYKRFNC-
SDICKNPDLKRYENVIFENDSYRYSLHYNYSMRILRNQPQPVPSE
RFINMINDKYVANAQFSFSFYGYRLEKIRFHEYPTDHVYKFGRSQVGNIINHIKNYTKSESRVLDEKE
LFGV
KRNFSINVNGTEVTATMTTLIHTNGKISFYYDNIPMEIEESQLQSKIVGSIRCEGEDEEREIRVPVDW
IKSG

TLVEFEAIGEICSQYNTSETCQRSTTLKTTCIWC———————
EKGEKCIESNNPDTHGLKVNDCRVE—————-

TTKTTDE-




NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSDE

>Smp_349580.1/1-351 gene=Smp_349580

MRYNFSPSLWILIYLFFVWNYKRFNC-
NDICKNPDLEHYENVIFENDTYRYSLHYYYSMRIQRNQSQPVPSE
RFKNMIHVVYKARPQFSISFYGSHIREIDFHKRHGDTAYEFGRSYIGNTYNYIENYKKSEYRVLHEKE
LLGA
KWTFSINVNGSEVTAIMTSLIHPNGKLSFYYDNIPTENEEIKLLSGIVGSIRCEGGLKKPEISVPAKW
IKCG

SLVEFEVIGEICSQYNTSETCQNATTSITTCIWC——————-
EKGEKCIESNNPDTHDLKVNDCRVQKKSDVN

DFSTSTPIKDIETTLRSTEVQHLTTKTTDE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSDE

>Smp_349570.1/1-351 gene=Smp_349570

MRYKFSRSLWILIYLIFVWPYERFNC-
NDICKNPDLYHYENVIIENDTYRYSLHYNYSMRIQRNQSQPVPSE
RFKNKINDKYTARLQFSSSFYGSHVQIIEFYRDYGEYVYEFEWSYIGMMFSYIKNYTKSESRVLHEKE
LLGV
KRNFSINVNGTDVTATMTSLIHPNGKVSLYYDNIPTEIKVSALRSKILGPIRCEGERNRHIITVPAKW
IKSG

TVVEFEAIGEICSQYNTSETCQRATTSKMTCIWC——————-
QKGKKCIESNNPDTHGLKGNDCRVQNNSNVN

DVSTLTPVKDIERTLRSTEVQNMTALITEE-
NKQHKSHWYLYVVIPLVTSLFLVCIGCIIWRWLLRRKRSDE

>Smp_349100.1/1-312 gene=Smp_349100

MRYNFSPSLWILIYLIFVWPYKRFNC-
NDICNNPDLRHHEIVIIENDTYRYSLHYHYSMRIQRYQSQPVPSE
RFNNKVDAVYGVYPRFSFSYYGKHVQQIDFYKHR—-
YVYVFEKSQIGNINNYLENYEKYESRVLDEKELLGV
QRNFWINVNDSEVTATMTTLIHPNGMVSFYYDNIPTEIGESQLKSKIIGKIRCEKRRMYHAIPVPAEW
IESG

TLVEFESIGEICSQYNTSETCQNATTSNTTCIWC——————-
EKWKTCIEIKNQDTHGLKVNDCRVEKKSDVN

DLNSSTTMEHGETTSGITE-——-VQKTTGE-

TDKHL VNI

>Smp_349170.1/1-266 gene=Smp_349170

MRYNFSPSLWILVYLFFVWQYKRFNC-
NEICNDPYLRYYENVIIENDTYLYSHHYKYSMKIQRHQSQPVPSD
RFNIKINGIHTVYPQFTCSYHGSHVHKIMFYEDNADDVYEYGRSYIGTNHNYLNNYVKLNSAVLDEEK
LIGV
KRTFSINVNGAEVEATMTSLIHPNGKVSFYYDKIPKKLWKVKLISKLTGIIKCEDGLKFFAIHVPEKW
IKSG

TLVEFQAIGEFCLQYDTSETCQNAKTPTTTCFCC———————

EKIEEKKEY

EYQDS GRK

>Smp_350220.1/1-351 gene=Smp_350220

MRYNFSPSLWILIYLIFLWPYKRFNC-
NDICKNPDLLNYENVIIESDSYRYSLHYYYSMRIQHNQPQPVPSE
RFKNKIFGESDINPQFSFSYYGFHVQKIAFHKDVQPTLYVIVKPYHGSIDNYIENYEKFDTAVLDEEE
LLGV
QSNFSTNVNGTEVTATMTTLIHSNRMLSFYYDYIPTEIEQSELRSKILGRIRCEGGFREHVIPVPAKW
IKSG

TLVEYEAIGEICSQYYTSETCQNATTSNMTCIWC———————
QKGKKCIESNNADTHGLKVNDCRVQKNSDVN



DLNSSTTMEHGETTLGITEVQNMTTRTTEE-
NKQHKSHWYLYVVIPLVTSLFLICIVCIIWRWLLRRKRSNE

>Smp_192040.1/1-318 gene=Smp_192040
MRYNISPSLWILVYVIFVWSYKRFNC-NDYCKNP————-—
EIVIIENDTYRYSLHYKYSMRIQRNQSQPVPSV
RFKNEIGGRYKARPKFSCSYYGYHVGHINFFAYQNDNVIEYGGSLIGIIYNYIKNYKKSESRVLDEKE
LLGV

QRNCSIDVNGSEVTATMTTLIHPNGKLSFYYDNIPTEIKESDLQSKIYGLKR—-
DNVITGHEILVPVKWIKSG

TLVEFEAVGEICSQYKTNETCQNATTSNTTCIWC——————-
EKGNACIESNNADTHGLKVNDCSVENM———-—

TTLTTEE-
NKQHKSHWYLYVVIPLVASLLLICIGCIIWRWLLRRKRSNG

>Smp_194130.1/1-347 gene=Smp_194130

MRYNFSPSLRILIYLIFVWPYKRFNC-
NDICNNADLRHHEIVIIENDTYRYSLHYNYSMRIQRNQSQSVPSE
HF-YKIYDKYWVYPRFSFSYYGKHVKQIDFHEDH--
KLYDFGGYHIGTIINYIKNYEKYEAVVLDEKKLLGV
QRNFSINVNGTEVTATMTTLIHPNGMVSFYYDNIPTAIEEIELKSEISITIRCDNGYKYPGIRVPAKW
IKSG

TLVEFEAIGEICSQYNRSETCQRATTLTMTCFWC——————-
EKGGKCIESNDQNTHVLKVNDCSVEKS-DIN

DLNSSTTMEHIETTLGITEVQDLTTRTTEE-
NKQDKSHCCLYVVIPLVASLFLICIGCIIWRWLLRRKKSNE

>Smp_349670.1/1-319 gene=Smp_349670
MRYNFSPSLWILVYVIFVWSYKRFNC-NDYCKNP—————
EIVIIENDTYRYSLHYKYSMRIQRNQAQPVPSY
SFEYKIKHIYAGFPRFSCSYYGKHVEEIHFNENHANYVYQFESLSIGTIFNYIKSYKKSESRVLDEKE
LLGV
QRNCSIDVNGSEVTATMTTLIHPNGKLSFYYDNIPMEIEESQLQSEIYGFIRCDYVITGHEILVPVKW
IKSG

TLVEFEAVGEICSQYKTNETCQNATTSNTTCIWY——————-
EKGNACIESINADTHGLKVNDCSVENM———-—

TTLTTEE-
NKQHKSHWYLYVVIPLVASLLLICIGCIIWRWLLRRKRSNG

>Smp_350320.1/1-319 gene=Smp_350320

MRYNFSPSLWVLIYLIFVWHYKRFNC-
NDICKNSDLRHYEIVIIENDTYRYSLHYNYSMRIQRYQPQPVSSD
RFKNKISYIYAGFPRFSFSYYGSNVRQIDFYKVNADDIVVFESIYLGDIINNIQNYTKLESEILDEEE
LLGV
KRNFSINAHGSEVTATMTSLIHPNGKMSLYYDNIPTEIEQNKLRSLIYGKIGCENGHRDHEIPVPAKW
IKSG

TLVEFEVIGKICSQYNTSERCQNATTSNMTCIWC——————-
EKGNACIESNDQNTHGMKVKDCRVENT———-—

STETTEE-
NKPHKSYWYLYVVIPLATSLFLICIGYIIWRWLLR———G—-—

>Smp_154590.1/1-266 gene=Smp_154590

MRYNFSPSLWILVYLFFVWQYKRFNC-
NEICNDPYLRYYENVIIENDTYLYSHHYKYSMKIQRHQSQPVPSD
RFNIKINGIHTVYPQFTCSYHGSHVHKIMFYEDNADDVYEYGRSYIGTNHNYLNNYVKLNSAVLDEEK
LIGV
KRTFSINVNGAEVEATMTSLIHPNGKVSFYYDKIPKKLWKVKLISKLTGIIKCEDGLKFFAIHVPEKW
IKSG

TLVEFQAIGEFCLQYDTSETCQNAKTPTTTCFCC———————




EKIEEKKEY

EYQDS GRK

>Smp_349630.1/1-283 gene=Smp_349630

MRYTILRSLWLSFHLIIIWPYRYFNC-
HEVCENPDLLSYDNIIFENDSYRYSLHYHYSMRIRLNQSQLAFND

SYRN-
FPFPYFFKPKFSFRFYDTLIDDVYIYYYGRILLTSERYYYLGDIENFAQNIQRSETVVFNENELLAV
KRNFVITVNDTDVSAKMTSVIQPNGKITLYFDNIPTEIEGIEWISKINATFGCGMYFLDHEIPVPAKW
IKSG

TLVEYEVIGKNCWNFNTSEACQGATTPNMRCIWC———————
PKVNKCIESNDNDTHGLKVNDCHVENHQ——-

SRITE AT-

>Smp_349530.1/1-343 gene=Smp_349530

MRYNFLPSLWILVYVIFVWLYKRSNC-
NDICNNRKLLHHGIVIIENDTYRYSIHFTHLMRIQHNQSQPVPSE
RFKNKIDYRYKAYPKFWFSFYGYHVKDIDFYNNH——-—
VFVYESNHIGNINNYIRNYKNSESRVLDEDKLLGV
QRNFSVNVNGSEVTFTMTILIHPSGKISFYYDNIPTEIEESQFKTRIVGTINCGGNREGHEIRVPAKW
IKSG

TLVEFEAIGEICSQYNTSETCPNATIWNTTCTWC——————- EKGEKCIIYNNQDTH-———
DCRVEKTSDVN

DLNSSTTTEHGETTSGITEVQQSTTKTTEE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSNE

>Smp_349700.1/1-350 gene=Smp_349700

MRYNFSPSLWILIYLFFLWPYKRFNC-
NDICKNPDLLNYENVIIENDTYRYSLHYKYSMRIQRDQPQPVPSE
RFKNKVDVIYEHSPQLSFSFYGSHVKNIHFRDGVQPIVYVLGGPYHGEIHNYIENNEKFDTAFLDEDK
LLGV

QRNFSINVNGTEVTATMTSLIDPNGKVSFHYDNIPNEIDGSKLQSKILRVILCE——-
RDHVIPVPAKWIKSG

TLVEYEAIGEICSQYNTKETCLRATTSKTICIWC——————-
EKGNACIESNDQNTHGLKVNDCRVEKKSDVN

DLNSSTTMEHSETTLGISEVQNMTTRTTEE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKENDH

>Smp_349710.1/1-351 gene=Smp_349710

MRYNFSPSLWILIYLIFLWPYKRFNC-
NDICKNPDLLNYENVIIENDTYRYSLHYYYSMRIQRDQPQPVPSE
RFNDKIYGRSDHRPQFSFSFYGSHVKEIYFHERHEDSVDAFNKLRIGYIFNFIKNYTESESWFLDEKE
LLGV
QSNSSISVNGAEVTATMTRLIHPNGKVSFYYDNIPTKIEESQLQSKILGLINCEDVVTNHEIPVPAKW
IKSG

TLVEYEAIGEICSQYNTSETCQNATTANMTCIWC——————-
QKGKKCIESNNPDTHSLKVNDCRVEKKSDVN

DLSTSTPIKDVETTLRSTKVQNMTTRTTEE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSNE

>Smp_349240.1/1-284 gene=Smp_349240

MRYNFSPSLWVLIYLIFVWHYKRFNC-
NDYCKNSDLSHYEIVIIENDTYRYSLHYKYSMRIQRNQSQPVPSD
RFKNKISYIYYGKPQFSCSYYGIHVEQIDFYKYHGENVFEFGGSYIGTIINYIKNYKKSESRVLDEKE
LLGV
KRNISINVDGSDVTATMTSLIHPNGKVSFYYDNIPTEIEESRLQSEIYGLIRCEEGLRSLEISVPAKW
IKSG



TLVEFEAIGEICSQYNTSETCQNATTSNMTCIWC———————
EKGRACIESNDQNTHGLKVNDCRVEKNPDVN

D
—-LNS

>Smp_102020.1/1-273 gene=Smp_102020

MRYNVSPCLWILIYLLFVWPYKRFNC-
NEICNDPYLRYYENVIIENDTYLYSHHYKYSMRIQRHQSQPVPSD
RFNIKINGVHTVYPQFTCSYHGSHVHKIMFYEDNADDVYEYGRSYIGTNHNYLNNYVKLKSAVLDEEN
LLGV
QRNFSINVNGAEVEATMTSLIYPNGKVSFYYDKIPMKLWKVKLISKLTGIIKCEDGLKSFAIHVPEKW
IKSG

TLVEFQAIGEFCLQYDASETCQNAKTPTTTCFCC——————— EKIEEKKEK—————————
MNMNTGTAA———

ENKQE K——

>Smp_350210.1/1-345 gene=Smp_350210

MRYNFSPSLWILIYLIFLWPYKRFKC-
NVDCERPNLYQYEIVIIENDTYRYSIHYKYSMRIQHNQSQPVSSD
RFTNKIDYRYSARPQFSLSYYGSRVHEIRFYEHDEGKVYNFRGLYSGSIYNYIKK—
VKSESRVLDEKELLGV
QRNFLMNVNGTEVTTTMTSLIHPSGKISFYYDNIPREIEESQLKSRIFEQISCRVGFRFYSILVPAKW
IKSG

TLVEFEAIGEICSQYNTNETCQNATISNLTCFWC—————— EKIEKCIISNLQHTH———
DCRIEKTSDVN

DLNSSTTTEHGETTSGITEVQYMTTRTTEE-
NKQHKSHWYLYVVIPIVASLFLICIGCIIWRWLLRRKGSDE

>Smp_350150.1/1-344 gene=Smp_350150

MRYNFSPSLWMLIYLIFVWPYKLFNC-
NDICNNPDLGHHEIVIIENDTYRYSLHYKYSMTIQRNQSQPVSSE
RFKNKIDGVYRSDPEFSSSFYGSQIHEIAFNVHH——
HMLVFRGFQIGEIINYIENYEKTESRVLDEEELLGV
KRDFLINVNGAEVTATMTSLIDSNGKVSLYYDNIPKEIEESQLKSGILGIISCENVVTNHEISVPAKW
IKSG

TLVVYEAIGKICSQYNTNETCQNATIPNLTCFWC——————- EKKEKCIISSNQDTH-—————
DCRVEKTSDVN

DLSTSTPIKDIETTLTSTEVQNRTTRTTGE-
NKKHKSHWYLYVVISLVASLFLICVGCIIWRWLLRRKRSNE

>Smp_173350.1/1-347 gene=Smp_173350

MRYNFSPSQLIITYVIFVWSHKRFNC-
NDICNNRALRNYENIIIENDTYRYSLHYNYSMRIRRNQSQPVPSK
RFKGNVENIYGVYPRFSFSYYGKHVQQIDFH—-
PKDNVYVFEESQIGIIINYMKNYENTESPVVHDKELLGV
KRNFLININDSEVTATMITLLHPNGKVSFYYDNIPTDIDGSKLESKIVGTIRCGGVNVDHGIPVPAKW
IKSG

TLVEFESIGEICSQYNTIETCQRSTTLKTTCIWC———————
EKGEKCIESNNPDTHVLKVNDCSVEKKSDVN

DLNSSTTTEHSERTLGITEVQ--TTKTTDE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSNE

>Smp_349080.1/1-290 gene=Smp_349080

MRHTLLRCLSMTFYVVVLWPYTFSKS—-
EDICEDNELQHRQNVIVQNDSYQYSLHYNYSMKITRHQLHPIVSD
NF-IKFSDNQKVYPNFFFKYYDSDVYS——FYIDKTGAI————
AFHEGLVFINIPDIYPSDLEILNNEEMVAV
KWSFKSNEDDTDFTAKITCLIYANGNISLYFEKIPSQIRKKYLQIGITTQIYCKTGVKSPKINVPAKW



IKSE

TLVEYEVIGTMCSQYTTTKSCQEEKTSDMTCIWC——————-
DKANKCIASNDQSTSKSKVNDCHVETSQETE

DL STPASIK-

RTETT SDV

>Smp_350510.1/8-363 gene=Smp_350510

MRHTLLRCLSMTFYVIVLWPYKFSKS-
EDICEDSKLQHRQNVIVQNDSYQYSLHYNYSMRIRCDQLHPVVSN
SF-IKFSDDQKVNPKFSFKYYDSDVYS——FHIDKTGAI———
AFNVGQIFINIPNFHSSDFEILNDKELVAV
KWSFKSNEDGTDGTAKITCLIHANGKISLYFANIPSKIQGKNLQIGIIGQIYCKTGVKSPRLNVPAKW
IKSG

TLMEYEVIGTMCSKYTTTESCQKEKTSDMTCIWC——————-
DKANKCIASNDQDTQMLKVNDCHVETNSKVT

DLSTSTPIQQSETTSDVTEVENLTTKTIEV-
NKHKKSSWYLYIVIPLVVSLFLIFVGCFIWIWINRKWKYSF

>Smp_349690.1/1-348 gene=Smp_349690

MRYNFSPSLWILIYLFFLWPYKRFNC-
NDICKNPDLLNYENVIIENDTYRYSLHYKYSMRIQRDQPQPVPSE
RFKNKVDVIYDHRPQFSFSFYGYHVQKIYFHERLQPIVYVLGGPYHGEIHNYIENNEKFDTAFLDEEE
LLGV

QRNFSINVNGTEVTATMTSLIHPNGKVSFHYDNIPKEIDGSKLQSKILRVIFCE——
RDHVIPVPAKWIKSG

TLVEYEAIGEICSQYNTKETCLRATTSKTICIWC——————
EKGNACIESNDQNTHGLKVNDCRVEKKSDVN

DLNSSTTMEHSETTLGISEVQNMTTRTTEE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSNE

>Smp_349210.1/1-302 gene=Smp_349210

MRYNFSPSLWIRIYLIFVWHYKCFNC-
NDICKTSDFSPYEIVIIENDTYRYSFHYKYSMRIQRYQPQPVSSD
RFKKMSTYIYYATPQFSFSFYGFHVEQIDIYKYHGENVFQFQKTYIGTIDSYIKEFENSESRVLDEKE
LLGV
KTNFSINVNGLDVTATMTSLIHPNGKVSFYYDNIPTEIEESRLQSEISGLIRCKEGHRSPEISVPAKW
IKSG

TLVEFEAMRDRCLQYNTSETCQNATTSIVRCFWC——————-
ERERACIESNDQNTHYLKVNDCRVEENPDAN

DLNSSTTMKHSE———————————

SVVYFED DCL
>Smp_349160.1/1-284 gene=Smp_349160

MRYNFSPTLWVLIYLISVWPYKRFNC-
NDICKNSDLRDYEIVIIENDTYRYSLHYNYSMRIQRHQSQPNLSG
SFKNMVKDIYAGFPRFSFTYYGSNVRQIDFYKVNADDIVVFGSIHLGDIVNNIQNYTKLESEILDEEE
LLGV
KRNFSVNVNGSEVTATMTSLIHPNGKMSLYYDNIPTEIEQNKLRSLIYGRIACENGHRDHEIPVSAKW
IKSG

TLVEFEVIGKICSQYNTSERCQNATTSNMTCIWC———————
EKGNACIESNDQNTHGMKVKDCRVEDT————

STGNN GRK

>Smp_329780.1/1-280 gene=Smp_329780

MRYTILRSLWLSFHLITIIWPYRYFNC-
HEICENPNLLSYENIIFENDSYRYSLHYNYSMRIRLHQSQPAFTD

SY-
QKIYTSYFVKPKFSFRFYDTLIHEVCIYYFGNIRLTRKRYDYFGGVENFAQNIQECETMVSNEEELLA



\
KRNFVITVNDTDVSAETTSVIQPNGKITLYFDNIPTEIEGIEWISKIDTKFKCEKNFTKHEIPVPAKW
IKSG

TLVEYEVIGKNCWNFNTSETCQRATTSNMTCIWC——————-
QKVNKCIESNDNDTHGLKVNDCRVE—————-

NMITE AT-

>Smp_349730.1/2-346 gene=Smp_349730
MRYNFLPSLWILVYVIFAWPYKRFNC-NDICKNP————-
EIVIIENDTYRYSLHYYYSMRIQRYQSEAVPSD

RFKNMIDYKYDRRLQFSFSFYGTHV-
KIYFHKNLQPILHIFGWSYIRNIHNYIKKYTKIETGVLDEKELFGV
KRNFSINVNGSEVTTTTTTLIHSNGKVSFYYDYIPKEIEGSQLKSEIFGQLSCKGVVTNHEIPVPAKW
IKSG

TLVEFEAIGEICSQYNTKETCLRATTSKTICIWC——————-
EKGNACIESNNQNTHGLKVNDCRVEKNSDVY

DLNSSTTMKHSEKTLRITELQNMTTRTTEE-
NKQHKSHWYLYVVILLVASLFLICIGCIIWRWLLRRKRSNE

>Smp_179970.1/1-348 gene=Smp_179970

MRYNFSPSLWILIYLFFVWNYKRFNC-
NDICKNPDLEHYENVIFENDTYRYSLHYYYSMRIQRNQPQPVSSE
RFNNKIDFRYEARPQFSISFYGSHVEEIDFHEDDGNTAYEFGRSYIGNTYNYIENYKKSDTAVLEEKE
LLGA
KWTFSINVNGSEVTATMTTLMHPNGKLSFHYDNIPMEIEESRLQSKIVGIIRCEGGLKKPEISVPAKW
IKSG

SLVEFEVIGEICSQYNTSETCQKATTLTMTCFWC——————
EKGKKCIESNDQNTHGLKVNDCRVEKS-DVN

DLNSSTTMEHSETTLGITEVQ-—TTKTTEG—-
NKQDKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSNG

>Smp_349650.1/1-340 gene=Smp_349650

—————— MSLWILIYLFFVWNYKRFNC-
NDYCERPDLYPYEIVIIENDTYRYSIHYNYSMRIQHNQSQPVPSE
RFKEKVVDIYEARPKFSYSFYGSNVHEILFYNHDGDYVFDFGESHIGNIDNYINNYEKSELRVLNEEE
LLGV
QRNFSINVNGAEFTATMTTLMHPNGKLSFYYDNIPKEIDGSKLQSKIFGIILCKDDTAEHEIRVPVDW
IKSG

TLVEFEAIGEICSQYNTSETCQRSITLKTTCIWC——————— EKGEKCIISNLQDTH-———-
DCHVEKTSDVN

DLSTSTPIKDIETMLRSTEVQNMTIRTMEE-
NKQHKSHWYLYVVIPLVASLLLICIGCIIWRWLLRRKRSNE

>Smp_350160.1/1-345 gene=Smp_350160

MRYNFSPSLWILVYVIFVWLYKRFNC-
NDYCERPDLYNYEIVIIENDTYRYSIHYKYSMRIQRNQSQPVPSE
HFISKIYDKYDILPGFSFSYYGSHVRRIQSY-
HDAELVYDVGYSHIGNIYNYVVNYNNLETYVIRGKELLGV
KRNYSTNVYGTEVTATMTSLIQPNGKVSFYYDNIPTEIEEYKVRSKIRGLINCEGGRKKHEISVPAKW
IKSG

SLVVFEAIREICSQYNTNETCQNAEISILTCFWC——————- EKKEKCIISNLQDTH-———-
DCRVEKNSNVN

DLNISTTMEHSKTTSGITEVQNRTTRTTEE-
NKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSNE

>Q8TA58_CAEEL/506-556

LSTQC-
DT




CLSSR-DPY—CGWC——————— VSNNHCTQE —————————-

ESCEREVPHT—
SRGWLDFQNSKCP
>Q8TA58_CAEEL/833-882
LATNC-
GR
CLTLDADKYDCGWC——————- SLDSKCARP—————————-
HQCSNRQI-——
PENWLNA-
SQLCP
>Q7QEM6_ANOGA/808-861
MSDSC-
GV
CLALE-EKYKCGWC——————- SSSNTCEVE—————————
DQCGISGKVEGQ
N KTDWLNN-
QQTCP
>096681_DROME/834-883
MADSC-
GI
CLALS-EKYNCGWC——————- SSTNTCEVE-————————-
EQCNKNKEG——-
KTDWLNR-
SEICP
>PLX2_CAEEL/711-748
LASDC-
SS
CLALS-PSLSCGWC————————— NRQCS
HECHESKA————
TAVCD

>TAG53_CAEEL/667-709

QTDC-



VS
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