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[bookmark: _Toc511093565]Peptidoglycan recognition proteins (subset)
Acromyrmex echinatior (NCBI and i5k)
>XP_011052663.1 
>AECH18862-RA Aech_09175
>AECH17637-RA Aech_07904
>XP_011050201.1 PREDICTED: peptidoglycan recognition protein [Acromyrmex echinatior]
>AECH10739-RA Aech_00705
>XP_011056059.1 
>AECH17636-RA 

Tumida (NCBI)
>XP_019877814.1 
>XP_019877658.1 
>XP_019878098.1
>XP_019876965.1 
>XP_019877660.1 
>XP_019876017.1 
>XP_019871642.1 

Agrilus_planipennis (NCBI)
>XP_018332570.1 
>XP_018318747.1 
>XP_018318746.1 
>XP_018318744.1
>XP_018318743.1 
>XP_018318742.1 
>XP_018318741.1 
>XP_018318740.1 
>XP_018331133.1 
>XP_018318745.1 
>XP_018336902.1
>XP_018336886.1 
>XP_018336893.1
>XP_018329558.1 

Apis Mellifera (NCBI) 
 >XP_006565566.1 
>XP_001121036.2
>XP_006565568.1
>XP_006565567.1
>XP_392452.2 
>XP_006565569.1 
>XP_006565570.1 
Atta cephalotes (NCBI)
>XP_012056262.1 
>XP_012059667.1 
>XP_012057776.1 
>XP_012059701.1 

Bemisia Tabaci (NCBI)
>XP_018900438.1 
>XP_018900438.1 
>AJQ31845.1 

Blattela germanica (i5k)
>BGER015516-PA
>BGER011423-PA
>BGER017966-PA
>BGER013416-PA
>BGER013414-PA
>BGER015094-PA
>BGER013415-PA
>BGER017969-PA
>BGER022191-PA
>BGER013413-PA

Cimex lectularius (i5k)
>XP_014247859.1 
>XP_014247857.1 
>XP_014247856.1
>XP_014247858.1 

Drosophila melanogaster (includes isoforms) (Flybase)
>FBpp0081872 
>FBpp0081873 
>FBpp0081874 
>FBpp0297234 
>FBpp0297235 
>FBpp0297236
>FBpp0099636 
>FBpp0099635 
>FBpp0099637 
>FBpp0113069 
>FBpp0422538
>FBpp0422539
>FBpp0088491 
>FBpp0088998
>FBpp0088492
>FBpp0289518 
>FBpp0289519
>FBpp0290987
>FBpp0300668 
>FBpp0312389 
>FBpp0073968 
>FBpp0300347 
>FBpp0076161 

Homalodisca vitrepennis (i5k)
>HVIT007323-PA
>HVIT027965-PA
>HVIT025475-PA
>HVIT000476-PA
>HVIT000477-PA
>HVIT008922-PA

Ladona fulva (Includes isoforms) (i5k)
>LFUL015023-PA
>LFUL009705-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL012351-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL008797-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL019530-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL012356-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL014142-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL002714-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL009033-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL012355-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL008796-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL012357-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL008795-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL014141-PA
>gnl|Ladona_fulva_protein_v0.5.3|LFUL012353-PA

Oncopeltus fasciatus
>gnl|Oncopeltus_fasciatus_OGSv1.2_protein|OFAS001578-PA >gnl|Oncopeltus_fasciatus_OGSv1.2_protein|OFAS000511-PA

Pediculus humanus
>PHUM581030-PA 

Heliconius erato (Uniprot and Lepbase)
>heliconius_erato_demophoon_v1_core_32_85_1__protein__evm.model.Herato0211.36 Peptidoglycan-recognition protein LB OS=Drosophila melanogaster GN=PGRP-LB PE=1 SV=1 [Source:UniProtKB/TrEMBL;Acc:Q8INK6]
MGITPLLLLLSVVVSVLSLPPPRIVGNRDNDLKLVSREQWGALPPKGHSVLRTPVPYVVI
HHTYIPRACQNKIECIAAMRSIQNTHQNSNGWSDIGYNFAVGSDGVAYEGRGWEYVGAHA
YGFNSNSIGIVLIGDWVSAVPPAVQLETTKKLIARGVDLGYISPEYKLVGHRQVTATECP
GSALFNEISTWDRFTKEV
>heliconius_erato_demophoon_v1_core_32_85_1__protein__evm.model.Herato0211.37 Peptidoglycan-recognition protein LB OS=Drosophila melanogaster GN=PGRP-LB PE=1 SV=1 [Source:UniProtKB/TrEMBL;Acc:Q8INK6]
MYASSIYTCIAIFILNIFLIVHGHPVNEKHKSYTLYTREDWGAAPPTDVEPIKTPVPYVI
IHHTYIPGACNTTAQCKATMKSMQNYHISLDWGDIGYHFCVGSEGGVYEGRGWHTVGIHA
GPANRVSIGICLIGDWRVEEPPHKMLHATKALIADGVRKGVLSSDYKLKGHSQIMATECP
GTALLNIISKWDHFSEGQGLTKA
>heliconius_erato_demophoon_v1_core_32_85_1__protein__evm.model.Herato0211.38 
MLFLMTGAVLVQAMAAVVGAPKLTCQELAGNEVPSYNFPYVRRPQWHARLPKYKEPLSVP
VPYIVIHHSYSPPACYDTISCQQAMRSMQNFHMDEREWADIGYNFGVGGDGIAYEGRGWD
VLGAHSLHFNNFSIGICLIGDWINTVPPLQQLKTTQALIAAGVDMGYIRKDYKLVGHRQV
RNTECPGDALYEFTPNGGNTRAKLRAPTSILYSKI
>heliconius_erato_demophoon_v1_core_32_85_1__protein__evm.model.Herato0606.4 Peptidoglycan-recognition protein SC1a/b OS=Drosophila simulans GN=PGRP-SC1a PE=3 SV=1 [Source:UniProtKB/TrEMBL;Acc:Q70PU2]
MIKLISIVFFVYLSCADAVCPGVVTKKEWDGLSPLQVQYLPRPVSLVIIQHTVTPACDSD
ASCVDIVQSIQNTHMETLNYWDIGISFLVGGNGKVYEGSGWLHVGAHTYGYNRKSIGISF
IGNFNSDQPTQAALDAAQELIKCGVEQGHLSPDYKLVGHKQISATESPGRKLYNEIRRWP
HFLNDVSSIKN
>heliconius_erato_demophoon_v1_core_32_85_1__protein__evm.model.Herato0606.5 
MNLKKCIDLIVITSICNVVVATSDCDVVPIEKWGDSPSVRKIYLEKPVKMAVVQHTVTPE
CASDEECEKILNNIRKFQTQISQFDDIAQSFLVGGNGKIYEGAGWRVGAHTLGFNDKSIS
ISFLGDFREKLPVPQALQAAKNFLSCSTENNNLDKDYRLIGHMQLSATLSPGAVLQSEIE
TWPHWYNINKN
>heliconius_erato_demophoon_v1_core_32_85_1__protein__evm.model.Herato2101.399 
MWPGKDGGPETNSAYCNNACSDVAVIDDRAVATAVPPAPVVSTLNVTKSSKVHIGTKIVS
VTQNVHNVEVVKELPFLTYLWNLIRNSSRTERLSCVAVLIVLITCITLIVYFSVKRVDDG
DPEDRPSNLWNISSEMWLAQPYDDNPIAKNFLPLMLVIVQHTVSGECTKFAQCAAELRTM
QGWFIRDKGYNIPYNFIVGNDGRVYEGRGWNKEGAHTFGYNRCSLGIAFIGDYRESRPHH
SRVTDLQLNRTRMLLDEGVRRGYMRPDYLIVGAKDVQSTQSPGSNLHNALQQWSNFDHHG
RFQNMNCVVNTTLLSVIPTQETNEALHPPILCLIMKKDESYITFRNLVSLIRR

Triboleum castaneum (NCBI)
>EFA01279.2 Peptidoglycan-recognition protein SC2-like Protein [Tribolium castaneum]
MPNSEVVLKSENEDSAVTELEDLCCSSDASFTPTAINVENSKDVIIGPVTQFHGPVTIYQNVTQSSASRGTIGNGSANTT
DLNGKLVKSESTCSDSPHAEKPKNSFLYSKHVKYLGISLVVIVILVTTTCVLILPRKTEKSPETPDTNTATPRLPLGPGA
IIEKKIWGGRATLNFSKPLPHPTHFVIVSHTVTPTCSDFPACSQRVQSMQDYHVGNLKSPDIGYNFVIGGDGNAYVGRGW
DIRNFHMDDSIGISFIGNFLHDHLTTEMISVAKKLLDEGVKSGKLARDYKLVAHNQTFRTESPGPNVYKEIKNWPHFDAG
IYYSR
>XP_008192537.1 PREDICTED: peptidoglycan-recognition protein LA isoform X1 [Tribolium castaneum]
MTLISASDNSAFHVFPLGMPNSEVVLKSENEDSAVTELEDLCCSSDASFTPTAINVENSKDVIIGPVTQFHGPVTIYQNV
TQSSASRGTIGNGSANTTDLNGKLVKSESTCSDSPHAEKPKNSFLYSKHVKYLGISLVVIVILVTTTCVLILPRKTEKSP
ETPDTNTATPRLPLGPGAIIEKKIWGGRATLNFSKPLPHPTHFVIVSHTVTPTCSDFPACSQRVQSMQDYHVGNLKSPDI
GYNFVIGGDGNAYVGRGWDIRNFHMDDSIGISFIGNFLHDHLTTEMISVAKKLLDEGVKSGKLARDYKLVAHNQTFRTES
PGPNVYKEIKNWPHFDAGIYYSR
>XP_008192547.1 PREDICTED: peptidoglycan-recognition protein LE [Tribolium castaneum]
MQPEGTLANPLTSDGEDTVSTSSEDDNECDGAVVLHEDDRPEVPSFGNISVMNSNDIHFGNKTFYQGPVTIKQFLYANGK
TTSDKSDSEVVLDATTLADSGLENPTFVNDNNTASEKTNAASKPAVQENSSGIVKGFRRLQKFFQENVVILVSLLAVLIV
SLAILMVVLLLRHSPNPIEDDQITREKLDEQEKNTPVDSPIDPQANLTLPPKLKLVSRLEWLAQPPVQPANPLAVPVPYV
IILHTATENCSSQAQCIFHVRFIQTFHIESRSWWDIGYNFLVGGDGEAYEGRGWKSEGAHTYGYNAKSIGIAFIGTFNSF
KPPERQITACKQLIAKGVELGFIRKDYKLLAHRQLETTQSPGAALYEEMKTWEHWAKTP
>EFA01280.1 Peptidoglycan-recognition protein LE-like Protein [Tribolium castaneum]
MQPEGTLANPLTSDGEDTVSTSSEDDNECDGAVVLHEDDRPEVPSFGNISVMNSNDIHFGNKTFYQGPVTIKQFLYANGK
TTSDKSDSEVVLDATTLADSGLENPTFVNDNNTASEKTNAASKPAVQENSSGIVKGFRRLQKFFQENVVILVSLLAVLIV
SLAILMVVLLLRHSPNPIEDDQITREKLDEQEKNTPVDSPIDPQANLTLPPKLKLVSRLEWLAQPPVQPANPLAVPVPYV
IILHTATENCSSQAQCIFHVRFIQTFHIESRSWWDIGYNFLVGGDGEAYEGRGWKSEGAHTYGYNAKSIGIAFIGTFNSF
KPPERQITACKQLIAKGVELGFIRKDYKLLAHRQLETTQSPGAALYEEMKTWEHWAKTP
>XP_008192927.1 PREDICTED: peptidoglycan-recognition protein 2 [Tribolium castaneum]
MGRKFVIIFSILHQILARTESNLPAVCPEIVSRTRWGARTALEVDYALIPVENVVVHHTVTNTCSTEEECAAILRNIQNF
HMENLDFHDIGYNFLVGGDGQIYEGAGWHKVGAHTRGYNSRSLGLGFIGNYTTQLPNKKQIQAAKDFLQCGVELGELGKS
FKLFGARQVSATESPGLKLYRELQNWPHFTRSPPK
>EFA12467.1 Peptidoglycan-recognition protein SA-like Protein [Tribolium castaneum]
MGRKFVIIFSILHQILARTESNLPAVCPEIVSRTRWGARTALEVDYALIPVENVVVHHTVTNTCSTEEECAAILRNIQNF
HMENLDFHDIGYNFLVGGDGQIYEGAGWHKVGAHTRGYNSRSLGLGFIGNYTTQLPNKKQIQAAKDFLQCGVELGELGKS
FKLFGARQVSATESPGLKLYRELQNWPHFTRSPPK
>XP_008193407.1 PREDICTED: peptidoglycan-recognition protein SC2 [Tribolium castaneum]
MFRLVLLLAAWPHLAHSACPTVISRSEWGARAPKSSQPLAQKPAPFVVVHHSDGSNCLSLQACKSRVKGIQNYHIDHNGW
QDIGYNFLIGGDGNVYEGRGWGIWGAHVPRYNSKSIGICVIGNFQSTAPTQTQLDALKQLISCAQEGNYVQSDYRLIGHR
QGSRTSCPGNQLFNEIGGWTHFDATARP
>EFA11602.1 Peptidoglycan-recognition protein SC2-like Protein [Tribolium castaneum]
MFRLVLLLAAWPHLAHSACPTVISRSEWGARAPKSSQPLAQKPAPFVVVHHSDGSNCLSLQACKSRVKGIQNYHIDHNGW
QDIGYNFLIGGDGNVYEGRGWGIWGAHVPRYNSKSIGICVIGNFQSTAPTQTQLDALKQLISCAQEGNYVQSDYRLIGHR
QGSRTSCPGNQLFNEIGGWTHFDATARP
>XP_968926.1 PREDICTED: peptidoglycan-recognition protein LE [Tribolium castaneum]
MATQSEDEKKNKVCQNYMKDENFNDSSFNKCGEILEKCNLSDSSSDYLSTLEENNEGNVLNIKSENVCFTNKMIATNNQL
QQDFLTIDNILSKGPNQYNNIQIYKSQNVHIGDVTHINGPVYINHLTPTINQNIVINTNTNNDEDYPIVARRTWLAQPPL
DPDDVKFFKKPPKFVIICHSASEEAYTQTDNNLLVRLIQQFHVESRKWNDISYNFLVGAEGSVYEGRGWKTVGAHTQGYN
SVSIGICFIGCYIQNLPPSVALRKAKELIRYGVKIGAISEDYTLLGHCQCRSTESPGRRLFEEIKSWERWDGKISLENPS
PLIE
>EFA01375.1 Peptidoglycan-recognition protein LE-like Protein [Tribolium castaneum]
MATQSEDEKKNKVCQNYMKDENFNDSSFNKCGEILEKCNLSDSSSDYLSTLEENNEGNVLNIKSENVCFTNKMIATNNQL
QQDFLTIDNILSKGPNQYNNIQIYKSQNVHIGDVTHINGPVYINHLTPTINQNIVINTNTNNDEDYPIVARRTWLAQPPL
DPDDVKFFKKPPKFVIICHSASEEAYTQTDNNLLVRLIQQFHVESRKWNDISYNFLVGAEGSVYEGRGWKTVGAHTQGYN
SVSIGICFIGCYIQNLPPSVALRKAKELIRYGVKIGAISEDYTLLGHCQCRSTESPGRRLFEEIKSWERWDGKISLENPS
PLIE
>KYB28764.1 Peptidoglycan-recognition protein SC2-like Protein [Tribolium castaneum]
MCPLMKLIRVNSSRYRQKSDVVSRSQSGKLVKSESTCSDSPHAEKPKNSFLYSKHVKYLGISLVVIVILVTTTCVLILPR
KTEKSPETPDTNTATPRLPLGPGAIIEKKIWGGRATLNFSKPLPHPTHFVIVSHTVTPTCSDFPACSQRVQSMQDYHVGN
LKSPDIGYNFVIGGDGNAYVGRGWDIRNFHMDDSIGISFIGNFLHDHLTTEMISVAKKLLDEGVKSGKLARDYKLVAHNQ
TFRTESPGPNVYKEIKNWPHFDAGIYYSR
>XP_015833415.1 PREDICTED: peptidoglycan-recognition protein SC2 isoform X2 [Tribolium castaneum]
MLNGRPRSFSVTKPKNGSVALISASKSKFASMSMTVMCPLMKLIRVNSSRYRQKSDVVSRSQSGKLVKSESTCSDSPHAE
KPKNSFLYSKHVKYLGISLVVIVILVTTTCVLILPRKTEKSPETPDTNTATPRLPLGPGAIIEKKIWGGRATLNFSKPLP
HPTHFVIVSHTVTPTCSDFPACSQRVQSMQDYHVGNLKSPDIGYNFVIGGDGNAYVGRGWDIRNFHMDDSIGISFIGNFL
HDHLTTEMISVAKKLLDEGVKSGKLARDYKLVAHNQTFRTESPGPNVYKEIKNWPHFDAGIYYSR
>XP_008194895.1 PREDICTED: peptidoglycan-recognition protein LB isoform X2 [Tribolium castaneum]
MSELVVVPREGWHARPPTATEPMANPVPFVITHHSYIPPACHTPEACVQSMQTMQDMHQLQNGWNDIGYSFGVGGDGNAY
EGRGWSKVGAHAPKYNNISIGICVIGDWTKELPPENQLNTVHKLIAFGVEKGYIREDYKLLGHRQVRDTECPGDRLFEEI
STWEHFGVKGERRQENNGVEDNKLFFFKHKS
>XP_969556.1 PREDICTED: peptidoglycan-recognition protein LB isoform X1 [Tribolium castaneum]
MYTFLFCFAAFLATGQMSELVVVPREGWHARPPTATEPMANPVPFVITHHSYIPPACHTPEACVQSMQTMQDMHQLQNGW
NDIGYSFGVGGDGNAYEGRGWSKVGAHAPKYNNISIGICVIGDWTKELPPENQLNTVHKLIAFGVEKGYIREDYKLLGHR
QVRDTECPGDRLFEEISTWEHFGVKGERRQENNGVEDNKLFFFKHKS
>EFA05744.1 Peptidoglycan-recognition protein LB-like Protein [Tribolium castaneum]
MYTFLFCFAAFLATGQMSELVVVPREGWHARPPTATEPMANPVPFVITHHSYIPPACHTPEACVQSMQTMQDMHQLQNGW
NDIGYSFGVGGDGNAYEGRGWSKVGAHAPKYNNISIGICVIGDWTKELPPENQLNTVHKLIAFGVEKGYIREDYKLLGHR
QVRDTECPGDRLFEEISTWEHFGVKGERRQENNGVEDNKLFFFKHKS
>XP_008192540.1 PREDICTED: peptidoglycan-recognition protein SC1a/b-like [Tribolium castaneum]
MVFIATNPELKQNKQKSLVILDLKECVAFFLVVFLAMLAIIFALSAIGIHFSVTKDDPLILPYDKWTIPQKFFNREQWGA
KPPLNQTRLQHPVDLVIIGHTVTDFCWNFEQCSHIVAAIQNYHLELKMSDIAYNFLIGGDGNIYEGRGWDVANSQRNHSI
SVSFIGNFILDELNLNMIDAFQQLMIDGVNGEKLSKKYKIMCHNQTKATLSPGKNVYKIVKTWPHFRSGVLKN
>XP_970847.1 PREDICTED: peptidoglycan-recognition protein 2 [Tribolium castaneum]
MSGSDPLTNTQQSDQDYYHPLCYSIQVDDENEQSALLPAFHQRKSLRVQDKIFIVFLFSILITGLAIGLYLLATEGHEWK
AAGVYNITVREQWQAHVPSSTMPKLELPVRRVLFLPANTTSCGSKSHCAKVLQELQLQHMLQWKEPDISYNFIMTADGRI
FEGRGWDFETSVQNCTVNDTVTVAFLDELDAKAPTFRQAEAAKMFLEVAVTEGKLERCFNTAVWGGNKFFIDLARNVQDV
LSECEGIT

Zootermopsis nevadensis (NCBI)
>XP_021940814.1 peptidoglycan-recognition protein SB1-like [Zootermopsis nevadensis] >KDR07310.1 Peptidoglycan-recognition protein LB [Zootermopsis nevadensis]
MGQRAVVVELCSVIAIILLMSEGAIVRRDASCLNIVTRAEWSAKPAKQRDNITSLPVPFVILHHTYIPKDCNSSEECKEA
MRSMQHMHQDLRGWFDIGYNFCVGETGEVYEGRGWDIQGAHAPRYNNRSTGICFIGDFMNSLPTPEMMEAAKDLIKCGVN
RGSIAEDYKLLGHRQVRNTLCPGDTFYENITTWPHWDPLQDVVPVPKQ
>XP_021940816.1 peptidoglycan-recognition protein LB-like [Zootermopsis nevadensis] >KDR07311.1 Peptidoglycan-recognition protein LB [Zootermopsis nevadensis]
MLRRIIKNTLCVLFITHLAMTACPEIVPRADWGAVAAVSIVVLTSLPVPYVVIHHTFLPGFCNTSQTCEAAMRSMQNYHQ
NTNQWHDIGYHFCIGGTGKVYEGRGWDVVGTHTPKYNSNSTGICFIGDFRTELPTPEMLSAAKSLIECGVERGSISPEYK
LLGHSQTRNTECPGAALFNEIKTWPHWDPLNNTSST
>XP_021940116.1 peptidoglycan-recognition protein SC2-like [Zootermopsis nevadensis]
MQSSWASLFLIGNFFAFGYAALPLQILTWGKTPPPFHITIWATLVQNPVQSICSCPLPDTKRLSYPTACPRIVSKDEWGG
RPPKGPTEKMNVPVPFTVVHHGGSKDYCTTEERCAAIVRSYQTSHMDSNGWNDIGYNFVVGEDGNVFEGRGWEAVGAHAP
TYNTKSIGICIIGDFTDRLPNEAALKAVQSLIECGVEQNKIQRQYQLIGHRQNTASSTVCPGTKLFEEIMTWPQWTPDPK
NVKGFQTNWD
>KDR07939.1 Peptidoglycan-recognition protein SC2, partial [Zootermopsis nevadensis]
TACPRIVSKDEWGGRPPKGPTEKMNVPVPFTVVHHGGSKDYCTTEERCAAIVRSYQTSHMDSNGWNDIGYNFVVGEDGNV
FEGRGWEAVGAHAPTYNTKSIGICIIGDFTDRLPNEAALKAVQSLIECGVEQNKIQRQYQLIGHRQNTASSTVCPGTKLF
EEIMTWPQWTPDPKNVKGFQTNWD
>KDR18042.1 Peptidoglycan-recognition protein 1, partial [Zootermopsis nevadensis]
IPVSTGEDDCPRIISRSGWGARPSKHVEYMKIPVEYAIIHHTVTPKCNSMAECVEKVSSIHSFHVNTNGWDDIGFSFLVG
GDGNVYEGRGWHQVGAHTYGFNKKSVGIALIGEFSDSLPPRVQLDALKRLLKCGVKEGELAEHYKLLGGRQISATKSPGL
ALYQEIQTWPDWVENP
>XP_021922592.1 peptidoglycan-recognition protein 2-like [Zootermopsis nevadensis]
MELFNTALLVALMTAIRPTEGEDDCPRIISRSGWGARPSKHVEYMKIPVEYAIIHHTVTPKCNSMAECVEKVSSIHSFHV
NTNGWDDIGFSFLVGGDGNVYEGRGWHQVGAHTYGFNKKSVGIALIGEFSDSLPPRVQLDALKRLLKCGVKEGELAEHYK
LLGGRQISATKSPGLALYQEIQTWPDWVENP
>KDR12888.1 Peptidoglycan-recognition protein LE, partial [Zootermopsis nevadensis]
SFGNIVVSSSSDVHFGNKTFYNGPVTIKQFVCTTKNGTIDAHHSENGYRNCDDSKVDVDEVLDPMSNQEVEPMVGWKNRM
LQWGRKMKCTRTRLTMLAIICVCVMVVLVAVLFSLPRLEEETATNNAVSGTLRIINRRTWLAQPAVRPSNPLQHPVPYVV
ILHTATDNCSTQAECVFIVRHIQTFHIESNGWNDIGYSFLVGGDGNVYEGRGWDTEGAFAYGYNSRAIGIAFIGTFTVDV
PEPKQILAGKQLMELGVTMGKISPHYKLLAHRQVSPTESPGLAFYEFLKTWPHWAEHP
>XP_021932121.1 peptidoglycan-recognition protein LC-like isoform X3 [Zootermopsis nevadensis]
MSLSKKHVLLPLRHRASPCGPVQRVGSAAPSVGYVRRSGMVESRRDVERAADSDSVPGPKEDDDSEGDLHHLEREGRQGV
DQWSDQVVLDDSEEEEDAESTSDIYRDDGDDDDSDLKIDSACSSNALALEAKKISESRPSFGNIVVSSSSDVHFGNKTFY
NGPVTIKQFVCTTKNGTIDAHHSENGYRNCDDSKVDVDEVLDPMSSGLPNGKVQCPTPSSPNVIISVPSALAVTSEPSPG
VNGSLLQIWQPSGTTNNAVSGTLRIINRRTWLAQPAVRPSNPLQHPVPYVVILHTATDNCSTQAECVFIVRHIQTFHIES
NGWNDIGYSFLVGGDGNVYEGRGWDTEGAFAYGYNSRAIGIAFIGTFTVDVPEPKQILAGKQLMELGVTMGKISPHYKLL
AHRQVSPTESPGLAFYEFLKTWPHWAEHP
>XP_021932119.1 uncharacterized protein LOC110835818 isoform X2 [Zootermopsis nevadensis]
MSLSKKHVLLPLRHRASPCGPVQRVGSAAPSVGYVRRSGMVESRRDVERAADSDSVPGPKEDDDSEGDLHHLEREGRQGV
DQWSDQVVLDDSEEEEDAESTSDIYRDDGDDDDSDLKIDSACSSNALALEAKKISESRPSFGNIVVSSSSDVHFGNKTFY
NGPVTIKQFVCTTKNGTIDAHHSENGYRNCDDSKVDVDEVLDPMSSGLPNGKVQCPTPSSPNVIISVPSALAVTSEPSPG
VNGSLLQIWQPSGNQEVEPMVGWKNRMLQWGRKMKCTRTRLTMLAIICVCVMVVLVAVLFSLPRLEEETATNNAVSGTLR
IINRRTWLAQPAVRPSNPLQHPVPYVVILHTATDNCSTQAECVFIVRHIQTFHIESNGWNDIGYSFLVGGDGNVYEGRGW
DTEGAFAYGYNSRAIGIAFIGTFTVDVPEPKQILAGKQLMELGVTMGKISPHYKLLAHRQVSPTESPGLAFYEFLKTWPH
WAEHP
>XP_021932118.1 peptidoglycan-recognition protein LC-like isoform X1 [Zootermopsis nevadensis]
MSLSKKHVLLPLRHRASPCGPVQRVGSAAPSVGYVRRSGMVESRRDVERAADSDSVPGPKEDDDSEGDLHHLEREGRQGV
DQWSDQVVLDDSEEEEDAESTSDIYRDDGDDDDSDLKIDSACSSNALALEAKKISESRPSFGNIVVSSSSDVHFGNKTFY
NGPVTIKQFVCTTKNGTIDAHHSENGYRNCDDSKVDVDEVLDPMSSGLPNGKVQCPTPSSPNVIISVPSALAVTSEPSPG
VNGSLLQIWQPSGNQEVEPMVGWKNRMLQWGRKMKCTRTRLTMLAIICVCVMVVLVAVLFSLPRLEEETGTSVRLPEDGI
ISATFSYRATNNAVSGTLRIINRRTWLAQPAVRPSNPLQHPVPYVVILHTATDNCSTQAECVFIVRHIQTFHIESNGWND
IGYSFLVGGDGNVYEGRGWDTEGAFAYGYNSRAIGIAFIGTFTVDVPEPKQILAGKQLMELGVTMGKISPHYKLLAHRQV
SPTESPGLAFYEFLKTWPHWAEHP
>XP_021921579.1 peptidoglycan recognition protein-like isoform X3 [Zootermopsis nevadensis]
MATLIGSIQNPHGESHHHTAAAAKYNKMACLCLHWRIFLPTLAVIVLLVIILTAIIIHFSSSSRDDLPKQTFYPAPEDPE
PNPNTTLPGDHVIYSKEDWYGVAPKFERQLKHPTPFVVISHTATPACYSPVVCAARMRNFQDVHMGDSHNFPDIGYSFVV
GGDGNVYVGRGWDATNMHSGFVKRCNIGISFIGNFVHDTPTNGQIQAVQELIKLGVSLGKIDKNYKLVAMNETFTTLSPG
VVLYGIIAKWPHFWKPSHDDIGMCPYTV
>XP_021921578.1 peptidoglycan recognition protein-like isoform X2 [Zootermopsis nevadensis]
MPVDNNINDTTINMTASIPSRKADMQKKDVLATDDGSCTHSNGSSTSEDEEDPDYEGVSTHEVSEVSTGALCLSGSPSNF
HMENNSDVQIGPRLHYNAPVTINQFVHVLGSNEVSPDGILQEAVRAPIHGLDAEESNISQDPEPNPNTTLPGDHVIYSKE
DWYGVAPKFERQLKHPTPFVVISHTATPACYSPVVCAARMRNFQDVHMGDSHNFPDIGYSFVVGGDGNVYVGRGWDATNM
HSGFVKRCNIGISFIGNFVHDTPTNGQIQAVQELIKLGVSLGKIDKNYKLVAMNETFTTLSPGVVLYGIIAKWPHFWKPS
HDDIGMCPYTV
>KDR18605.1 Peptidoglycan recognition protein I-alpha, partial [Zootermopsis nevadensis]
IYSKQDLGAIKELCSEQLVHPTPVVVISHTTTRQCTSFDTCSEAARLIQLNIIGKRGSQNSANAADIGYNFLIGGDGNVY
EGKGWDEMSSHRTPEGILGISFIGNYHKDRLTYGQIEAAQELLALGVKLEKLSPSYILVAHYQTASTDNPEPNPNTTLPG
DHVIYSKEDWYGVAPKFERQLKHPTPFVVISHTATPACYSPVVCAARMRNFQDVHMGDSHNFPDIGYSFVVGGDGNVYVG
RGWDATNMHSGFVKRCNIGISFIGNFVHDTPTNGQIQAVQELIKLGVSLGKIDKNYKLVAMNETFTTLSPGVVLYGIIAK
WPHF
>XP_021921577.1 peptidoglycan-recognition protein LA-like isoform X1 [Zootermopsis nevadensis]
MPVDNNINDTTINMTASIPSRKADMQKKDVLATDDGSCTHSNGSSTSEDEEDPDYEGVSTHEVSEVSTGALCLSGSPSNF
HMENNSDVQIGPRLHYNAPVTINQFVHVLGSNEVSPDGILQEAVRAPIHGLDAEESNISQATLIGSIQNPHGESHHHTAA
AAKYNKMACLCLHWRIFLPTLAVIVLLVIILTAIIIHFSSSSRDDLPKQTFYPAPEDPEPNPNTTLPGDHVIYSKEDWYG
VAPKFERQLKHPTPFVVISHTATPACYSPVVCAARMRNFQDVHMGDSHNFPDIGYSFVVGGDGNVYVGRGWDATNMHSGF
VKRCNIGISFIGNFVHDTPTNGQIQAVQELIKLGVSLGKIDKNYKLVAMNETFTTLSPGVVLYGIIAKWPHFWKPSHDDI
GMCPYTV
>XP_021921586.1 peptidoglycan-recognition protein SC2-like isoform X2 [Zootermopsis nevadensis]
MKLLRGSTRHRGNAFFQSPLITGSGPSVPPLRIPRTRPRENQFNNEVGTNPNAALRDHAGANLHRQTTTTPKKSVIVRLL
WVFIVIISFTTVCLITAFAIQNSQYEELVSVGMKSSSHFNASVSVGFDPMMKTPSSEPFRLPGGHYIYSKQDLGAIKELC
SEQLVHPTPVVVISHTTTRQCTSFDTCSEAARLIQLNIIGKRGSQNSANAADIGYNFLIGGDGNVYEGKGWDEMSSHRTP
EGILGISFIGNYHKDRLTYGQIEAAQELLALGVKLEKLSPSYILVAHYQTASTDSPGKNIVKVIEKWPHWSPSYRIT
 >XP_021921582.1 peptidoglycan-recognition protein LA-like isoform X1 [Zootermopsis nevadensis]
MKMAGGSRDTTEVTLTDDDDDEESDSDEEPHRITLQALQQVPAQSVVVDDSSDVHVGPRLTYNGPVIVNQILQLTGEGRG
LSDISQQGLLRQAITAPGNTADPLSNNTKENQFNNEVGTNPNAALRDHAGANLHRQTTTTPKKSVIVRLLWVFIVIISFT
TVCLITAFAIQNSQYEELVSVGMKSSSHFNASVSVGFDPMMKTPSSEPFRLPGGHYIYSKQDLGAIKELCSEQLVHPTPV
VVISHTTTRQCTSFDTCSEAARLIQLNIIGKRGSQNSANAADIGYNFLIGGDGNVYEGKGWDEMSSHRTPEGILGISFIG
NYHKDRLTYGQIEAAQELLALGVKLEKLSPSYILVAHYQTASTDSPGKNIVKVIEKWPHWSPSYRIT

Ephemera danica (i5k)
>gnl|Ephemera_danica_protein_v0.5.3|EDAN001633-PA
LCLIIKKRRVEDKVMLFTSFTMLNVSVLTVALVLSVTEACPSIKSRSSWGSKPSVTPAANQKNPSTLAIIHHSDTPPCTTTQQCEARVRQIQSFHVNNRGWGDIGYNFLIGGDGTIYEGRGWGKVGAHAKGYNSISTGICFIGNYKTSPPPRHLLQLAKDLIACGVTKKFINPNYGLRGHRQVGQTECPGNALYKEIMGWPPLLLTITAELVLTACPNIKARSTWGAKNPKKPLSPLTQNPAPYVIIHHSDSPPCTTSQQCQARVLSIQADHQTSARGFDDIGYTFLIGGDGNVYEGRGWGKSGAHAPNYNSKSVGICVIGDFMATNPPNNMLQLVKDLIACGVDSGKIRSNYKLLGHRQVRATSCPGDKLFNEIKTWPKWSSQP
>gnl|Ephemera_danica_protein_v0.5.3|EDAN016974-PA
LTPVTMAKDSNNLNSNRLYVECSDSDESDSDSDTVAVDNIDTTVPPSYFGNIDVKNSSNIIFGNTVSYNGPVTVQQFVNSGENAVDNNINSVDLLANTNGVKPITAVAEKSLPVSFNHKPQHPSHLSQQFSIVLAKDESEESSSKWKPRRWFIVAVGSCILVVVTLIVVLAIVLSGPANPTSKKDDTDWENYYNKSQTLLNGTEGIAPFYSRADWLAQPVGPGDKLKTQHAPLVIISHSATAPCFNNSQCIFQVRKIQTFHMESQGWRDIGYNFLAGGDGGVYEGRGWDLIGAHAYGYNNVSIGICTLGTFTKEAPPQKQIRAVKLLIEEGVRQGKISPRYKLLAHSQVSATESPGAAYYKVIQTWPHWVPRPNATLPEPDEKLKT
>gnl|Ephemera_danica_protein_v0.5.3|EDAN015174-PA
MKTAIVFLACVTYVAAQAGCPNIVSRAEWGARPPTATSPMSNPVPYVVIHHSEGASCTTQTSCESVVRGIQDYHMDSNGWNDIGYSFLVGEDGNAYEGRGWSNVGAHAPGYNSNSIGICFLGSFMTRVPNNAALNAGKQLIQCGVSNGYIRSAYSLYGHRQVTATDCPGDALYAEIQTWTNYDPTP
>gnl|Ephemera_danica_protein_v0.5.3|EDAN013912-PA
MQSRKLAGLVGAVALLIMAHSVQSWPVSSAEVVTPSGSTNAALLIRPRSAWRALEPREVQPLKFSPAPFVVLHHTYIPAFCPSAAECEVSMREMQRMHQQDRGWFDIGYTFVVGGDGAVYEGRGWGRDGAHAPRYNDKSVGIAFVGDFRTSVPSSEMMLAAQNLISVGVREGHIRADYALLGHRQTRDTECPGDALFAEISSWPHFRAEPPADPQDFEAFLAANTTLTPLQ
>gnl|Ephemera_danica_protein_v0.5.3|EDAN008911-PA
MKTAIVLLACFAYALAQPGCPNIVSRSEWGARPPKSTTPMYNPVQYVVIHHTAGSTCTTQTSCSAEVRAIQNQHMDVNGWNDIGYSFLVGEDGNAYEGRGWSNVGAHAPGYNDVNRIPNNAAINTCKQLIQCGMDARYVQYAHSLLGHRQAVATECPGDALYAEIQTWDNYDPTP
>gnl|Ephemera_danica_protein_v0.5.3|EDAN005909-PA
MFMYARKFLSYIYDNFSQQVVVALCWPQVRYLQRCHIKQRRLGDISFNFLVGGDGNVYEGRGWTTACGDDTTGLPLICTFHDFQVENLCRRQQRALQGLLQMAVARRTLAKNYQLLVLHPILDTIMRHWSKPEDMEVVNREKWGTIDPEHTYFLTDQLTYVIISHSVFQFCSSSKQENIEYIRYIQNVHAHEMGWGDIGYNFLIGGDGRVYEGRGWHAKSAHTYAYNHLALGVCFVGDFRVEAPSEVQLQACQKLLRIAVARGQLAPHYKLVGHCQVRNTASPGQALMEVIKTWPHWSSQL
>gnl|Ephemera_danica_protein_v0.5.3|EDAN011265-PA
MMVRKQSTHSMQLVPLALVLTAAAAPSHLVIAASIVTEAPTELRIVSRDEWYAREYRTTTPQRVPVPFVVIHHGGIPEYCINITTCSEQVRKYQMLHMDDRGWDDIGYSFLVGEDGNVYEGRGWRRVGAHAPQYNNQSIGICIIGDFSKQLPNKLALDAVHALIKHGVQEGLILPQYTLLGHRQVRETQCPGEALYQEIMTWTHFDLSPFPRKYCTPCNPITATCNFTTILPTCNTATSRKNIGLLLFLAIPMIVLRYITLT
>gnl|Ephemera_danica_protein_v0.5.3|EDAN015175-PA
MKTAFVLLACVAYAAAQAVDQGRYIKMKTAFVLLACVAYAAAQAGCPNIVSRSEWNARPPTSTSPMSNPVPFVVIHHSAGASCTTQSSCTSQVQGIQNYHMDTNGWNDIGYSFLVGRVPNNAALDAGKQLIQCGVSNGYIRSAYSLYGHRQVTATECPGDALYAEIQTWTNYDPTP

Frankliniella occidentalis (i5k)
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC016414-PA
MESRLPHLTYCVTLLPAAPAPCRHWLAALVGLVLGVGITALLAGVIILAIQRSGADEQPQTPPTAGDPFSERSNCLPFSEGWGWQNKSGESRHGIPHASQTRKIQEFHMGKENNWSDIGYNFLVGGDGLVYSGRGWDIVGAHTKTWNNKSIGVGVIGSFSEVAAFPWQLSAMKGLLAWGVSKGKLTADYGVMGASQVQDTDSPGQRLMQDLRAWKHWRNYTYTTSTLHTAHGGT
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC016412-PA
MTGLSAPALAPVLPWPPPRRRSSDVPSLGSRDGCWLVDSTPSSGVACVLWDCPCPAPDLWGGRRVSARNSMLICTPSSDSNGENDSGDSGSSCSGGSCSGDSCSGSPSSSSFRGGSSCSDNVLVTPMDAKKVAHLAVTQSCARMAVGSVSMTNASAQIGNISNFNGPVTVVVGSAGGELDRAEDARPEPPQLPDRLHDKCPTVESAPALSQPDSQTSTARGKFKSVRELQREHMDVRAPALDDIEFNFLVGGDGAVYEGRGWDAVGRPLGGWHHESLSVAMIGTFHQRQPTAAQADAALRFVEWAMSDLERIRTDYRAAGACQFEDTDSPGARVMDMLVVWPHWWNHSTVDAPCIPMRKAQSALS
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC001419-PA
ARCGTRLDIGTRSPHLAFPPAAPYQESASASLPAMRSATRTAAAAADARILGPLLIILSLTLQAPGARGACPDIIPRRRWGAASSERVDYIPFPVRDVIVGHTVGGSCASEEACAQEAVSIQKQHKALGWGDIGYGFLIGGDGLIFEGQGWHKEGAHTYGYNKKSIGVAFMGDFSERRASTAQLKALRALLRCGVELGELSEDVRLYGQRQVQQTESPGRELYKQIKELPEWVAAP
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC003455-PA
MAEKVGVTYTGLGAGRRIAASSAEPLITLPVNCMCVKAANMGPRDVCGLPSPPPPAYTTKSSGTVTPDGMVVLVDVASVPPPPVPSPTATRVHATLADGSCYCSATDDGDSSNSSGTGSVWTNFSDGCRGCRSSIGNITLANSTAQIGSVMNYITVLVPDEAAATKTGGDRDLAGVALQAATLAAKEKLSCLHPNEDKELPSSLTASQTLAMRRHLRWPCVAVPIALLAAILVVYFMVLIQHQSEDAVPGPVTLPNGVTLAGREVWHAQPPRKRMPRLFTPVKYVVVHHTATDHCFHLEHCANMVRAFQQYHQDALGRDWDDIGYNYLVGGDGVVYEGRGWDWVGAHFELTEWGNKTMNIALIGNFVNAVPPAFQRDQLRKFIAWGVEMGKIRRDYQLMGACQIKDTQSPGLRFMDDLRTWTHWWNFAATALVLVAVVVVLGILVLTRPGPSDSASQTALDTNKATTTTAAATTTTTTMTTFTVPSTTDSTPLVGSTSKRPFEAEVLVSRGEWRARGARNPGSVLMTPVMDVIVQHTAGYQCATRAECSAEVRCSLPLLLLRTLRRGREKRNEHTSLCPQVLRIQDSQMDWRHRPQPFSDIGYNFLVGGDGHAYWGRGWDTVGAHTYGWNTKSIGVGIIGTFTNETAPPALQSALRRLLEWGVSLGKLTGNYKIMGACQVQSSDSPGWSFMEDLRTWSHWSNYTSVPWACMT
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC016416-PA
MVANDVCGTVSVGDTTLVQEDAHTQVVATPGNTRAVRDVVVSSRGSLDSGLAIARYDDDENDASSDSASSGGSVAPWSSEGSSGSEMVVADITITDGSANIGIFKNYVNVFMCEGKGEQLTGFPGAEGLPTAALKNAQVKVQAAAPVPAGPCALQDTDKKGREVDQTAKCRGPVDACWNNLNKVLRWPWSIVPSAAVSVAILVVIYFTLLSPPQSNSSDPTDPIILPNGIQYASRKVWKAVPPKRKMPGLTLPSTAVIIHHTATSACYTTKVCIDMVAAMQRYQMDVEGARRDWADIGYNFLVGGDGVVYEGRGWEHAGGHFEKEIWSPQTVGIAVIGDFTETLPPENQLQQLRKFVAWATTVGKVASDYKLYGVCQLKATKSPGLLLMARLRTWPHWDSFVAKPNVASASAAAALSDRMFDDVLHTGDDDGDVDGDGWSSPGSSDCTSLESVWSGAGGTQGADGPGVNVDKLKMVNSTAQIGNINNYKGPVTVVVTNEANNVGCVSMPAVLSPGGGLVLSAGTLEHVVSQEQLLGPTNTGSAPTTPAAETNRALKKFLRWPCVTVPVTMLVAALGLVVTVVLVSLPRADGIIELKNGVKLAKRSFWHARNPKKPADILRTPVDIVIINHSGTEFCFDAQECIDRISMIQSYNMDSVNRSWDDIAYNYMIGGDGVTYEGRGWDAVGAHVQGWNTKSLGVGIIGNFTWQTPTDVQRDQLKKFLAWGVELGKVRRDYKLAGACQLHASDSPGRRFMDELRTWPHWWDYMFKENACSGGSAVGPQTVNPDREVAGRNDHLLSLGELASGGQSGTLSLAQSLSYESVSVEGSRNVQIGNNIHIHGEVTLVLPVDSSGLPSAKIRDELGEKPADADKDRPLHSAQDSSKKQTGKAEFPGLVTRREWNAWDPRYAKVPDELPLPVRTVIVHHTTTRPCDSRADCAKIDLAFDTDNDDIPYNFLVGGDGLVYEGRGWGLIGGAVYGWNSEALVFALVGTFDYVEPTPPQRASLLRLLQWGLDHEKVHAEYRIAGACQLKVNATSTPGLRFMDDLKTWDHWWDFMIRPNRSCTLRLLVVLLVVLVVLLVAGVVVLVLTITTALQAGEDEPDTQHTFKAVDLMTRDDWLGRLSRGTPSRMTMPVDLVIIHHTAYEVCTTKAKCKQQVKRVQNQHMDDPNFRYFDIGYNFLVGADGLVYEGRGWDAVGAHLHGWNQKAVGVAILGTFTNVTAPPALQTALYSLLQWGESLGKLTKDYGIIGACQVRATKSPGRRFMGDLCTWSHWRNQTSVSKACTE
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC006882-PA
MGYIISVGTGEDGRRPEQQRQNCFRAPSSALTCVCPRIVPRDEWGARPPKAVLEMHNPVSTVVIHHTYSPSYCASAAACEEAMRSMQTFAVGGDGRVYKGRGWNRVGAHAPPYNQDSIGITLIGDWTAQAPPKEMLDAVSWLIRCGVDTGRIAPDYQLIGHRQARDTACPGDGLFAVVRTMPRWTATPAPPKHHGLSAAAPAAPALDHLSSDLPIPAAAVPEAPAAATAAAAPVVLEVSATPSPAARAGTYDPSTPVASRDAVEVRQLNKRASLRAGSLWDRLVLIWEHEAARQESEAAAAASQDAVVVS
>gnl|Frankliniella_occidentalis_protein_v0.5.3|FOCC016415-PA
MELDRAGARSGDTAEGVVLDQHGCLAEQNGGVAGALSLAQPLSYESIAVEDSRNMQIGNNIHIYGEVNWLQLKALSNDDDIPYNLLVGGDGLVYEGRGWSVVGATLPDWDSEILSLALIGNFDHASPTEQQRAALASLLQWGVSNGKVDKAYRLAGACQLREYEYFNDTSPGVLFMPELQTWDHWWDFMVRQRQNLALDSMNMSDIDYNFLVGGDGLVYLGRGWGGAGAHTLLHNNESIGVAAIGRFTFVTAPPALQNALLRLLEWGVRLGKLTEDYRVVGHCQLRPASDSPGRRFMQDLRTWSHCSSYTAVPEACTT
Dendroctonus ponderosae (NCBI)
>XP_019768562.1 PREDICTED: peptidoglycan-recognition protein LC-like [Dendroctonus ponderosae]
MSLQLSSSGLNRVDSSCSSSTASSGSDELQVLPLGYQIDHPSPNELIIRNNITEGTTTANIVNSPHATVG
TNLHIVLGDNANLYVGDGSRTLHDQANYAALRLTPGSPRSSSPESGANEAQPPRKAAIRSKIVYVPLILV
FSVSLIIIGVVVWAQTERTEETTTTEETEVPTSTTPVVTTEVPDYDGFYIPREVWGGADPTSPSIKAEPA
MLFVIKHTAGETCTNQKQCSKVVREIQKEHMEVLGFADISYNFLVGGDGKIYNGRGWGVQNEGRNDSLDV
AFMGNFNVDDPTTKMMNAALRIQITGQSAGQVKYGKYRVMNHNQTEPTDSPGKRLFAKTISNLNYYSGAV
CYHNASGQVVIDYDCP

>XP_019756553.1 PREDICTED: peptidoglycan-recognition protein SB2-like, partial [Dendroctonus ponderosae]
LENYQLSLPFLETDWVFRAFRPLWNLRKIVRKTQQFQPVKCKSPLKHLNSTVVSFLDSAFDNTPIIEHDQ
PHATKQKPSLASIQVLLPLAGFIAVGLVLTGIIVWRVRANYATTNEEAVTELVSTTVDYPLFVPREGWNA
LEPTSPPIPIAPALVFVGKHTGGSSCATPAECVARVQEIQREHMEVKGLADISYNFLIGGDGRIYTGRGW
GVENEGRNDSVDVALIGDFNIEVPTTEMVFLVRRLENRGPREGGLDYANYWAVNHNQTEPTDSPGAHLFA
RLASNGYFHYSSAVCYRNVSGGFEVDYQCPP

>XP_019769175.1 PREDICTED: peptidoglycan-recognition protein LB-like [Dendroctonus ponderosae]
MKLSLLCFGAVLVVAVCFQERQCAVCSMGPEIVSRDDWGAREPLLRENMTNPVPFVVIHHSYMPDACYTQ
EGCIEAMQWMQDLHMINNSWNDIGYSFAAGGDNRVYVGRGWSSVGAHAPGYNNRSIGICVIGDWSDRLPA
ESQLQAVKQLINMGIRNGFIQENYKLIGHRQARDTECPGDALYSEIQTWSHWIEDPTLDIKSSLAKEGLQ
PDPREIQDTPEEHNAVKRQSKAIKL

>XP_019768774.1 PREDICTED: peptidoglycan-recognition protein 2-like [Dendroctonus ponderosae]
MKTACFCLLLASLRGAAPAEPPKVECANLTVSRADWGARRPFAVDYSIIPVRNVVVHHTVTPGCSSGSQC
AGTLREIQNFQIDTLEFPDIGYNFMIGGDGRVYEGAGWHKVGAHTRGYNTKSIGVAFIGNFSDERPDAAM
LQALRRLLACGVAMGELHEQYRLFGGRQVTATASPGSRLYAELKTWPHFTLDPLSS

>XP_019763557.1 PREDICTED: peptidoglycan-recognition protein SC2-like isoform X3 [Dendroctonus ponderosae]
MSPKLPISDVWIARRLQRNNSRGFIWLQNVSKHRSVEIGIFVIVVILFFIVLMVLLVLGRSPAVVSNPSN
DLTTSSQKDTNLRMVSRYEWVAQPPIKKTTTLQTPVPYVIIHHTATEFCTSQAQCVFHVRQIQTFHIESR
GWFDIAYNFLVGGDGAAYEGRGWTGEGAHTLYWNKNSIGIAFVGTFLTTAPPEIQILACQKLIDLGVKLG
YIQQNYTLLGARQLFATESPGLALFEIIKKWDHWHSL

>XP_019763556.1 PREDICTED: peptidoglycan-recognition protein LF-like isoform X2 [Dendroctonus ponderosae]
MTLVATSDLSCTNQLPSSAPCNCSSDEESESDCSGDDSMCVQQLQSDSKCNEDCLMQSLGYPNSNIFPSY
GEVSIENSNDVHIGNKNFYNGPVKIKQIVYANGNPALVNSSDKAKDNLGFEMDSGHSAAEVKDCCKDPEL
ADQAAAESPQSPIRNGFIWLQNVSKHRSVEIGIFVIVVILFFIVLMVLLVLGRSPAVVSNPSNDLTTSSQ
KDTNLRMVSRYEWVAQPPIKKTTTLQTPVPYVIIHHTATEFCTSQAQCVFHVRQIQTFHIESRGWFDIAY
NFLVGGDGAAYEGRGWTGEGAHTLYWNKNSIGIAFVGTFLTTAPPEIQILACQKLIDLGVKLGYIQQNYT
LLGARQLFATESPGLALFEIIKKWDHWHSL

>XP_019763555.1 PREDICTED: peptidoglycan-recognition protein LF-like isoform X2 [Dendroctonus ponderosae]
MTLVATSDLSCTNQLPSSAPCNCSSDEESESDCSGDDSMCVQQLQSDSKCNEDCLMQSLGYPNSNIFPSY
GEVSIENSNDVHIGNKNFYNGPVKIKQIVYANGNPALVNSSDKAKDNLGFEMDSGHSAAEVKDCCKDPEL
ADQAAAESPQSPIRNGFIWLQNVSKHRSVEIGIFVIVVILFFIVLMVLLVLGRSPAVVSNPSNDLTTSSQ
KDTNLRMVSRYEWVAQPPIKKTTTLQTPVPYVIIHHTATEFCTSQAQCVFHVRQIQTFHIESRGWFDIAY
NFLVGGDGAAYEGRGWTGEGAHTLYWNKNSIGIAFVGTFLTTAPPEIQILACQKLIDLGVKLGYIQQNYT
LLGARQLFATESPGLALFEIIKKWDHWHSL

>XP_019763554.1 PREDICTED: peptidoglycan-recognition protein LC-like isoform X1 [Dendroctonus ponderosae]
MTLVATSDLSCTNQLPSSAPCNCSSDEESESDCSGDDSMCVQQLQSDSKCNEDCLMQSLGYPNSNIFPSY
GEVSIENSNDVHIGNKNFYNGPVKIKQIVYANGNPALVNSSDKAKDNLGFEMDSGHSAAEVKDCCKDPEL
ADQAAAESPQSPIRNGFIWLQNVSKHRSVEIGIFVIVVILFFIVLMVLLVLGRSPAVVSNPSNGTSAEPN
IIKPIEYDPDLTTSSQKDTNLRMVSRYEWVAQPPIKKTTTLQTPVPYVIIHHTATEFCTSQAQCVFHVRQ
IQTFHIESRGWFDIAYNFLVGGDGAAYEGRGWTGEGAHTLYWNKNSIGIAFVGTFLTTAPPEIQILACQK
LIDLGVKLGYIQQNYTLLGARQLFATESPGLALFEIIKKWDHWHSL

>XP_019763552.1 PREDICTED: peptidoglycan-recognition protein LC-like isoform X1 [Dendroctonus ponderosae]
MTLVATSDLSCTNQLPSSAPCNCSSDEESESDCSGDDSMCVQQLQSDSKCNEDCLMQSLGYPNSNIFPSY
GEVSIENSNDVHIGNKNFYNGPVKIKQIVYANGNPALVNSSDKAKDNLGFEMDSGHSAAEVKDCCKDPEL
ADQAAAESPQSPIRNGFIWLQNVSKHRSVEIGIFVIVVILFFIVLMVLLVLGRSPAVVSNPSNGTSAEPN
IIKPIEYDPDLTTSSQKDTNLRMVSRYEWVAQPPIKKTTTLQTPVPYVIIHHTATEFCTSQAQCVFHVRQ
IQTFHIESRGWFDIAYNFLVGGDGAAYEGRGWTGEGAHTLYWNKNSIGIAFVGTFLTTAPPEIQILACQK
LIDLGVKLGYIQQNYTLLGARQLFATESPGLALFEIIKKWDHWHSL

>XP_019763551.1 PREDICTED: peptidoglycan-recognition protein LC-like isoform X1 [Dendroctonus ponderosae]
MTLVATSDLSCTNQLPSSAPCNCSSDEESESDCSGDDSMCVQQLQSDSKCNEDCLMQSLGYPNSNIFPSY
GEVSIENSNDVHIGNKNFYNGPVKIKQIVYANGNPALVNSSDKAKDNLGFEMDSGHSAAEVKDCCKDPEL
ADQAAAESPQSPIRNGFIWLQNVSKHRSVEIGIFVIVVILFFIVLMVLLVLGRSPAVVSNPSNGTSAEPN
IIKPIEYDPDLTTSSQKDTNLRMVSRYEWVAQPPIKKTTTLQTPVPYVIIHHTATEFCTSQAQCVFHVRQ
IQTFHIESRGWFDIAYNFLVGGDGAAYEGRGWTGEGAHTLYWNKNSIGIAFVGTFLTTAPPEIQILACQK
LIDLGVKLGYIQQNYTLLGARQLFATESPGLALFEIIKKWDHWHSL

>XP_019754891.1 PREDICTED: peptidoglycan recognition protein 1-like isoform X2 [Dendroctonus ponderosae]
MTCPQTFVFILVSICVFSRNTDGCSEIKKRNSWGAVNANEQTKLVQNPPPLVIVHHSATRSCNSQDDCKK
LVSSIQHYHIFTNGWSDIGYNFLIGSEGTIYEGRGWGLIGAHAVGFNNNSIGICLIDNSPSEVQLSSLKS
LIACGVSTGKIHRNYTLIGHRQVSSTLCPGDKLYNILKNMPRFEPQPL

>XP_019754890.1 PREDICTED: peptidoglycan recognition protein 1-like isoform X1 [Dendroctonus ponderosae]
MTCPQTFVFILVSICVFSRNTDGCSEIKKRNSWGAVNANEQTKLVQNPPPLVIVHHSATRSCNSQDDCKK
LVSSIQHYHIFTNGWSDIGYNFLIGSEGTIYEGRGWGLIGAHAVGFNNNSIGICLIGNLQDNSPSEVQLS
SLKSLIACGVSTGKIHRNYTLIGHRQVSSTLCPGDKLYNILKNMPRFEPQPL

>XP_019773772.1 PREDICTED: peptidoglycan-recognition protein LE-like isoform X2 [Dendroctonus ponderosae]
MGTANRVVFEFDKMCTIRELSDANFTEPVKEENKSTKCMGRDQQLEVTDQNPNDHDSDLSDADTTEIDEE
ESRTSESDRQLVLKNQELNYLDGDIDEGLCNAFETKMNTLPRYRSNLMDTAAGIIRDTLNDTSRSRIADL
ISVEGGGPVHIGHIFNITEQVVLNIENNDQNCERPMKVYPKDPFPLLKRISWLAQPSVAEIEYLKEPAKY
VIICHTATEEGFSQAENVLILRLMQTFHIESRGWRDIAYNFCIGSDGNAYEGRGWFQVGSHTSSYNRNSV
GIAFIGCFLNHPPPQGALKKCQQLIAHGVEIGSINPDYQLIAHSQCRPFLSPGASIFEEIKSWKNFNPDF
KPTCAIKNEKM

>XP_019773771.1 PREDICTED: peptidoglycan-recognition protein LE-like isoform X1 [Dendroctonus ponderosae]
MGTANRVVFEFDKMCTIRELSDANFTEPVKEENKSTKCMGRDQQLEVTDQNPNDHDSDLSDADTTEIDEE
ESRTSESDRQLVLKNQELNYLDGDIDEGLCNAFETKMNTLPRYRSNLMDTAAGIIRDTLNDTSRSRIADL
ISVEGGGPVHIGHIFNITEQVVLNIENNDQNCERPMKVYPKDPFPLLKRISWLAQPSVAEIEYLKEPAKY
VIICHTATEEGFSQAENVLILRLMQTFHIESRGWRDIAYNFCIGSDGNAYEGRGWYKEGRHSVSYNKFSI
AIAFVGCFLKHLPPKKSLIRCQKLINHGIEIGAISPDFQLVAHCQCRPTLSPGPRLFEEVKTWKNFNPII
KNSHLCVLASKD


[bookmark: _9ee34lyp3q4y][bookmark: _Toc511093566]Gram-negative binding proteins
Amino-acid sequences
>XP_018898503.1 PREDICTED: uncharacterized protein LOC109031452 [Bemisia tabaci]
MHHFRCLISIGVYLFLFGVQKEVSASKGDYIGCFQDQEENRLLSETKERSAELTSSWCIEFCSEKGYPFAGTQYSSECYC
GYNRLPLIAKRPDSECSRPCSGDSKTRCGGELRLSVYETGISALGAFPNGFHLGCFKENAEKDNRKLLPDLHQQFDNLTP
KICSEFCFKNGFKLSGVQNGDDCFCTNKKLDNSDHKKILFRTGCDVPCSGDASKKCGGAQELNVYATGLTDIPATGRTYA
CYEDGPDSKGQLVRALPNFRAELRKILTPRICLNMCYQMGFNWAGVEAGYECFCGVWLPSIEKTAKDTECSVPCEGGPGE
TCGGLWRIQVYRTPLPEPQRESDTKEYLGCYQDQKGHRLLGEVREWSAELTPSSCIDLCSKGGYAFAGLYHSSDCFCGHN
RPPLLAKRPDAECSAPCSGDSKQKCGGTQNGLSVYKTGLSGIGALPSEFYLGCFSENTAKTAQRLLPEMKQEFNDLTPKM
CAEFCFRKGFKLAGLQGANCFCSSKKLDLTKKVDSKECTTNCEGDSSKKCGGSPLPVLSYLSVYATGLTEAPATGKQIAC
YKDGPNDENDRRLRALPDFRTALRGVSSPGICMNICYQMGFNFAGLQAGYECFCGVWQPAEVKSRPDTECNVICEGAPAE
ECGGHWRLQVYKTPLLGDEPEELVAYLGCYSDQENDRLLGDFREASPTMSPTFCSDLCSKGGYPFAGLHYSTECFCGHNR
PPLAVKRPDQECSLPCSGSNNQKCGDKNKLSIYQTRVPGIGSVPKGFYVGCFAENPFPDLQQSFKELTPQRCSEFCFERG
FKLSGVQGKNCFCTNSKLDLKKKVKDKECSTSCEADSSKKCGAKGRISVYTTGLTDSPATGRLVGCFEDEPTKSGQLQRA
LPNFRSDIRETNSPRTCLNICYQMGFRFAGLQDGYKCFCGKWQPAQEKRKSDAECNTQCSGDPSEKCGGNWRLQVYRTPL
ADEGAVTLGPSTTRGTTHPSTTKKTPSQQQKVTTTPSPTSNCQLSATIVNGKRACKNSVVFYDDFRKFDGTRWSHEVKVA
DKPDYEFTVYNSKAENTYMRNGALHIQPTIFDDNFVESGSIHLERCTGEVINDECTRNTDYFILPPTQSARINTRQKFSF
KYGVVEVQARLPVGDWIVAEMALIPSDNSYGPYYESGKIRIISRGNLNLQYDDGREMGSQTVEGSVMLGYGTSVKAKKAY
FSEKSGWRNVFHNFTMIWTPDDIAFMVDGRRKQNMMVNAHGSRLSDVLGFSNSEIKLWNIGTTIAPFDQSFYLSLGLYVG
GVRDFDEGASSNGYIKPWSNTDPRAMLTFWNRRNEWQRTWEGDSAFVIKSIKVTALLSHQSRHVHSFIICTKFNLTRCSF
GTIYLIRWAHSFLKIYFNGENGTPIKSPKKENRGLLALKTGLDAERTSLALGTVVSLLDPLNVAHKPVLKPSPPNSPPPL
GIGIATYQPSGPISQGTYQPVGPANQATYQPSGPINQGTYQPSGPANQATYQPSGPINQGTYQPSGPINQGTYQPSGPIN
QETYQPSGPINQGTYQPSAPAQGTYQPSGSANQGTYQPSGPVDQGTYQPPSSVNQGYQPPGSVNQETYQPVAPINNNQET
GRPSAQLNQETTGAGSQTNCPVSTTIVNGHRTCKNSVVFYDDFRKFDTDFWSHEVKVANKPDYEFTVYDSKPENTFYRNE
VLHIQPTIFDDSFVENGHIQLERCTGEVVNNECSRNTDYFILPPVQSARISTRQKFSFKYGILEVQARLPIGDWIVSEIA
LLPADHTYGTYYDSGKIRMMSRGNRHLKYDDGREMGSQTVEGSVMLGYGTRVKSKPVYFTDRNGWRNELHNFTIIWTPDD
IAFMVDGRKKQNVMVNAHGSRLSDVVGFPSSEIKLWNAGTSIAPFDQPFYVSLGLYVGGVRDFEEGASSNGYSKPWSNTD
PRAMLSFWNKRNEWQRTWQGDSAFVIQSVKITAL

>XP_018898564.1 PREDICTED: uncharacterized protein LOC109031490 isoform X1 [Bemisia tabaci]
MCSLNFRQFFAFCLILCYHHIKVVSSSRSGHYVGCYKENSGKDFETLGRYFSDFRHDFDDMTPKRCFQLCFRRGFKYAGV
QFGRECYCTNKELDKHKKTADGACQMPCPGDETKKCGGVMRLSVYATGLMAIESLPHGFHLGCFKENSGKEFETKGRFFS
DFRQDFDTLTPQLCMEVCFRAGFKLSGVQFKRECYCSDKALDLTKQTDEGTCDLPCSGNANQRCGGVLRLDVFATGWTAI
DSLPRGFHLGCFKENSDAISDAMRIFPEYRQDLDNLTPKLCTDVCSRNGFAYAGVQFGKECYCSSMPVDMTKQTDEKTCN
MPCAGDASQRCGGTLRLNVYATGHKQGKAEESPPSGSHLGCFKENSGREFETLGRYFPDFRRDFDDLTPKRCFELCFRRG
FKFAGLQFGVECYCTNKELDEHRKTVDSACQIPCPGDAAEKCGGKLRLNVYATGLTAIDSLPSGFHLGCFKENSGHEFDT
KGRFFPDFRQDSDHLTPKLCLKICFENGYKLSGVQFGRECYCSNKKLDITKQTDEDSCKMGCTGDSKQKCGGVMRLNVYA
TGVSSINSLPNGFHLGCFRETEGHDVQNSERIFPDFREDFDHLTPKLCLRLCAKKQFRLAGVQFGKECYCSNRELDMSRQ
TKPDECKMTCSGDVSEKCGGVWRMNVYATGVSEAGGENHVQDKVDSPTQQTMPTTSSSCVPARTMITNEKGPRRHKPACK
NSVILFDDFEKIDLDRWQYDVKIPSKPDYEFSVYDSKPENIFIKHGALHIQPTLLNESFVENGKLELERCTGDMFNDECT
RGTEFFILPPVQSARITTKQKFSFQYGLIEIQAKFPSGDWIAADIRLIPVTYSYGPFYESGTIRILSRGNSNLKTEDGRE
IGGRTVEASAMLGYGAKVRSKSVYYNDRSEWHQGFHNFTILWTPDDIMFMVDGKQRQNMMSNAPGLKLSDAVGFPSSEIK
LWNTGTSIAPFDRPFHVSLGVSVGGIRDFEDGCDNNGKPKPWSNSDPRAMTSFWNNRQEWQTTWRKEDSAFIVKSIKITA
V

>XP_018898567.1 PREDICTED: uncharacterized protein LOC109031492 isoform X2 [Bemisia tabaci]
MYSFKLHRFGFSSLFVLCFCQVTIEVSAEYLGCYLDQSENRLLGEIREWSDQLTPSACIDICSKGGYPFAGAQWGSECFC
GYNRPPQIAKRPESECSKPCSGDAKEQCGGNYRMNVYTTAVSGLGALPSGFYQGCFKENAGISTIFNLSERLLSGFRQDF
NGLTPKMCFEFCFKKGFKLSGLQWGKECYCSNKRLDLIMKKKVDDIECSSPCDGDDSKKCGSGWRLSVYATGLTDVPANG
RLIGCYSDSPPKATGEDAQLQHRRVLPDFKIDLTKTNSPRTCMNLCYQMGFSYSGVQYEFECFCARNGPPQHRIKPDDNC
NKKCPGDSAETCGGGWRIQIYKTPLADKSEPKFTDRPVLPVKTTAAPMQSTTQRNNCVLSTTTVKGKRVCKNSVIFSDDF
KKFDPKRWRHEIKIAAKPDYEFAIYDAKPENTYTKDGVLHIQPTVFDDNFVENGRIDLERCTGDAFNDECSRNTDFFILP
PIQSARISTKQTFSFKYGIVEIQAKLPIGDWIVPEIWLVPADNAYGSYYESGKIRFTSRGNSDLKYKDETDMGYQTLEGS
VMMGYGQTIKSRSVYYSNTNGWRDDFHNFTIIWTPDDVSFLVDGRKKQNIMQNAYGSRLSDMIGFSSSEIRVWNAGSPIA
PFDQPFYISLGVSVGGLRDFEDGATSNGHVKPWTNTDPRALLKFWNQRSEWLPTWQKDTSLVVKSIKVTAL

>XP_018898566.1 PREDICTED: uncharacterized protein LOC109031492 isoform X1 [Bemisia tabaci]
MYSFKLHRFGFSSLFVLCFCQGITIEVSAEYLGCYLDQSENRLLGEIREWSDQLTPSACIDICSKGGYPFAGAQWGSECF
CGYNRPPQIAKRPESECSKPCSGDAKEQCGGNYRMNVYTTAVSGLGALPSGFYQGCFKENAGISTIFNLSERLLSGFRQD
FNGLTPKMCFEFCFKKGFKLSGLQWGKECYCSNKRLDLIMKKKVDDIECSSPCDGDDSKKCGSGWRLSVYATGLTDVPAN
GRLIGCYSDSPPKATGEDAQLQHRRVLPDFKIDLTKTNSPRTCMNLCYQMGFSYSGVQYEFECFCARNGPPQHRIKPDDN
CNKKCPGDSAETCGGGWRIQIYKTPLADKSEPKFTDRPVLPVKTTAAPMQSTTQRNNCVLSTTTVKGKRVCKNSVIFSDD
FKKFDPKRWRHEIKIAAKPDYEFAIYDAKPENTYTKDGVLHIQPTVFDDNFVENGRIDLERCTGDAFNDECSRNTDFFIL
PPIQSARISTKQTFSFKYGIVEIQAKLPIGDWIVPEIWLVPADNAYGSYYESGKIRFTSRGNSDLKYKDETDMGYQTLEG
SVMMGYGQTIKSRSVYYSNTNGWRDDFHNFTIIWTPDDVSFLVDGRKKQNIMQNAYGSRLSDMIGFSSSEIRVWNAGSPI
APFDQPFYISLGVSVGGLRDFEDGATSNGHVKPWTNTDPRALLKFWNQRSEWLPTWQKDTSLVVKSIKVTAL

>XP_018898565.1 PREDICTED: uncharacterized protein LOC109031490 isoform X2 [Bemisia tabaci]
MCSLNFRQFFAFCLILCYHHIKVVSSSRSGHYVGCYKENSGKDFETLGRYFSDFRHDFDDMTPKRCFQLCFRRGFKYAGV
QFGRECYCTNKELDKHKKTADGACQMPCPGDETKKCGGVMRLSVYATGLMAIESLPHGFHLGCFKENSGKEFETKGRFFS
DFRQDFDTLTPQLCMEVCFRAGFKLSGVQFKRECYCSDKALDLTKQTDEGTCDLPCSGNANQRCGGVLRLDVFATGWTAI
DSLPRGFHLGCFKENSDAISDAMRIFPEYRQDLDNLTPKLCTDVCSRNGFAYAGVQFGKECYCSSMPVDMTKQTDEKTCN
MPCAGDASQRCGGTLRLNVYATGHKQGKAEESPPSGSHLGCFKENSGREFETLGRYFPDFRRDFDDLTPKRCFELCFRRG
FKFAGLQFGVECYCTNKELDEHRKTVDSACQIPCPGDAAEKCGGKLRLNVYATGLTAIDSLPSGFHLGCFKENSGHEFDT
KGRFFPDFRQDSDHLTPKLCLKICFENGYKLSGVQFGRECYCSNKKLDITKQTDEDSCKMGCTGDSKQKCGGVMRLNVYA
TGVSSINSLPNGFHLGCFRETEGHDVQNSERIFPDFREDFDHLTPKLCLRLCAKKQFRLAGVQFGKECYCSNRELDMSRQ
TKPDECKMTCSGDVSEKCGGVWRMNVYATGVSEAGGENHVQDKVDSPTQQTMPTTSSSCVPARTMITNEKGPRRHKPACK
NSVILFDDFEKIDLDRWQYDVKIPSKPDYEFSVYDSKPENIFIKHGALHIQPTLLNESFVENGKLELERCTGDMFNDECT
RGTEFFILPPVQSARITTKQKFSFQYGLIEIQAKFPSGDWIAADDIMFMVDGKQRQNMMSNAPGLKLSDAVGFPSSEIKL
WNTGTSIAPFDRPFHVSLGVSVGGIRDFEDGCDNNGKPKPWSNSDPRAMTSFWNNRQEWQTTWRKEDSAFIVKSIKITAV

>XP_022173857.1 uncharacterized protein LOC111036217 [Myzus persicae]
MMFKLLSFSLFATTVLAAQNTDYKFLGCFLEENLLTLGEESRILNPVTPQSCSDFCSEKKYTFFILKHDTCYCSKNYISR
LMRQLDFECSKKCSGDSSASCGGSPNLVSSYITDSSKASNFMGHGGYPIPIYLGCYAETPNDDGNRLLKGPAGPYTYNTP
QKCSEICFKMGYLFFGVTYGSECWCGNQRPAKSAKVEDINCDSPCSGDSKQFCGGGWKMGIYSTGITDYVPKKYIGCFDD
DGKKTKGKYLSFSMDINNSPKRCMNLCNTHRFKYAALKGNICECKNYEPSFNLKRSFSDCNTLCTENPSEYCGGSVTFSV
YKTLYSDPLAKVSVTPIGCFTNLKRHPVLNGWRISHARLTPKHCVYSCHTRRFPYAALISSKECLCTSTKPSYEAKTEDA
MCTIPCSGSSQHTCGGNNAINVYTTGLEWKTDTIGNNYLGCYEESQNNRIFNGYSRSFTVNTPEFCSNLCYKLGYTYSGV
TYKTECFCGSQSPNEPKFPRVEDKQCNTKCSGDANQFCGGGWRMGVFSTGLNDFQVEGRLLGCYVMQENTLNNIKFELIN
TNMPSKCSAICNNGGYQFSGVLGINCYCGNRAPENDQKVFESDCDTPCAGDSSKTCGGEDRIQIYDLMKVISINIPNTNS
SNDLVDEFDTLNLESIWSHDIFIAQEPDYEFVVYNNSEKNTFIKNGELVIKPTILSDNYVKNGCLVLKGCTKYEGSSGCS
MNASSYNIIPPIVSSRLTTKNNMFFLYGQLEVIAKMPTGDWMMPEIALVSKTNEQNKLVLATSFGNNNLKCNGEDESIAV
LKYGLKIDEQYHVKPIMMKSISASRWSEDYHTFGLSWTPENIVFKIDGESHQLDTSTLPLDLIFDSEYYISIGVSVGGMT
NFRDGCLSNNHLKPWKNFDIKAMLNFWKDRNNWVSTWNDEKSSLKVKRVKFTLLDNVKYL

>XP_001944473.2 PREDICTED: uncharacterized protein LOC100164352 [Acyrthosiphon pisum]
MFKLLSFSLFVTTVLAAQNTDYKFLGCFLEENLLTLGEESRILNPVTPQSCSDFCSEKQYTFFILKHDTCYCSKNYISKL
MRQLDFECSKKCSGDSSASCGGAPNLVSSYITDSSKASNFMGHGGYPIPIYLGCYAETPNDDGNRLLKGPAGPYTYNTPQ
KCSEICFKMGYLFFGVTYGTECWCGNQRPAKSAKVEDINCDSPCSGDSKQFCGGGWKMGIYSTGITDYVPKKYIGCFDDD
GKKTKGKYLSFSMDINNSPKRCMNLCNTHRFKYAAVKGNICECKNYEPSYNLKRSFSDCNTLCTENPSEYCGGSATFSVY
KTLYSDPLAKVSVNPIGCFTNLKRHPVLNGWRISYARLTPKHCVYSCHTRRFPYAALVSSKECLCTSTKPSYEAKTEDAM
CTIPCSGSSQHTCGGTNAINVYSTGLEWKTDTIGNNYLGCYEESQNNRIFNGYSRSFTVNTPEFCSNLCYKFGYTYSGVT
YKSECFCGSQSPSEPKFPRVEDKQCNTKCSGDANQFCGGGWRMGVFSTGLNDFQVEGRLLGCFVMQENTLNNIKFELINT
NMPSKCSAICNNGGYQFSGVLGIHCYCGNRAPENDQKVLESDCDTPCAGDSSKTCGGEDRIQIYDLMKVISINIPNTNSS
NDLVDEFDTLNLESIWSHDIYIAQEPDYEFVVYNNSEKNTFIKNRELVIKPTILSDNYVKNGCLVLKGCTKYEGSTGCSI
NASSYNIIPPIVSSRLTTKNNMAFLYGQLEVTAKFPTGDWIVPEIALVSKTNEQNKFVLGTSFGNNDLKCNGEDESISVL
KYGLKIDEQYHLKPVMMKSTLTSRWSEDYHTFVLSWSPENIVFKIDGESHHLDTSNLPLDLIFDSEYFISIGVSVGGMTN
FRDGCLSNSHLKPWKNFDIKAMLNFWKDRNHWASTWNDEKSSLKVKRVKFTLLDNFKF

>XP_022166764.1 uncharacterized protein LOC111031217 [Myzus persicae]
MTFYFVSLVLFSFSLCVTAASQRSNYKFLGCFLEDNLLTLGEESRVLTPISPQSCSEFCFGKKYLFFILKNENCYCSKNY
ISRLMKQFDNECTIKCTGDDTASCGGKPNLVSSYTTDSSISHNYIERGSFPIPIYLGCYSETPNDDENRLLKGPAGPYNN
NTPQRCLEICFRMGYLYFGNTYGSECWCGNQKPSKSSKVEDINCDSPCSGNSNQFCGGGWKMGIYSTGITDYVSKNYVGC
YDADDDENISKEKHLIFQMGTNNSPKRCMNLCNTQRFKYAAVKGNACECMNYEPNFSLKRSYSDCNTLCTENPSEYCGGR
NTFSIYKTLYLDPQGKVSVNKIGCFKNFKRHPLINGWGIISSNLTPKNCVYSCYARGFPYAALVSSKECLCSFTKPSNEG
MTEDNMCMTLCSGSSKDTCGGLNTINVYNTGLEWRTSTIGNYYLGCFEESQNNRILNGYSRSFSVNTPEFCSNLCYKFGY
VYSGVTYKSECFCGSQSPNEPKFAKLEDKQCNTKCSGDANQFCGGGWRMGVFATGLYDFPIEDRYIGCFVQEENSLSVTK
FELINTNVPSKCSAICHNAKYQFAGVMGINCLCSNIAPENNQKVDDANCDTTCVGDSSKTCGGEDRIQIYDLMRQINETE
SISIPDPMNYDDPFEYLNLNSAWSHDVFIAQEPDYEFVVYNSSEKNSFVKNRELVIRPTIQSDSFIRSGHLSLNGCTKQK
GSVGCEMVASSYIIIPPIVSARLTTKNYLSLLYGQVEVIAKLPIGDWIVSEIALVSKSNEKNRLVLAKSSGNTDLKCNGD
DESTTVLKYGLEIDELYHVKSKMMKLTSQNTWHNGYHSFKLSWSPENIVFKIDEEINHLDITNLPLDFIFDSEYFMSIGV
SVGGMNHFRDGCLSHGHLKPWRNFDTKAMLNFWKDKNHWSSTWNENKSALRVKRVKFTSLDS
>XP_008182377.1 PREDICTED: uncharacterized protein LOC100165182 [Acyrthosiphon pisum]
MTVYFFSLILLSFSLCVTAAPQRSNYKFLGCFLEENLLTLGEESRVLIPISPKSCSEFCFEKKYLFFILKNENCYCSKNY
ISRLMKQFDNECTIKCTGDESASCGGKPNLVSSYTTDSSISNNYIERGSFPIPIYLGCYSETPNDDENRLLKGPAGPYNN
NTPQRCLEICFRMGYLYFGNTYGSECWCGNQKPSKSLKVEDINCDSPCSGNTNQFCGGGWKMGIYSTGITDPQGKVSVNN
IGCFRNFKRHPILNGWGIISSKLTPKNCVYSCYARRFPYAALVSSKECLCSFTKPSIEGMIEDSMCTTVCSGSSKDTCGG
LNAINVYNTGLEWRTSTIGNYYLGCFEESQNNRILNGYSRSFSVNTPEFCSNLCYKFGYIYSGVTYKSECFCGSQSPNEP
KFAKLEDKQCNTKCSGDANQFCGGGWRMGVFATGLYDYPIDDRYIGCFVQEENSLSNAKFELINTNVPSKCSAICHNAKY
QYAGVMGINCLCSNHAPENNQKVDDANCDTTCVGDSSKTCGGEDRIQIYDLLRQINETESIQISDQINYDDTFEYLNLKS
AWSHDVFVAQEPDYEFVVYNSSEKNSFVKNRELVIIPTIQTDSFIRTGQLSLNGCTKHEGSVGCEMVASSYNIIPPVVSA
RLTTKNNFLFLYGQVEVIAKLPIGDWIVSEIALVSKSNEKNRLVLAKSFGNNDLKCNGDDESATVLKYGLEIDELYHSKS
KMMKLTSQDTWHNGYHSFKLSWSPENIVFKIDEETNHLDTMNLPLDFIFDSEYFMSIGVSVGGMNNFRDGCLSNGHLKPW
RNFETKAMLNFWKDKNYWSSTWNENKSALRVKKVKFTSSDS

>XP_015374238.1 PREDICTED: uncharacterized protein LOC107169111, partial [Diuraphis noxia]
MMFKCLSFSLFVTAVLAAQNTDYKFLGCFLEENLLTLGEESRILNPVTPQSCSDFCSEKQYTFFILKYDTCYCSKNYISR
LMRQLDFECSKKCSGDSSASCGGAPNLVSSYITDSSTKTEDAMCTIPCSGSSQHTCGGNNAINVYTTGLEWKTDIIGNYY
LGCYEESQNNRIFNGFSRSFKVNTPEFCSNFCYKFGYTYSGVTYKSECFCGSQSPNEPKFPRVEDKQCNTKCSGDANQFC
GGGWRMGVFSTGLNDFLVEGRLLGCFVMQENTLNNIKFELINTNTPSKCSAICNNGGYQFSGVLSINCYCGNRAPENDHK
VFESDCDTPCAGDSSKTCGGEDKIQIYDLMKVISINISNTNSSNDLVDEFDTLNLESIWSHDIFIAQDPDYEFVVYNNSE
KNTLIKNGELVIKPTILSDNYVKNGCLVLKGCTKYEGSNGCSMNASSYNIIPPIVSSRLTTKNNMLFLYGQLEVTAKMPS
GDWMIPEIALVSKTNEQNKFILGTLFGNQDLKCNGEDESNSVLKYGLKIDEQYHLKSIMMKSTLASXWSEDYHNFVLSWS
PENIVFKIDGESHQLDVSNLPLDLIFDSEYYISIGVSVGGMTNFHDGCLSNGHLKPWKNFDIKAMLNFWKDRNH

>XP_001948384.2 PREDICTED: uncharacterized protein LOC100159492 isoform X2 [Acyrthosiphon pisum]
MSFKHESPRLWNHVIVYLLYTCNFSILASSPEYLGCFLNEDLNISNGLNISLASLTPQECSDECYANNYTYAAINNEPFC
RCTNNYMSKLTKELDDDCNGSCNAARNGSNDRCQMHFKMFKTYNTSIIGEEKYPQAIYLGCFGERMGDDKNRLLKFPHER
YDDNSPQKCSEECFKIGFLYSGTTNGEKQGAACWCGNQYPSEKFKISDAKCNAICSGDSSKNCGGLWRLSVYSTGIVDYP
LRNLVGCYNLDGFSRYDKKVYILKETIDPHRCFYICNERGYKYVAVNEDHCECSDETPSADERKKLEECRKCAGDESEYC
GGPERISIYENDWFGIVTGNLSSTHFGCFENSWMYPVMDGWNISFPSELTTQKCASSCFTRGFPFVALVSSTKCLCSFDS
PPVEAKVKAGGLHCNVTCSGGTESVCGDRTHYNVFTTGLKTSRVAGDHYLGCYEETDVYRAFKKNQSVEFPYVNTPKICS
RHCDSVGYEYFQLSNRESCFCGNSHPADDGAVRVDDNNCSAQCSGDANKYCGGVFKIAAFRIGMVADIQYNCSTDCECYF
LPKRNVSKIDCSKSNLIDPSKIIPDLKTTSSSIDLILRDNLIEILPNLTSFHLNLLDISNNSIATLDTNLLPKSLKVLFA
DNNKLTTLNGNVLRLMQSLDVIMLSKNPWPCECDLLNTFLKYKSKIGDMNKITCTSSTVPLVHMNEYELCKKWKINYFYL
FIALGFVSFVCLLSVYFKLHRSVWLYILRNIQCDSCDVMSVQHTNNNGKDSEETFMQRIQYDELVLATDNWNQNRVLGEG
GFGVVYKGNWRHTDVAIKRLKAEGVAEKVVNMHTLGDGLLQNPSKEIMYLNAVKHDNVLSMYGFCFHSTGSCLIYQFMAN
GSLEDRLQCKSGTNPLSWKMRGNIATGIARGLQFLHNVETPLIHGDIKSANILLDSNLEPRIGDFGLARTGPLREQLINK
SVGFDVSHVCGTKPYLPEDFCRSRKLSTKVDTYSFGVVMFEIATGLRAFNRYKSYKYLKELVNKHDKPSIANIADKMAGH
DSFHIFEILITLGKACVADIAESRPEMVVVYMNLKNVLSSDTNVINVETSGEKHNNMANVHLKETKNPDIIKLNEIKASL
LAPLNEIPSISNLYSSPVHEADPRKIITTEVKSVSNEISDEGFFTTDF

>XP_016663430.1 PREDICTED: uncharacterized protein LOC100159492 isoform X1 [Acyrthosiphon pisum]
MSFKHESPRLWNHVIVYLLYTCNFSILASSPEYLGCFLNEDLNISNGLNISLASLTPQECSDECYANNYT
YAAINNEPFCRCTNNYMSKLTKELDDDCNGSCNAARNGSNDRCQMHFKMFKTYNTSIIGEEKYPQAIYLG
CFGERMGDDKNRLLKFPHERYDDNSPQKCSEECFKIGFLYSGTTNGEKQGAACWCGNQYPSEKFKISDAK
CNAICSGDSSKNCGGLWRLSVYSTGIVDYPLRNLVGCYNLDGFSRYDKKVYILKETIDPHRCFYICNERG
YKYVAVNEDHCECSDETPSADERKKLEECRKCAGDESEYCGGPERISIYENDWFGIVTGNLSSTHFGCFE
NSWMYPVMDGWNISFPSELTTQKCASSCFTRGFPFVALVSSTKCLCSFDSPPVEAKVKAGGLHCNVTCSG
GTESVCGDRTHYNVFTTGLKTSRVAGDHYLGCYEETDVYRAFKKNQSVEFPYVNTPKICSRHCDSVGYEY
FQLSNRESCFCGNSHPADDGAVRVDDNNCSAQCSGDANKYCGGVFKIAAFRIGMVADIQYNCSTDCECYF
LPKRNVSKIDCSKSNLIDPSKIIPDLKTTSSSIDLILRDNLIEILPNLTSFHLNLLDISNNSIATLDTNL
LPKSLKVLFADNNKLTTLNGNVLRLMQSLDVIMLSKNPWPCECDLLNTFLKYKSKIGDMNKITCTSSTVP
LVHMNEYELCKKWKINYFYLFIALGFVSFVCLLSVYFKLHRSVWLYILRNIQCDSCDVMSVQHTNNNGKD
SEETFMQRIQYDELVLATDNWNQNRVLGEGGFGVVYKGNWRHTDVAIKRLKAEGVAEKVVNMHTLGDGLL
QNPSKEIMYLNAVKHDNVLSMYGFCFHSTGSCLIYQFMANGSLEDRLQCKSGTNPLSWKMRGNIATGIAR
GLQFLHNVETPLIHGDIKSANILLDSNLEPRIGDFGLARTGPLREQLINKSVGFDVSHVCGTKPYLPEDF
CRSRKLSTKVDTYSFGVVMFEIATGLRAFNRYKSYKYLKELVNKHDKPSIANIADKMAGHDSFHIFEILI
TLGKACVADIAESRPEMVVVYMNLKNVLSSDTNVINVETSGEKHNNMANVHLKETKNPDIIKLNEIKASL
LAPLNEIPSISNLYSSPVHEADPRKIITTEVKSVSNEISVCLNGFKYRNIK
>XP_016663431.1 PREDICTED: uncharacterized protein LOC100159492 isoform X1 [Acyrthosiphon pisum]
MSFKHESPRLWNHVIVYLLYTCNFSILASSPEYLGCFLNEDLNISNGLNISLASLTPQECSDECYANNYTYAAINNEPFC
RCTNNYMSKLTKELDDDCNGSCNAARNGSNDRCQMHFKMFKTYNTSIIGEEKYPQAIYLGCFGERMGDDKNRLLKFPHER
YDDNSPQKCSEECFKIGFLYSGTTNGEKQGAACWCGNQYPSEKFKISDAKCNAICSGDSSKNCGGLWRLSVYSTGIVDYP
LRNLVGCYNLDGFSRYDKKVYILKETIDPHRCFYICNERGYKYVAVNEDHCECSDETPSADERKKLEECRKCAGDESEYC
GGPERISIYENDWFGIVTGNLSSTHFGCFENSWMYPVMDGWNISFPSELTTQKCASSCFTRGFPFVALVSSTKCLCSFDS
PPVEAKVKAGGLHCNVTCSGGTESVCGDRTHYNVFTTGLKTSRVAGDHYLGCYEETDVYRAFKKNQSVEFPYVNTPKICS
RHCDSVGYEYFQLSNRESCFCGNSHPADDGAVRVDDNNCSAQCSGDANKYCGGVFKIAAFRIGMVADIQYNCSTDCECYF
LPKRNVSKIDCSKSNLIDPSKIIPDLKTTSSSIDLILRDNLIEILPNLTSFHLNLLDISNNSIATLDTNLLPKSLKVLFA
DNNKLTTLNGNVLRLMQSLDVIMLSKNPWPCECDLLNTFLKYKSKIGDMNKITCTSSTVPLVHMNEYELCKKWKINYFYL
FIALGFVSFVCLLSVYFKLHRSVWLYILRNIQCDSCDVMSVQHTNNNGKDSEETFMQRIQYDELVLATDNWNQNRVLGEG
GFGVVYKGNWRHTDVAIKRLKAEGVAEKVVNMHTLGDGLLQNPSKEIMYLNAVKHDNVLSMYGFCFHSTGSCLIYQFMAN
GSLEDRLQCKSGTNPLSWKMRGNIATGIARGLQFLHNVETPLIHGDIKSANILLDSNLEPRIGDFGLARTGPLREQLINK
SVGFDVSHVCGTKPYLPEDFCRSRKLSTKVDTYSFGVVMFEIATGLRAFNRYKSYKYLKELVNKHDKPSIANIADKMAGH
DSFHIFEILITLGKACVADIAESRPEMVVVYMNLKNVLSSDTNVINVETSGEKHNNMANVHLKETKNPDIIKLNEIKASL
LAPLNEIPSISNLYSSPVHEADPRKIITTEVKSVSNEISVCLNGFKYRNIK

>XP_022165610.1 LOW QUALITY PROTEIN: uncharacterized protein LOC111030435 [Myzus persicae]
MSFKHVTKLPLWIHITVYLLYTCNFSVLASSPEYLGCFSNNDLNISNGLIIPLASLTPQECSDECHANNYSYAAINNEPL
CRCTNNYMSKLTKEMDDYCNVSCSAAGNASNERCQTRFKMFKTDNTSIIGEEKYPQAIYLGCYGERMGDDKNRLLKFPHE
RYDDNTPQKCSEECFKIGFLYSGTTNGEKQGAACWCGNQYPSEKFKISDAKCNAICSGDSSKNCGGLWRLSVYSTGIVDY
PLRNFVGCYNLEGFARYDKKIYILKETIDSHRCFYICNERGYKYASVNEDHCXCSDEVSGADERKNPEECIKCAGDESEY
CGGPDRLSIYENDWFGMDTGNLSNTHFGCFENSWMYPVMDGWNISFPNELTSQKCVSSCFTRGFPFVALVSSTKCMCSFD
SPPIDAKVKAGGPHCNVPCSGGTESVCGDRSHYIVFATGLKTSRVAGDHYLGCYEETDVYSAFKKNQSVEFPYVNTPRIC
SKHCDRAGYEYFQLSNRESCFCGNNHPVDDGAVRVDDNKCSAQCSGDANKYCGGVFKIAAFRIGMVADIKYSCSTDCECY
FFPKHNESKIDCSKSNLIDPSTIIPDLKTTSSSINLILKDNLIEILPNLTSFRIALLDISNNSITTLDANLLPTSLKVLF
ADNNKLTTLNGNALRLMQNLDVIMLSKNPWLCECDLLNTLLKYKSKIGDMKKITCTSSTVPVILMNEYELCKKRKIDYFY
LFIALGFVSFVCLLSVYFNLHRTVWLYIRNIQCDFCDLMSMQHTNNDGKDSEETFMQRIQYDELVLATDNWNQNRVLGEG
GFGVVYKGNWRHTDVAIKRLKAEGVAEKVVNMHTLGDGLLQNPSKEIMYLNAVKHDNVLSMYGFCFHSTGSCLIYQFMAN
GSLEDRLQCKNGTNPLSWKTRGNIATGIARGLQFLHNVETPLIHGDIKSANILLDSNLEPRIGDFGLARTGPLQEQTDKS
VGFDVSHVCGTKPYLPEDFYRNKKLSTKVDTYSFGVVMFEIATGLRAFNRYKNYKYLKELVNKHDKRSIVNIADKMAGHD
SFHVFEILITLGKACVEDIAEKRPEMVVVYMNLQNVLSSKTNVNNVEASGENYNMTKVHLKETKNPDIIKLDGIKAALLA
PLHEIPSISKLYSSPVHEADPRKIITTEVKSVSNEISVCLNGFKYRKI

>XP_015370807.1 PREDICTED: beta-1,3-glucan-binding protein-like, partial [Diuraphis noxia]
STGMTDYLAKNYIGCYDDANNVDENKTKEKHLIFQMGTNNSPRRCMNLCNTQRFKYAAVKGNVCECMBYEPNSSLKSSYS
NCNTLCTENPSEYCGGRSTFSIYKTLYLEPQGKVAVNKIGCFKNLKRHPLISGWGIISSNLTPKHCVYSCYARRFPYAAL
VSSLCFQIDNVLKINFKNVLRDYEFVVYNSSEKNSFVKNRELVIRPTIQSDSFIRNGHLSLNGCTKHKGSVGCEMVASSY
IIIPPIVSARLTTKNNLLFLYGQVEVIAKLALGDWIVSEIALVSKLNEKNKLVLAKSFGNTDLKCNGSDESAIVLKYGLE
IDELYHVKSKMKKLTSQDTWHNGYHSFKLSWSPENIIFKIDEEINHLDTTNLPLDFIFDSEYFLSIGVS

>XP_015365978.1 PREDICTED: WSC domain-containing protein ARB_07867-like [Diuraphis noxia]
MTFYFFSLMLLSFSLCVTAASQRTNYKFLGCFLEENLLTLGEESRVLTPISPQSCSEFCSGKKYLFFILKNDNCYCSKNY
ISRLMKQFDNACTIKCSGDDSASCGGKPNLVSSYTTDSSSKKECLCSFTEPSNEGMTEDSMCMTLCSGSSKETCGGLNAI
NVYNTGLEWQTSTIGNYYLGCFEESQNNRILNGYSRSFSVNTPEFCSNLCYKFGYTYSGVTYKSECFCGNQSPNEPKFAK
LEDKQCNTKCSGDANQFCGGGWRMGVFXTGLYDYQXEDRYIGCFVQEENSLSVTKFELINTNVPSKCSAICHNAKYQFAG
VMGINCLCSNHAPENSQKVDDANCDTTCVGDSSKTCGGEDRIQIYDLMRKINENESTSTPDSTYYDDQFEYLNLKSAWSH
DVFIAQEPLDSCILFSLMADHHSLISDY

[bookmark: _bq46wx5p9mq6][bookmark: _Toc511093567]Absence group PGRP amidase domain nucleotides sequences
[bookmark: _i7tyox8tteyj][bookmark: _Toc511093568]Nucleotide sequences from NCBI 
>XM_015512754.1 PREDICTED: Diuraphis noxia N-acetylmuramoyl-L-alanine amidase AmiD-like (LOC107164800), mRNA 
ATGATTTGGATTTCAAGTCATGTTGGAATCCTCGAAAATGTCGTACCAGAAACTTTCGTATCGTTTCACTCTGGAAGATC
CTCATGGGGCAACTACTCCCAAATCAATCCCATATCAATAGGTATCGAAATCGTTAATTTTGGACATAATGAAATTGATG
ATTCGTGGGACCCGTTTTTTCAAGAACAAATTCGCATTGTTGGTTTAACGGTGACTCGAATGGTCAACCAGTATAAAGTG
TTACCACACAATATAGTTGGACACTCGGATATTGCCCCGAATAGAAAAACTGATCCTGGTGTAATGTTTCCTTGGGGCCA
ATTGTACAAGGACTATGGCATAGGTGCTTGGTTGGACAGCGATGAAATGAACGAGACAGTCATTATCGCCAAGTACCGTC
CCTCAACACCRTGTCCGCGTATACCAGATCAGAAGCTGTTTGTCAATTATTTGGGTATTTACGGATACAATATAACCGAT
GAGGTTCAAGCCATTAAGGCTTTTAAAGCACACTTTACAGCCAATCAAAAACCAGAATTATATAATCAAAATGTAACACA
TCTTGAAATGTACTGGATTTGGGCTTTGGTAGCTAAGTATTTACATTAACGAAAGTCTAAATTGTAATTCACTATAGATA
TAGAATATTATAGAATTAATATATCACATAATAAAAATTCAATTTTATCATGG

>XM_022324430.1 PREDICTED: Myzus persicae N-acetylmuramoyl-L-alanine amidase AmiD-like (LOC111040498), mRNA
 TATAAAATATATATTTATTTGTAATAAGTTTAATATTTAAACTCGTAATAATGATAAAATATATATATATTGTTACATTT
CATTTGATTTTGGTGCCACTTTTTTCTAGCACAAATATAACGTATGATCAAGTATTACAGCCTATTGAAATTATTTATCC
TAAATGTTTTCGTGTGACAGAACACAATGAAATCATGGTGTATAAAAAATACCTCAATCCAATACATGGTTATGCAATCA
GTCCATTTAAAAGTCCAAATGAAAGTAGAAATCATTTCCATAACAGAAATGTGAATGATAAGATAATGGTTATAGTACTA
CATTTTACTGATGTAGATTTTGGAACTACTGTAAAAATATTTACTTCTAATCGTAGTAATACTTCTAGCAATGTCAGCTC
TCATTATGTAATAGCAAAACCTACCGAAGCTGGAACACACAATCAATTACTACAGATCGTGCCAGAAAATTGCGTTTCGC
ATCACGCCGGAATATCTTTATGGGGCAACTACTCGTCAATCAATTCCATATCAATAGGTATCGAAATCGTTAATTTTGGG
TATAATGAACCAAATGATTCGTGGGACCCGTTTTTTCATGATCAAATACGTATTGTCGGTTTAACGGTGGCTCGAATGGC
CAACCAGTATAAAGTGTTACCGCACAATGTAGTGGGACACTCAGATGTAGCTCCAAACAGAAAAATTGATCCTGGCGTAA
TGTTTCCGTGGGGAGAATTGTATAAGACCTATAGCATAGGTGCTTGGTTGGATGACGATGAAATGGACGAGACAGTCGTA
ATTGCCAAGTACCGTCCCTCAACGCCGTGTCCGCGTATACCTGACCAGAAGCTGTTTGTCAATTATTTGGGTGTTTACGG
TTACAATACAACCGATGAGGTTCAAGCCATTAAGACTTTTAAGGCACACTTCACTGCCAATCAAAAACCAAAATTGTATA
ATCAAAATATAACACAACTTGAAATGTATTGGGTTTGGGCTTTGGTAGCTAAGTATTCACATTAATCCAAGTCTAAATTG
TAATTCACTAGATAGTAAATACCTATGGGATACCCTTATCCTTTAATATCAAATCTCCAAATTAAAGTTCATATTCACTT
GAAAAAAAAATTGTTTCACATTACATATTTAATCATTGTTTACTTTTTATATTAATACAGATTTCTTTTAATTGCTTATT
TTATACAAAATCACTACTTGCAAACATGAATTTAATACATAAAATAATAGCTTTTAAAAAACTTAGGAAATTCTTAGGAA
AAAAAAATCCTATACTAAATATTAATTTATGAACTAAATAATAACACTTTTTTTATGAATCCAGTATTTTATAAATCATT
ATTTTTTTGTTATTCTTGTGTACTGTTTAAAAATTAGTTAAAAATGTGATTGTTTTAAAATAATTTGTGCATTTTGTTGA
GCGTATTTCTACATTTTTCAGTGCCAGAAATCTAGAACCCTGTTAATGACCTGCGCAAAACATAGGTATAATTTCTTAGA
AACTTAATTTCATCCAAAGACCAGAGCCTTAACTTGGCTTACTTTATAGGAAACTAAGTTCGAACACCTAATATATTATA
TGATCCTTATTTTTGTATGTTCCGTAATATTTTATTATAAACTATTTAAATGTAATGATAATAAACAATGTATAATAATT
TATA

>XM_008181682.2 PREDICTED: Acyrthosiphon pisum N-acetylmuramoyl-L-alanine amidase AmiD-like (LOC103308396), mRNA 
TTAATTCTCATGAAATGTATCACTCATAATATAACTGATTCATAAAATCACAAATATAGTGCAATAGTTTTTTTTTAATA
CATTTGTAAAATAGGAAATATTAATTTTTCTTAAAAGTTTAAACATTAATAATAAATAATAATGAAAAGCTATATATTTA
TTGTTACATTACATTTGATTTTTCTGCCATTTTTTGAATGTACAAATACAACATATGATCAAGTACTACAACCTATTGAA
ATTATTTATCCTAAATGTTTTCGTGCGACAGAACGAACAGAAATCATGGTGCATAAAGAATACTTCAATCCAGTGCATGG
TTATGCAATTAGTCCATTTAAAAGTCCAAATGAAAATAGGAATCATTTCTATCACAAAAATGTGAATAATAAGATAAAGA
TTATAGTACTGCATTTTACTGGTATAGATTTTGGAGCTACTGTAAAAGAATTTACTTCTAAAAGAAGTAATACTTCTAGA
AATGTCAGCTCTCATTATGTAATCGCGAGACCTACCGAAGCTGGAACACACAATCAACTACTGCAGGTCGTGCCAGAAAA
TTACGTTTCGTATCACGCCGGAATATCTTTATGGGGCAACTACTCGTCAATCAATTCCATATCAATAGGTATCGAAATCG
TTAATTATGGATATAATGCTACTAATGATTCATGGGACCCGTTTTATCAAGATCAAATTAGCATTGTCGGTTTAATGGTG
GCTCGAATGGTCAACCAGTATAAAGTACTACCACACAATGTAGTCGGACACTCGGATATAGCTCCGAACAGAAAAATTGA
TCCAGGCGTAATGTTTCCGTGGAGCCAATTGTATAAGAACTATGGCATAGGGGCTTGGTTGGATGACGATGAAATGAACG
AGACAGTCATAATTTCCAAGTACAGCCCCTCAACGCCGTGCCCATGTACACCAGACCAGAAGCTGTTTGTCAATTATTTG
GGTGTTTACGGTTACAATATAAGTGATGAGATTAAAGCCATTAAGGCATTTAAGGCACACTTTACGGCCAATCAAAAACC
AAAATTGTATAATAGTCTAATAACACGTCTTGAAATGTATTGGATTTGGGCTTTGGTAGCTAAGTATTCATATTAACGCA
ACTACGCAAGTCTAAATGGTAATTCGCTAGATATAGAATATAGAAATTACTTACCTTACGAGAATTAAATTTTTATAATG
GTTTTAATGACACCAAAAAACTTAAATAATGAACTCTTCTGCAGACTGGGGCCAACATTTTCTGAAATAATTGAGTTATA
TTGATCATATTGTTTTTATTTGAGTCTATCTTAAAAATGTTATAAAGCGCGTATATGATATGAATACTGAAAAACATCGT
CTAAAACGAGCAAAGTAATGTATCATGATTCATGAGTGTAGGTAGCAGTATAGTACTATATAGGTAGTATATAGGCTACA
GACTACAGTACATACTTAATAATATTAAATTCAAAATTCAAAATTATTTTTAATTCTTTATTTTGTTGGTCTAATGTAAA
TTTTTTTGATGATTAATATCATAAAAAATATATAATTCCGTTAATTATTTGTTTAAGTAATACTAAACTAGATGGGCAAA
CAAATTCAAATTATAAACAGTATTTGTAAAAAATGTAGTTAATGCAACAACACCATATTGTAAGGATCAAATTAATCAAG
GTTGATTCTTAAATGTCACAAATCCGTTTTAAGTGTGCTTTATAACTCGTGTCTGGTCAAAAAACGTTTGAGTCAGTTCC
ATTAATATTTTTACAGACAACAGTTATACATAAATACATAATAATTCTTATAAATAATAATAAATTCCAAAGGTTTATCA
GAAACCTAGTATGTTAAA

>XM_008471213.2 PREDICTED: Diaphorina citri N-acetylmuramoyl-L-alanine amidase AmiD-like (LOC103506806), mRNA 
AAACAATAATATTGTTTGTCTAAATGTTTATGTACTTACGTGTGTATATTTTGGCAAATGAGGTGAAAAATATTCATGGA
AATAATACAAATAAAGATATATTATTTTTATTTTATTTCCTCTTTCCGTATTTTCACGATATTTAAAAAAGAGTGTTGAT
TTGTTAATCCTGTTCATCAATTGAGTTAGTATTTATTTTTCACTAACGCGACTAACTTGGTGAAATCATGTAGTGATCAA
AGACTCGGAATATCTCCCATTACGGACATTGCGGTTCCTTTTGGTGATTCAGTGACAAGCAAAAACTAGATATATTTTCT
ATTTAAATTATCAATCCCACAATGCAGATTTCTTGTTCGAAGACCATCTTCATTTTTTTCGTCGTCGTCCTATTTCTTAT
CATTTGCTATTTCAACTTTCCTCGCGAACCTGGCTATCCGATCCTACAGGTATTTCCTCGAGTGTTCAAGAGAGGCAGTG
GAATCTATGTGATGCCTTCTTCTATCCATGGTATGCCAGGTTACGTGATAGATCCATTCCCGGAGTGGGAGAAAAATCGC
AATCATTACGACAGTCGCGATGGAATGTCCGTAAAATATCTCATTCTACACTACACTGTGTACAATTTTGCTCACATAAT
TACTGCTTTTACATCGAATAGAGCTCACAATCTTCACAGCTCTCACTACGTTATATCCGAAAAAGAAGGTAAATACCTCC
CCGGGGGCAAAGTTATACAGATTGTACCTGACAACATGAGAGCCTGGCATGCAGGCATCGGCAAGTGGAGGAGGGACAGA
AATCTCAACTCTATGTCTATAGGAATTCATCTTGTCAACGGAGGTGTTGTTGGGGAGAAATTTCGATCTACCAACTACTA
TCCTTTCGACGAAAATCAAATACACACGTTGGGGTTGTTGGGCAAGGACATCGTCAGTCAATTCAAGATAAAACCTCAAT
ATGTCTTGGGTCATACAGATATTGCACCCGGGAGCAAGATGGACCCCGGACCGTTGTTCCCTTGGGGTAAGCTTTACTTG
GATTATGGCATAGGCGCATGGCTGAGCCCTGACGAAATGACCGTGGAGGCAATAGTCAGAAAATTCAAACCTGCGAGACC
TTACCCTCGCAAGCTTGACCGAGGTATTTTTCTTGAATTGTTAAAAGCCTATGGCTATAACGTTACAATCACTAACAAAC
GTAGTGTCATAAGAGCGTTCAAAACACATTTTTCAGCCAATCAGAATCCAGAGCGAATTTATGCTGACATCACAACTGAA
GACATGTTTTGGGCTTGGGCACTTGTAGCGAAATACGGCTCAATGTGAACCCTGGTTCAATAAAGAGATGGTGATTCGTC
CTCGAAAAGTTTTATTAGTTATACCAATTAATAAGAATGTATGTATTATTGCAAATCGATATCTTGA


[bookmark: _rbz3enpkbp1o][bookmark: _Toc511093569]Protein sequences (Translated from nucleotide sequences in EMBOSS Transeq)
>WP_019231199.1 N-acetylmuramoyl-L-alanine amidase [Occidentia massiliensis]
MKHIDDGVTNICNILINKGDKMLQNENISAKQHIPIEDVIAAFKGKNTGIYLSLDNIHNISGYTMDPFPEAEKNRNHWDS
RGEGSVIKYLIMHYTVSNLCRTMELFTENKPDNRVSAHYVISQKEQEVSGGIPIRVVPDSERAWHAGVSFWGGKKNLNAT
SIGIEHVNQGFVDEEGIRKWFPFDENQIRISGIMSQDIVKEYGILPTHVLGHADIAPGRKQDPGILFPWGEIYYDYGVGA
WLNEDEKKPEVIVEKYDPKIPCPTEVDLSLFLQLLGKYGYEIPSDVNIAKINVNQSESDFLKVTPLLEAFKAHFSANGQP
ERYDSQITNEDMFWAWAITAKYSDDLVGENYPLTGEEFM
>XP_008179904.1 PREDICTED: N-acetylmuramoyl-L-alanine amidase AmiD-like [Acyrthosiphon pisum]
MKSYIFIVTLHLIFLPFFECTNTTYDQVLQPIEIIYPKCFRATERTEIMVHKEYFNPVHGYAISPFKSPNENRNHFYHKN
VNNKIKIIVLHFTGIDFGATVKEFTSKRSNTSRNVSSHYVIARPTEAGTHNQLLQVVPENYVSYHAGISLWGNYSSINSI
SIGIEIVNYGYNATNDSWDPFYQDQISIVGLMVARMVNQYKVLPHNVVGHSDIAPNRKIDPGVMFPWSQLYKNYGIGAWL
DDDEMNETVIISKYSPSTPCPCTPDQKLFVNYLGVYGYNISDEIKAIKAFKAHFTANQKPKLYNSLITRLEMYWIWALVA
KYSY
>XP_022180122.1 uncharacterized protein LOC111040498 [Myzus persicae]
MIKYIYIVTFHLILVPLFSSTNITYDQVLQPIEIIYPKCFRVTEHNEIMVYKKYLNPIHGYAISPFKSPNESRNHFHNRN
VNDKIMVIVLHFTDVDFGTTVKIFTSNRSNTSSNVSSHYVIAKPTEAGTHNQLLQIVPENCVSHHAGISLWGNYSSINSI
SIGIEIVNFGYNEPNDSWDPFFHDQIRIVGLTVARMANQYKVLPHNVVGHSDVAPNRKIDPGVMFPWGELYKTYSIGAWL
DDDEMDETVVIAKYRPSTPCPRIPDQKLFVNYLGVYGYNTTDEVQAIKTFKAHFTANQKPKLYNQNITQLEMYWVWALVA
KYSH
>XP_015368240.1 PREDICTED: N-acetylmuramoyl-L-alanine amidase AmiD-like [Diuraphis noxia]
MIWISSHVGILENVVPETFVSFHSGRSSWGNYSQINPISIGIEIVNFGHNEIDDSWDPFFQEQIRIVGLTVTRMVNQYKV
LPHNIVGHSDIAPNRKTDPGVMFPWGQLYKDYGIGAWLDSDEMNETVIIAKYRPSTPCPRIPDQKLFVNYLGIYGYNITD
EVQAIKAFKAHFTANQKPELYNQNVTHLEMYWIWALVAKYLH
>XP_008469435.1 PREDICTED: N-acetylmuramoyl-L-alanine amidase AmiD-like [Diaphorina citri]
MQISCSKTIFIFFVVVLFLIICYFNFPREPGYPILQVFPRVFKRGSGIYVMPSSIHGMPGYVIDPFPEWEKNRNHYDSRD
GMSVKYLILHYTVYNFAHIITAFTSNRAHNLHSSHYVISEKEGKYLPGGKVIQIVPDNMRAWHAGIGKWRRDRNLNSMSI
GIHLVNGGVVGEKFRSTNYYPFDENQIHTLGLLGKDIVSQFKIKPQYVLGHTDIAPGSKMDPGPLFPWGKLYLDYGIGAW
LSPDEMTVEAIVRKFKPARPYPRKLDRGIFLELLKAYGYNVTITNKRSVIRAFKTHFSANQNPERIYADITTEDMFWAWA
LVAKYGSM

[bookmark: _hp5vn29nzoxv][bookmark: _Toc511093570]Toll-like receptor sequences
a) [bookmark: _pvw2bz2v41uq][bookmark: _Toc511093571]Full Toll-like receptor sequences
>HeliconiusTLR-FHMEL011010-RA
MCSMWLTSALLALSALPVWSASLSATTGTRYQAPDECRWNNEDEESGVTLLCRLRTINSE
LENTNFSAIQPHLTVRLRLECSDALFFQSSLAPGSFRQLIELRELTIEYCKIGNLSDGAF
TGLRELRNLTIRTHNTDWSTMSLEVTPTAFSRDVQNLERLDLSENNMLSFPEGALCSLRN
LGYLNMTGNRMRDVTHFQFSSAHRHPTEKCGDNLLILDLSRNLIDTIPPGLLSGLRRLQK
LYLQGNGLNSVADRALEGLISLTTVRFSDNQLTSLPPELFSDTKELKEIYFNNNTITVLA
PGLFSDLVQLLVLDLSYNELTSDWINTSTFYGLKRLMFLDFSHNRVSKLEIALFRDLNSL
QILKMQDNYIEHIPENVFSTLGNLHTLILSNNRLTNIESFAFMGLPGLSVLSIDSNLITK
IHPHALRNCTSLQDLHLNGNRLDEVPIALREIPQLKSLDLGENLLVNIENASFMAMQQMY
GLRLTENNIGNISKGVFDKMKSLKILNLSRNKIHKIEAGAFDGNINLQAIRLDGNYLADI
DGLFAKLPNLVWLNISDNRLKLFDYAMIPTGLQWLDIHANRIAELGNYFEIESQLSLSTF
DASSNRLTEITGSAIPNSVEMLYLNDNLISKVQSYTFFKKPNLTRVDLYGNKITSLDPNS
LRISAVPQDKSVPEFFIGGNPLECDCTMEWLQKINTGNRARTQPKLMDLDSIYCKLLYNR
GNAYVPLVEAASHQFLCKYEFHCFALCHCCDFDACDCKMTCPNNCTCYHDQSWSANVVEC
SNAGYVNTLPERIPMEATQLYLDGNDIKMLPSHAFIGRKRLKILYLNASNIETIHNRTFN
GLKELEVLHLDHNNLITIEGQEFNGLDNLRELYVNNNKIKTIGKEMFNHMPRLKILHLDH
NALVTLSIWQINPAVTAITLSYNPWSCDCEFTEMFREWTKRVNTVTDASSIKCVYSKNNS
TDVAIYNESMFEDSRYGFKIIEENGTICTGLPSINNSINGNLTSTKTVINDEETNYVFVI
IVTLIAFIVLVFIPIIMCKYGHDIRVRIYAWCGVKLCSKEDEDHDEREKLYDVFVSYSSK
DEQWVTDALAPVLEDANPPYKLYLHYRDLPVGGYVTDNITKAMESSRRTIMVLSENFIKS
EWSGFELQVLRDRRKKLIVILLGEVPQKELNPEVKLYLKANKYLCSSDKLFWEKLKYALP
KVYEKPRNRGMPSPRADAVPMHRNHHPRSHLGALPPPPVHGAHPVLPPHPSLGSHQIPPR
GSPRNLSVHV
>HMEL017479TLR_I
MGAAPSGAPDGCSRAADSGLECNVRALSSDRDVLGSTHSDGAERLAVRCGSHLLESTLKD
HYFGKMHGLTEITITDCKILRLPGNTFEGLRGLKTLKLRSMNSQWGHNKELELSLGAFNG
LRELHTLDLAYNNIRKIPSDLFCALENIISLNLTRNKIKFVDELGFGHKCGSTLQTIDLS
YNDIMSLPADSEILHLRRLTQLFLQSNKISELPGEVFGDLLSLKVVNLSENAINYLPESL
FQNTREIREIYLSYNELEILPKKLFNRLEQLVVLDLSANKLKGDHIEDETFGGLIRLIVL
DLSHNAFAGVKQNMFKDLFFLQILNLSNNSIGFIEDNAFSPLFNLHTLNLESNKLRTIED
HVFNGLFILNKLNLNNNILSYIADSAFKNCSDLKELDLSSNKLTIIPEAILQLPFLKSLD
LGENLLTDISNNSFQNLSQLTGLRLIDNQIGNLSAGMFWGLPSLQVLNLAKNKIQAIETE
TFQKNVQLEAVRLDGNFITDINGVFVSLTKLLWLNLSENQLVWFDYAFIPASLKWLDIHA
NFIEVLANYYKIQSNLRVKTLDASHNHIVSLSSISIPNSVELLFINNNLISSIETDTFLE
KSNLTRVDMYANEIESLGMDSLRISKVDGRPLPELYISGNPFRCDCTMKWLLLINSVSTR
EYPRVMDLENVICKESFVRGVKFLPVVSLNTKDFLCKYESYCVEDCHCCDFSFCNCKTVC
PDECSCYHDSTKATNVVDCSVKQLYLVPRDFPMGATHIYLDGNYYNELNETVFYSMRKAM
VLYLNSTGITSIQNETFRGLGDLRILHLDDNKIKRLQGLEFSKLNNLKELYLQNNGIEYI
SNVSFSFLSSLEVLRLDGNRLLNYGLWHLDNNKKLQSLFIGNNYWSCNCKYLQGFLLYIS
QNVEKVIDMHNLWCFNDDENRTRKQLNLNVTICSEISDTSVISAFFVSHNIPLLASALTG
FMLILLILALVFTFRYACRMWLYSNCGIKLSPLAGAFNDADKLYDAYICYSPKDEEFVIE
SLARELENGYPSYHLCLHYRDVPQFEATYAQFPDLVVEATEASRRIIVVLSKNFISTEWS
QIEFRQALQRALHKNPHKLILVAVGQVARDPDLKSYFKTGLEITWKEKRFWERLRYAMPS
SKRHGHKLKRLNYGRNSNTYTMDASVLNSTCQTLCGKSANSAERSPCDRPMSEHIYSTID
SDYSSNDFQGRHHQPQSVVLQHTVQTYLV
>HeliconiusTLR_CHMEL006338
MWSVGFHGFVFQNLKELDLRSCAIQALGNHSFQRMPALQHLYLGENIIHYIEANTFNFLT
ALKHLDLSRNHARDADDIPKDIHIDKMDLFKDINLQSLDLSFTHVGSRNIHMIKSVEHSI
VRMSLCYTGLIKIREDNIVFRKIKYLDVSGSIDILYSTNFLRSLRDTLEILYAEEVALKN
MDGFQGFSKLEVLQLTGNEITEISSAVASSLSNLQILDLDNNKMSRWFNNIFSSMKNLKL
LSLRNNNINVITRDMYYDIEDLMYIGLSGNLFVCNCFVREIFEVGLRSETLKNERFISSI
SRNTDSFTNFHTGFSDFNKLISKRSNITNFCDKESNCKILSASKLAGYYLFFDFNEYLDK
YQCLSINNGKTSEIMKLPSCSQNSRDFDMPEKIRGGWNKLLLLLLMVFLLPLLYLVYIFR
KNFRYFLITMKNSATLSLISKHTAPTEGAIFNYDVFVSYCNEDRAWVLDQLLPHVEKDCN
ISVCLHERDFQVGLSILENIVSCMDRSRSIMLIISKRFLLSQWLLETRREDLILILLEEI
PRRLRPNTLHYLMLTKTYIVWPKEESEKDLFWRRMKKSLVTQVSKYQENVSLA
>HMEL016235-RATLR-H
MYAVTAVLCALLHVGWTVSPYSSDKCVRVNDRDSESSVICKVRTLDGDGSSISSVRPETS
RLTIECNHLLLFESSLRAHYFSPVMGLTDLNIENCKLLTLTDYIFQDLNKLRRLKLRSKN
SEWSPTKNLELTLNSFNGLSELQSLDLAQNNIKFVPSRVFCSLENLNTLNLTQNRIRTVG
QIGFGHACGSSLHTLDLSHNEIKRLPEDSELLKLRSLQHLYLQHNNITDISSEAFNGLVS
LRVLNISHNRLHTLPEGIFAYSRELREIYLNDNSLFELAGGIFHRLEQLIVLDLSSNQLT
SSHVDDGTFLGLIRLIVLNLSNNALTRLDGKTFKDLFVLQILNLKNNSIGYIEDNAFLPL
YNLHTLNLAENRLLTIDENLFNGLFVLSKLTLNNNLLVNVDRKAFKNCSDVKELDLSSNQ
LLEVPDALWELPFLKTLDLGENQISTFTNGSFKNLNQLTGLRLIDNQIGNLSVGMFWDLP
SLQVLNIAKNKIHLIERGTFSRNAQLEAIRLDGNFLTDINGVFSTLASLLWLNLSENHLV
WFDYAFVPSNLKWLDIHGNFIEHLGNYYKLQDQIHIKTLDVSHNRIMEISPLAIPNSVEL
LFINNNFLNNIHVNTFFDKKNLTRVDMYANEIVHLELNSLRLSNVPANKSLPEFYIGGNP
FQCDCNMEWLPIINNMTAMRQYPRVMDLENVLCKMTNTRSGTHVPLTNLRTSDFLCEYET
HCFAICHCCDYDACDCEMTCPQNCTCYHDPLWNTNVVDCSGQSSMEIPHKIPMDATEVFL
DGNNIRELQNHVFIGRQKMRSLYVNNSNVDNIQNRTFAGLNNLQILHLGNNKLKELKGYE
FHQLGNLKELFLQNNLISHIANMTFMSLRSLHTLRLDGNRLVDFGVWSFNNNPNLKALSL
GNNLWSCKCRYLQELTAYLAENAQKIIDITDMWCWNGDAKPPQKKELNLNGTACSDYYAD
NSVIGNMLVSNYVPMMVLTLTGFMLILLALVVLFLFRDSLRVWLYTNCGIRVFSFSEAYE
ESEKLYDAYVCYSPKDEEFVIQSLANELEGGNRPYHLCLHYRDIPHHGAQYMQCAPPVAE
AAEASKKIILVLTRNFMQTEWSRYEFRQGLHEVLKGCIHKLIFIEECSVVGDAICDPDLR
PYLETRSRLRWGQKRFWERLRYIMPDTSHPSHKTRSHNYRKNINTYTLDSSVPNGGNRTM
SYLDKSPVLGNTGQGASAPPEYSTEVRQSPSAVRQTQAVAYGPDGRPISDHIYSSIDSDY
SSLEQGMAPGRRRDMRQWSTPPPLVDTGNSVQAYLV
>HMEL016226-RATLR-G
MFQLVTLLLVTLGVIAAYVPKGLDNCRRDINGDKGTTLCHVRTLESNGSSLTSAPSENTK
RLTVECNQLLLFESFLEANYFQRFSTLEELTLLNCKLLRVPGNAFEGLSKLKELSIRSKN
FDWSQHKNLDLSLGTFNGLRELQTLDLGENNLKVIPSDVFCPLDNLQVLNVTHNKIKSID
RVGFGKSCGSGLRSLDLSYNELKSLSDDSELSGLRRLQELRLQYNNISDLSSEIFNGLIS
LRILNISHNHLQSIPEGTFANTKELREIYLNNNLLFELARGVFHRLEQLLVLDLSNNQLS
SAHIDGGTFIGLIRLVILNLSNNALTRIDGKTFKDLFFLQILDLRNNSIGYIEENTFLPL
YNLHTLNLAENRLHTIDEYLFNGLFVLSKLNLNNNLLININPKAFKNCSDLKELDLSSNQ
LTDVPNAIWELSLLKTLDLGENLISDIKNGSFKNLEQLTGLRLIDNQIGNLSVGMFWDLP
SLQVLNLAKNKIYGIERGSFQRNKQLEAIRLDGNYITDINGVFSTLMSLLWLNLSENNIN
WFDYAFIPSNLKWLDIHSNFIVYLGNYYKLQNGLRIKTLDVSHNHIGEISPLAIPNSVEL
LFINNNQINNIQVNTFMEKRNLTRVDIYANEISHLDINSLRLSPVPLNKSLPEFYIGGNP
FDCDCSMEWLPLINNMTATRQHPRIMDLENILCKMTHTRGVTHVPLSNLKSTDFLCTYET
HCFTLCHCCDYVACDCQMTCPNNCSCYHDPTWHTNVVDCSSQSVSEIPEKIPMDATEVYL
DGNDFKELQNYAFIGRKNMRSLYVNSSKVENIHNRTFAGLSSLIILHLGNNKLEHLNGYE
FEHLTQLTELYLQDNFISHIDNKTFSPLLSLKILRLDGNRLVDFTVWSLTINKNLNSLSI
GNNMWSCKCRYLQRLTAYISENVPKIVDISDVWCINLESPSSQRKELNLNGTICSDYYAS
ESGIDNMLISNYMPMMVTTFTGFTLIILIALLIFLFRDTLRIWLYTSCGIRFLPFAGAYD
NTDKLYDAYICYSPKDDDFVIQTLAAELENGSPSYHLCLHYRDIPQHGAAYMQYTLPLPE
AAEASKRIIIVLTRNFLETEWSRYEFRQALHNILKRRIYTLVLIEDNSILTEAERDPELR
PYLKTSLRIKWGHNKFWQKLRYAMPDRSYKSKSTSYRNNINSYTMRSGMQNGTMRSFSFH
EKMRGPGDNVSAAPEFIDNRSQNAQSAYGPEGRPPSDHIYSSIDSDYSSLELAGNIQNRR
RDFRHWPPPPPLIDTQRSGQAYLV
>HMEL017493TLR-K
MIKNLFGMYSFKVWMCLVAVAGARARSAPPAPAPAGCQWDYSDAKLSESNFLTCNIKTIG
SADFLFKNITTAQAHNINKLELTCTDLLFFESSLHMNTGSFLGQLRKLEDLRIEFCKIRY
VPATVLSPLRDLTSLTLRSHNTDWPAMTMEFHAESFRGLMELRSLDLGDNNIYMLPSEVF
CPLFSLESLNLTNNRLQDISDIGFSDWGKGPIAPGKSCNTGLKMLDLSRNNILRLPDNGL
SSLRSLEVLNIHNNLINEIGDRAFVGLNSLKILNLSGNKLVAVPPELFQSSRVIKEISLA
NNSLSVLAPGLLEGLDQLEKLDLSRNRLTNDWVNRDTFAGLIRLIILNLSYNALTRLDPK
SFQDLNNLQVLNLDNNAIEIISNGAFAELKNLHQLCMSDNRIKVLNDNVFSNLFVLSQLY
LDNNQISTIHERCFENITYLQDLGLNGNNLNMVPTGIKKLRFLKSLDIGKNNITKVSNSS
FEGLEELYGLRLVDNYITSIPKDTFSSLPSLQVLNLASNRIETIEQDAFLSNPTLKAIRL
DGNKLTDIRGVFNKLNTLGWLNISDNKLIYFDYSYMPETLEWLDLHMNNITKLDNEQNVQ
QNIRMLDVSYNSIENVDERSIPDSIEILYLNNNKIHTIHPGTFIQKRNLEKVVITDNKLR
TVELAAFTLPHIPRHRLLPRFFIGNNPFVCNCHMIWLQKINLWNHMRQYPRFEDLDAITC
EVVSNKYGGKEILMNVPESQFLCSYETHCSSSCFCCDFEACDCKMTCPEGCSCFHDSNWN
SNVIDCSKVGYTEVPEKIPMDATELYLDGNDFGSLGSHLFIGKKKLHKLYLNNSNIAYID
NDTFNGLHSLNVIHLENNHLTELGGGEFSQTKHLRELYLNDNFITSAPNNTFENLPALRV
LHIQGNKILDMDKKLIKTSHLEDLSVRGNVFTCSCDNLMLLQNWFKKYKEDPSEMFCISE
NNSNLTVFDVMDKCRDSGVMDNIIPTENQPYQYDEISPIKLNFVPLLAVVLISVILILLF
GALAFSFRQNVRLWAHSKYGVRLFKSASIQESELDRDRLYDAYAVYSLLDDDFVTKVVAP
EMEHFGYTTCFHYRDLQHAPENYLSGQITNAAESSKRLLIFVSFNFLQNEWSKVCFKEAI
KHVISSIHPSIRRHRVVFILTTDVSALNLDIDFQNYLKNCNVLLWGEKKFWEKMRFLMPD
ISNLHWNKDPNYNRGVCSNGRRHPSRYTASPTAPELWYKYDAIPPQTPTSANVGIHIEDD
TSMLTNTTLTSQIQEGDNPHHSYISIDTQNYEQPYGGRPRPPNSIRKHPGHNSPSILDEQ
GYLQPRSSVHDCLPQTHSAIHR
>HMEL014257-RA
MVQLSSLESATLTGGSFILKEEGDESFLPILKTLELSQGGLRTLPKRAFKNTPGLKLLLL
FKNQIEYVDVDAFEDLTNLEQLSLVGNRITTLPIGVFRLNANILNIDMYDNEFTNLTEGV
FRGLTKLRNISLMYNKVNLTLYGGVFSQLPSLSHLNLNSASLTNAPPHLLTNSPMLQSIN
MADNFLETLPPNLFSAIANSAGQKSAVISIDLSDNQLNYINKEQFINLTSLKTLNLKNNL
VTNLSVGVFNDLSNLETLNLKKNKIETLETLVFKGLGNLHKLYLDENKIKIIETGVFDVL
RSLQVLSLSNNNLTISETINIDERIDMNPYATFERSSEPHKTYLSRFHSLVGLTNLSLSG
NQVSIVCDDWQEEMFQLRHLDLSNNNFTGLSVHDTYFTSNVIVDFSNNKIENVDLFAFEA
SLPIESRPTLRLMGNPFKCTCDLYPFLSMSPNNAPRVELGDALCSTPPALEGAKVGTLGL
DKLICPEQCSPCDCLLRPAFRRLEITCAALPNLTALDSLDKYKYKRLLRLTNATIMNEVM
KNLPPALQLDIDLSNLNLTIPPVYSSFERTAPLTMDLRNNTLNTVPIALLNAGVKMYLEN
NSLECTCEHSDDLQAAFPHKDAIIDYSKIKCLGGRGLDEAIRAVASGELCARRVAILAIS
SVIASLLLTLALAAYLYKRRTRIQILCRKYFPKLARDLVAYRYDIFVSYEYSDEPFVFSK
VLPELEDKYSLRLCVHSRDWTPGGNISQLSERSVRDSALTLALVSPAYLESAWCLQELSL
AHSRATLLLLVLDKDALETPLAALGPAQSLVCEYMRSNTYVRASNPRAWNKVREAVFKRR
ALPAVVTISIEKDKPRGLDTQLTNDGKIVNAALTRV 
>HMEL017487-RA
MFSIGLLTLCVWSWMYLSAGGASLTSRVAEAPQECEWQRVSGGAGEPTRVQLACSLRTAA
GATDLLAGLSTSQAQRITSLDLHCTDVLFFESSLDVGRRKEEGMELLSRFHNLKEMKIES
CKIRYVPSAVLSPLSGLRTLVIRTHNTDWSAMSMEFHRDSFRGLTDLRNLDLGDNNIWIL
PSEIFCPLYNLKELNITQNRLQDISNLGFSDWGNGPTAPGKSCNTVLETLDMSYNEISAL
PDNGLSSLRALQKLFLQNNRISSVADRAFVGLSDLQILNLSTNALTALPPEMFQSSRDIK
QIYLNNNSLSVLAPGLLEGLDQLQILDLSFNELTSEWVNRDTFSGLVRLIVLNLSHNRII
KVDSLLFQDLNNLQFLSLEFNNIARIADGAFSNLKNLHSLSLAHNNIIEVDISHFSNLYV
LNQLFLDGNRINKVDLRAFENITKLHDLGLSGNQLTEVPEAIKTLRFLTSLDLGMNKITK
VTTTQFEGLDDLYGLRLVGNKIQKISKDTFSALPSLQILNLALNNIDQIDDGAFASNMQL
KAIGLDGNKLVDLKGIFTNTQPLVWLNVSNNELLWFDYSNIPTNLEWLDMHENKIEKIED
TYGVKETCNVKMLDVSNNKIKSIDEFSFPSSIETIVLNNNQIDKINPGTFLQKYNLNKVI
LYSNKIKTLDVGAFAISSVPQDKDLPEFYISENPFECDCTMEWLQRINHNQLSNLRQRPR
VMDLENVRCSLTHSRSNSEMLLLEVKSAEFLCEYESHCFTLCHCCDFDACDCKMTCPDKC
SCYHDLTWNSNVVDCSNAGYDHVPEKIPMDATEIYLDGNDLKELGNHQFLGKKRLQVLYL
NNSDVNTIQNRTFTGIESLRILHLENNNLEVITNNQFTKLKNLNELYLQDNKIKHIEKDT
FNYLLSLEYLNLDNNGYVDYMPWNIISDNNPRTRVSVEGNNWICDCKDVTQLNQWLIKKG
IDTENLICYSAHGVPMNKTIAAVAMECKVDTTTEETGTETLKRLFVETNSGVDSYVLYII
GVVVVLFIVLILVLYCKFQEDIKLWMHSRYRKRVFSSMPKDLNDNKNKRYDAFFVYNARD
EDLVSRNVSSELENSGYSLCLQHRDLQLIERRSSESLVNAVECSKRLVIVLSKHFLEQEW
VALDSQAAVQSAINSVNVRHRRQKIIFLVTTDLSAINVDPDLKSLLKTCSVIVWGEKKSW
EKLKFRLPDVDVTLPNRTFHNANNIKTSNREGFGRHGNMRYTAPPTSHDPWYKYGMAPPI
LMMPSPMHSTSASAEVSARSTEDETCSVASSEGRPDDRLPHHHSYVSIDNHQCEERPLRS
AQQIPMSNTRPTNVRKTYFV
>BmToll3-1
MVNDCGVPRGTYTDAVRKLSITSFHHLTLFFVTCSNDTGLSAQHFDGNDTFHTLQIDCETSYTSLDLRFLDSLPDLKNLTVENVIMPPLPAHNKLTFVTISTGSPRSVGQPWGGCSELEDLIIMDWKINFLPDRWLANCQKLITIQMLRLTELYRLPAQMFSSPSLSAIVISECHVNSLPADLAAGAVNLTVLDVSNNYIEKLNHLFEAEQMLHLQYLDVSVNLVSAMSLGLLSRLQSPLALRVDGADQAHRCRVNWSHYGGGDVIEITEIFPWPVLSSLTELSLRYSDARAICPEWGEAMPSLQLLNLTHTPITALQYSDIELLRYKNWEVDLRRNTDLAIMYSRDDFEKVMLDQNTTSAKLWLDTPYSCNCSWYWFARILQEKPQYIKLPEFECFVPESTATTMDLRYNRLSTVDEEVLQKMFGSSKVEYHLAGNPIPCLCNNSAFVVALQHHQHQVKDYRDLSCIGGGSIDQANMRAICFYERLPVYAGVAASLCFLLILILVVLYYRYRNEILVIMYSSGWFSCCLIEDELDKDKRYDVFISFAYGDSSFVSDTLLPRLEGPPNEFSACVHYRDWVPGNWVPALIAHSVAQSRRTIIVLSKNFLSSVWALLEFRTAHVQALEDGRVRLIVILLDDVTNDARIDDELRAYLSTNTFIRWGDALFWNKLLYALPHRKRTAGLHTVNRADGEEVMQRMREDDPPIGLRQDMPLEFFSLPDTPANAEL
>BmToll3-2
MRLLLMALCAWWLRPGVQAARPACGRARDCVAGHHLNDEFFFTVHGQNLVINFSEAQYVELECPEGVALGGAGMPSFDGGARVLNVTLRRCSIGADSLADALGALNISVLERLSLKDTPPGSLSALHLRGLEHLLRLDLEGTRGMPLRVEAGALLPLVNLRMLQLNRVQMASLQFPPTLHSLQLWFVGETRLDLSGLDQLRALVVHEKESVTVSALTAGSLESVVLDARRVSFPAASRPRSIRRLVLVNWNETDLSARCDDVELLQLRGWVGEEPAPPRRWLSHCKKLREFRMSFARQKSVTPGLLDGAENLEDLGLTSCQIDTLPVDLFKENRNLRIIDLSHNKLQTLPSGLFSNLRNLKELNLSNNKLQTAAVGTLGSLVSLQDLNLSHNPPLLDLCSGGSDAFIVSGTSPLKALTELEELRLGHTGVSHVCSDWRTSMKQLRLLDLSYTNITSLSYLDFHYEHSGSKELTVNFNGTPVTELTVDAGNYKSVIADLASASVKIILRATLPCDCSDYWTALAFGDLSTQAQDSVELLCREEERGSLADALERESLECAESSLCEDQEGCTCSVRLDLSLGVVATASCEGAGLDEMPSRLKFKEAPVWRLMLAHNHIQTVRLQDLPDTILELDLRNNSLHRLDGPTASKLSTVPLWIANNSLDCTCYGYDLVTKLGPHVRDMEQATCDDGTSLKEAQNGDPSECSSALVVATSLISALALLAVMVAVTAGCVMRPEMRLRIKVLLLRLGWLPRRPEPDDGRRFDAFVSYAHEDEAVVEELVKRLEVGHGYRLCLHYRDWAPGEWIHVQIAASVQASRRTLIVVSRHFLRSKWARQEFRQAHAAALRDIIPRLVLLFLEPPHRLPLDAELRSYIRINTYVLWTDPWFWHKLKLALPPPRLLPTPLEDVSVNKAESSPLHGGQDTKPCSPEAETDT
>BmToll3-3
MPICIYYRRNLFSKITSLKKLNLSNNKLKVEAVGALGTLVSLQVLSLSDNPTLMDLCPGNSNAHVGSGTSPLKALTELDELRLGHTGVSHVCSDWRTSMKQLSLLDLSYTNITSLSYLDFHYERSGSKKLTVNFNGTPVSELTVDAGNYKSVIADLASASVKIILRATLPCDCLDYWTALAFGNLSTQAQDSVELLCREEERGSLADALERESLECAESSLCEDQEGCTCSVRPDLSHGVVATASCEGAGLDEMPSRLKFKEAPAWRLMLAHNHIQTVRFQDLPDTILELDLRNNSLHRLDGPTASKLSTVPLWIANNSLDCTCHGYDLVTNLELCVLDMEQATCDDGTPLIEAQINDPTECSSFVTVTVSLISALALLAVMVAVTAGCGMRPEMRLRVKVLLLRLGWLPRRPEPDDGRRFDAFVSYAHEDEAVVEELVKRLEVGHGYRLCLHYRDWPPGEWIHVQIAASVQAARRTLIVVSRHFLRSKWARQEFRQAHAAALRDVTPRLVLLFLEPPHRLPLDAELRSYIRINTYLLWTDPWFWHKLKLALPPPRLLPTPFEDVSVNKAESSPLQVAPRPQSA
>BmToll6
MAVPRFSSRQLHISRIIIWFMVGFNVADQSSLPLKYEAPDDCQWWLRGPNDAHEVSLTCKLRTINSEFDTTNFSVIPSEHTTSLRIECNEEMMYKSSLDDRSFAHLVKLRELVLDNCKIGRWPPGVLSGLRDLRNLTIRTKNTEWAAMSLEIASESFTAVRQLEKLDLSFNNIWSFPENLFCPLTNLVYLNVSSNRLQDVSDLGFRERAVHQALISEQDGPIPSTASAHSTCSLDIEVLDASSNHFVLMPENGFMSLRRLKELHIHDNEISMVADKSLSGLKQLQIIDLSNNKIVALPQDLFKDCRPVIKEIYLQNNSISVLSPSLFANLEQLLALDLSNNHLTSTWINENTFTGLIRMVLLNLSNNRLTKLEPKIFKDLYTLQILNVQHNMLENIAADTFSPMNNLHTLILSYNKITHIDAYALNGLYVLSLLSIDNNRLEELHPKAFRNTSSLQDLNLNGNRLKKVPIALRNMRLLRTLDLGENQITSLEEPGFVGLHNVYGLRLIGNKIENISKDVFSDLPTLQILNLARNKLKHVDVNAFDTLTNLQAIRLDANRLTDIQGLFVNIPSLLWLNVSDNQIEWFDYTVIPSGLQWLDLHSNNIKELGNNYRMDKELRLQTLDASFNKMTKISTYSIPSSVELLFLNDNQIIQVEAQTFVGKTNLTRVDLYANQITSMDLNALRLTPVDPGRPLPEFYIGGNPFQCDCTMEWLQRINKLDHLRQHPRVMDLESIYCKLLYNRERTYIPLIEAESSQFLCTYKTHCFTLCQCCDFDACDCEMTCPSNCTCYHDQPWSANIVDCSAAGYSEIPNSIPMDATELYLDGNNFGGLTSHAFIGRKNLKILYANNSNIDALYNNTFSGLKRLTILHLEKNNIKELLGFELSPLENLRELHLQDNKIHYIDNRTFMELRHLEVLRLEGNNIYGFAVWQFTMNPYLVEISLSRNPWSCDCQYMHKFRNWFKNNLGKVEDANKITCVFDNVTNAVGPLMADFNSTICTSHVGGSSSIIENQVINDYLPLLLIALCVFVVSSALICGVFYWRRELRVWVYYHCGFRMCYKSTTFDEEADKDRLFDAYISYSVKDEAFVAQMLAPGLESTDPSFRLCLHYRDFNASAYVADTIIEAVESSKRTIIVLSKNFINNEWCRFEFKTALHEVLKERRRRLIIILLGDIPNRDIDPELRLCLKANTCIEWGDRQFWQKLRFAMPDLRKCQYHRSTVNIYASVSPVGAGRAAAPPPTPPPGKLPPLLGD
>BmToll7-1
MDTVVIKMIINTIFFCFVMGAALTEAPDDADACFRVASVDGMVECNVRTLSSDRDVVGSMHSDGTERLTIRCSQLLIESTLRDHHFGKMQGLAEISIHNCKILRLPGNVFEALRGLKSLKIRSMNNEWGINKELDFTLGAFNGLRELHTLDLAYNNIRKIPSDLFCALENIISLNLTHNKIKFVDELGFGHKCGSTLQRIDLSFNDIMSLPADSEILHLRRLTQLFLQNNKISELPTEVFSDLLSLKVVNISDNAINYLPEGLFHNTREIREIYMQNNELEILPKRIFNRLEQLLVLDLSANKLKSDHIEDETFSGLIRLIVLDLSHNVLTRITRNIFKDLFCLQILSLNNNSIGYVEDNAFSPLYNLHTLNLGQNMLHAVEDHMFNGLFILNKLNVNNNLLSFVSVNAFKNCSDLKELDLSSNKLTKIPEAILQLPFLKSLDLGENLLTEITNNSFQNLSQLTGLRLIDNQIGNLTAGMFWALPGLQVLNLAKNKIQSIETETFQKNTQLEAVRLDGNFVSDINGVFVALTKLLWLNLSENHLVWFDYAFIPGNLKWLDIHANFIEILGNYYKIQKELHIKTLDVSHNRLATISPMSIPNSVELLFINNNLISSVETDTFLEKRNLTRVDMYANEIESLDINSLRISRVSEDRTLPEFYISGNPFRCDCNMKWLLLINSITSRQYPRVMDLENVICKESYVRGVKYLSVTSLHLKDFLCKYETYCPDNCECCDLNDCDCKTYCPTNCSCYHDSSKSTSVVDCSVQQLKVVPTAFPIDATHIYLDGNVYSELGETFFDSMRNAYVIYLNASNIIIIRNNTFSQLRDLRILHLDNNKLKQLRGLEFSKLSSLKELYLQSNLIEYISNETFSQLGALEVLRLDGNRLVNYGLWHLDNNKKLQTLFIGNNNWSCDCKYLQGFLTYVSQNIEKVLDIHSLWCVNEKLKPVKKPLNLNITVCSEISENSMMSAFFVSHNLPLLASAITGFMLILLILALIFTFRYACRMWLYSNCGIKLSPLAFKDTDKLYDAYVCYSPKDEEFVIETLARELENGYPSYHLCLHYRDVPHFEATYAQFPDLVVEATEASRRIIVVLTNNFITTEWSQIEFRQALQKALRKNPNKLIIVAVGPVPRDPELKSYFKTGLEITWKEKRFWERLRYAMPSSKRHGHKLKILNYGRNSNTYTMDASVLNSTCQTLCGKSANSAERSPCDRPLSEHIYSTIDSDYSSTDFQGRHNQPQSVVFQHTVQTYLV
>BmToll7-2
MYAIAAVFCALLHFGWTLMPNNADKCARVTDRGFESAVCKIRTLESEGTAIASVSSDTSRLSIECNHLLFFESSLKAHYFKPVPGLVDLSISNCKLLSVPDNTFHGLRKLKKLQLRSKNFEWSPTKNLELSLNAFNGLSELQSLDLAQNNIKFIPSGVFCVLENLNTLNLTYNRIKTVGQIGFGQGCGSSLQSLDLSHNMIKTISDGSELLKLRSLQHLYLQHNNITDISNEAFDGLISMRVLNISHNRLHTLPEGLFVNARELREIYLNDNSIYELARGIFHRLEQLIVLDISSNQLTSNHIDDGTFLGLIRLIVLNLSNNALTRVDGKTFKDLFVLQILNLKNNSIGYIEDNAFLPLYNLHTLNLAENRLHTIDENLFNGLFVLSKLTLNNNLLVNIDRKAFKNCSDLKELDLSSNQLLEVPEALWELPFLKTLDLGENQLSNFRNGSFKNLNQLTGLRLIDNQIGNLSVGMFWDLPSLQVLNIAKNKILSIERETFIRNTQLEAIRLDGNFLSDINGVFSTLASLLWLNLSENHLVWFDYAFVPSNLKWLDIHGNFIEHLGNYYKLQEEIRIKTLDVSHNRISEISPMAIPNSVELLFINNNFLNAIHVNTFFDKKNLTRVDMYANEINHLELNSLRLSTVPGNKTLPEFYIGGNPFQCDCTMEWLPIINNMTAMRQYPRVMDLENVLCKMTNTRSGTHVPLTNLKTTDFLCKYETHCFAICHCCDYDACDCEMTCPHNCTCYHDPLWNTNVVDCSGQSSMEIPQKIPMDATEVFLDGNNIRELQNHVFIGRQKMRTLYVNNSNVDSIQNRTFSGLNSLQILHLGNNKLKELKGYEFQQLNNLKELFLQNNLISHIANISFLSLKSLELLRLDGNRLVDFGVWSFSNNLNLKALSLGNNLWSCKCRYLQELTAFLAENAQKIIDITDVWCWNGDAKPPQKKELNLNGTACSDYYADNSVIGNMLVSNYVPMMVSTLTGFMLILLALVLLFLFRDSLRVWLYTNCGIRVFSLPGTFEENQKLYDAYVCYSPKDEESVVQSLVNELENGNPSYHLCLHYRDIPHHGAQYMQCAPPDVETAEASKRIIIVLTRNFMQTEWSRYEFRQGLHEALKGCIYKLVLIEECSVVADAMCDPDLRPYLKTGSRLRWGQKGFWERLRYIMPDSTHSSHKSRSHSYRRSINTYTLDSSVPNGGNRTMAFPDKSPVLGVANQGASAPPEYVTEVRQSPSVVRQTQGVAYGPDGRPISDHIYSSIDSDYSSLEHGMAPGRRRDIRQWPPPPPLVDTGNAVQAYLV
>BmToll7-3
MFQFLTLLFVTFGVNAAYARGVDNCSRQSKGDNSTLCRVRTLDADGSSLASAPTETTKRLDIECNQLLLFESYLEANYFQRFHELTELTIRNCKLLRIPGNAFEGLRELKKLSIRSKNYDWSSNKNLELSLGTFNGLRELQALDLGQNNLKTIPSEVFCPLDNLQTLNVTGNKLKSVDRLGFGKNCGSGLRRLDLSRNEIKSLPEESEIIGLKRLQELKLQHNNITDISGETFNGLISLRILNVSYNNIQFIPEGTFASTKELREVYLNNNLLFELARGVFHRLEQLLVLDLSYNQLSSAHIDGGTFVGLIRLVILNLSNNALTRIDSKTFKDLFFLQILDLRNNSIGYIEENTFLPLYNLHTLNLAENRLHMIDEYLFNGLFVLSKLNLNNNLLINIDINAFKNCSDLKELDLSSNQLLDVPNAIWELSQLKTLDLGENQIKDIKNGSFKSLDQLTGLRLIDNQIGNLSVGMFSELPSLQVLNLAKNKILAVELGSFQNNKQLEAIRLDGNFISDINGVFSRLMSLLWLNLSENHLVWFDYAFIPSNLKWLDVHGNFIEHLGNYYKLQDEIRIKTLDVSHNRIVDISPLAIPNSVELLFINNNHINNIQVNTFMEKHNLTRVDIYANEISHLDINSLRLSPVPLNKSLPEFYIGGNPFDCDCSMEWLPLINNMTTMRQHPRIMDLENVLCKMTHTRGVTHIPLSNLKSTDFLCTYETHCFTLCRCCDYVACDCQMTCPYNCSCYHDPTWNKNVVDCSSQSAIEIPEKIPMDATEVYLDGNDFKILQNYAFIGRKNMRSLYVNSSQVESVHNKTFAGLSSLITLHLGNNKLKHLNGYEFEHLTQLNELYLQDNFISHIANLTFSTLYSLRILRLDGNRLIDFSIWSLNANKQLSSLSIGNNMWSCKCRYLQKFTAFISDNVPKIVDVTDISCWNVDTKTTQKKELNLNGTICSDYYAGDSVIDNILVSNYMPMMVTTLSGFMLIMLVILVIFIFRDTVRIWLFTSCGIRLFPFNGAYDDTDKLYDAYVCYSPKDDDFVIQTLAAELENGNPSYHLCLHYRDIPQHNVAYMQCTLPLPECAEASKRIILVLTRNFIETEWSRFEFRQALHEIVKSRIYTLVIIEEGSILPEAECDPDLRPYLKTSSRIRWGQNKFWEKLRYAMPDKRYKSKTSAYRNNINSYSMRSATQNGTMRSFSFTEKMRGSADGVSTSPEFVDPASQHVPVASYGPDGRPPSDHIYSSIDSDYSSLELGANNPNRRREFRHWPPPPPLIDTQSSGQAYLV
>BmToll8
MYSTWFANALLVLSTAFTARSASLSATTNTRYQAPDECGWMTDYDGAGVALQCRLRTINSELENTNFSAIQPHPTVRLRIECSDALFFQSSLAPGSFRQLIELRELTIEYCKIGNLSDSAFTGLRDLRNLTIRTHNTDWSTMSLEITPSAFSRDVQNLERLDLSENNMLVFPDGALCSLRNLEYLNMTGNRMRDISHFQFSTAHRHPTEKCGDNLLILDLSRNVIDTLPPNLLNGLRRLQKFYVQGNGLTSVADRSLEGLISLTTIRFSDNQLASLPPELFSDTKELKEIYLNNNTITVLAPGLFSDLVQLLVLDLSYNELTSDWINTSTFSGLKRLVYLDFSHNRVTKLEIALFRDLHNLQILKMQDNFIEHIPENVFGSLSNLHTLTLSNNRLTNIESHAFTGLQALSVLSVDSNRISRINPQALRNCSNLQDLHINGNRLDEVPEALKEIPQLKTLDLGENLIVSIENASFMTMEQMYGLRLTENNIGNISKGVFDRMTSLKILNLSRNKIHKIEAGSFDGNINLQAIRLDGNYLTDIGGLFAKLPNLVWLNISDNRLEWFDYAMIPTGLQWLDIHANRIAELGNYFEIESQLSLSTFDASSNKLTEITGSAIPNSVQMLYLNDNLISKVQSYTFFKKPNLTRVDLYGNKITSLDPNSLRISAVPQDKSVPEFFIGGNPLECDCTMEWLQKINTGNRARTQPKLMDLDSIHCKLLYSRGNAFVPLIEAAPHQFLCKYESHCHALCHCCDFDACDCEMTCPNNCTCYHDPSWSANVVECSNAGYTNDLPEKIPMEATELYLDGNSIKELPSHAFIGRKKLKILFLNASHIEIVHNRTFNGLKELEVLHLDHNSVTSIEGQEFNGLDNLRELYLNNNKIKNIGKEMFNHMSRLRILHLHRNYLISLSVWQINPAITEITLSYNPWSCDCEYTEMFREWTKRVSSVTDLSNIQCVYTQGNTSNILVLNDTVFDDPSSGFKIAYENGTLCTGLPSINNSINGNLTATRTIITNEDVQDYIPLLIATLGGFLLVLILSVMLFIYRQEMRVWCHSRFGVRLFYRASDLEDSEKMYDAFVCYSSKDEAWVTEELASSLERGDPSYKLCLHYRDVGGYVTDKIRQAVESSRRTIMILSENFLRSEWVRYELKSAMTHVLRDRRKRLIVVLLGQVSQKDLDQDLRLYIKTNKCLNANDRLFWEKLKFALPDVRYNQRCRGMPSPNSGGGMPMHRHHHPRNHLGMLPPPPVHGAHPVLPPHPSHASHQLPPRASPRTMSVHV
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>BmToll9-2
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>BmToll10-2
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>DPOGS205293-PA
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>DPOGS203200-PA
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>DPOGS215274-PA
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>DPOGS205283-PA
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MSMEFHRDSFRGLTDLRTLDLGDNNIWILPSEIFCPLYNLKELNITLNRLQDISNLGFSDWGNGPTAPGKSCNTVLETLDMSFNEISALPDNGLSSLRALQRLLLQNNRISTVADRAFVGLSDLQMLNLSTNALTALPPEMFQSSRDIKQIYLNNNSLSVLAPGLLEGLDQLQILDLSYNELTSEWVNRDTFSGLVRLIVLNLSHNRITKIDALLFQDLNNLQFLSLEYNNVARIADGAFSYLKNLHSLSLAHNNIVEVDSNHFSNLYVLNQLFLDGNRITKVDLRSFENITKLHDLGLSGNQLSEVPEAIKTLRFLTALDLGMNRITKVTTNLFEGLDDLFGLRLVGNKIEKISKDTFAALPSLQILNLASNNIDQIDDGAFASNLQLRAIVLDGNKLVDLKGIFTKTQPLVWLNVSNNELLWFDYSHIPTNLEWLDMHENKIEKLEDTYGVKETCNVKMLDVSNNKIRNIDEFSFPSSIETVVLNNNNIEKINPGTFLQKYNLNKVMLYSNKIKTLDVGAFAISFVPEDRDLPEFYISENPFECDCTMEWLQRINQLSELRQRPRVMDLENVRCSLTHSRSSSDVLLLEVKSFEFLCEYESHCFTLCHCCDFDACDCKMTCPDKCSCYHDLTWSSNVVDCSSGGYDHVPDQIPMDATEIYLDGNDLKELGNHVFIGKKRLQVLYLNNSNINLIQNKTFNGIESLRVLHLENNKLEVLRNTQFTKLQNLNELYLQDNNIRFIENDTFNYLPSLEYLSLDNNGYVEYMPWRVITDNNPRTRVSVEGNNWICDCKDVAQLNQWLIKKSKDTDNMMCFFAHGQPMNKTIATVSKECKAETTTEETGTETQKRLFIESNDSVENYIPYIVAGLITVTVLLLMCAFLFMFRDDFKLWMHSKYGIRVFSSASKDVNDNKNKRFAAFFMYNPQDEGVMRVVSSELEQLGHTLCLQHRDLQLIERRSSDNLVSAAESSKRLIIVLSTSFLEQEWDMPASKAAVQCAINSVNVRHRRQKIIFLVTTDLSAISIDPDLKVLLKTCTVILWGEKYCLEKLNFWLPDVDVTLPNRTIHNANNIKTGNREGFGRHVNLRYTAPPTSHDSWYKYGMDRQMSIMSSPMHSTSASAEVSARSTEDETCSVASSEGRPDDRLPHHHSYVSIDNHPCEERPLRPAQQIAMSNTRPTNSPRQCARAANPLRNYKSSLDAG
>DPOGS205123-PA
MTYHQNGFSKMVLAPILFSCFFANIVNCQISDRCLSGYMTDIQSWVDRFGYFTENVDFKSKLDLSGIQGPMLKIERYLKEFELKRYDRIKYFSMTKCGLRSIPDVFHLQDHHGRSLAETIEYVTFYGNEFSMNYLTRDADDDVSPEINLTSFNGEEIIIKERYQYLSSWGAGFKDVNFENLLQLDLRACGIRSLGSYAFKSMPKLSMLYLSENNIYHIEADTFSGLHNLIHLDLSRNDALDDVYKTISFNFENRHEFRGLRLVSLDLSYSPFGDNNIPMLKDLKQLKSLSLCFSGLRRLRPRTFDGTQLRFLDVSGNKDIFDTRSVLGGLENSLQVLYAQEVNMKTIDCLYNLTYLEIAQLRKNEIAVVRQNVSITLKKLQVLDLSHNRKLAWFSKVFSLMPKLKLLSLNSNNMNVVTQEMLDDFQDLSYVDLSYNFLICSCALRDIYGISINNEYSVEHPLIEFERDNEGDTLFLNNGLTYFNNIITRRQNTSILNGNRTLRMDNVFQLRGNFVLLVNKNDPYRFRCLIASEGKLTNVNKIMECTNLNRNYDIEQADEAKWRFFLLFLIPVLLLPTLIFMYMYRRNFKYFWINLKNTTTLSLINKDVIINDTTIFNYDAFISYCNEDRAWVLDYFLPHVEQDCNISVCLHERDFQVCDESDVRNFLDYSLNKHFYMVMTMNNFNMIRKLLETRREDLILVLLEEIPRRLRPNTLHYLMVTKTYIVWPSEEPQRNLFWKQLKKSIVKLKLIHSENVSLA
>DmToll-9C FBpp0300871 type=protein; loc=3L:complement(join(20365624..20365918,20364666..20364896,20364341..20364562,20362507..20364125,20362309..20362436,20362040..20362247)); ID=FBpp0300871; name=Toll-9-PC; parent=FBgn0036978,FBtr0308648; dbxref=FlyBase:FBpp0300871,FlyBase_Annotation_IDs:CG5528-PC,REFSEQ:NP_001246846,GB_protein:AFH04517,UniProt/TrEMBL:Q9VPH1; MD5=b6383d5b4c9ecdc6ec1e488d044c973b; length=900; release=r6.20; species=Dmel; 
MCPKYIWDVIVLVCLFLGNVREAYTEFSIQDGLIIEPDSATTSSEEAEEVSKERTDLKSL
MLKYESDDGNSCLLDLIKDEVIWWQFPNGTLRDSTKKYAHKLYLDLSHGNLKDDSDLFRE
AKLSRKVTIWRTEVFSAAFNTLTAAPFRTLYSMRESLKLLSLRGNNFAELIPDAEDFARF
VNESRLEASNSVPHHCELLLLHNTTDLYDRECYLYFNNNTNMGQSITTGRNYTNFIKVLK
DRFDQHGSSSQSIAWATFPKMPRLVELDISNCSIEYVSKEAFRNVSNLRRLFMSDNKIMT
ISHDTFYYVQGVQYLDLSFTNFLTYSYQLQLPTLEMALSLIYGLKIQQNVFKYLPELIYL
DLSHSKMTRNSAVAFAHLGDKLKFLSLCYTAIPMVSSTIFKNTVLEGLDLSGNPYLSYNI
IDDAFDGIANTLKYLYFERSNIKDLEWSKSLKNLQVLGLAGNNINALTPAMFQSLESLEI
LDLSSNHVGNWYRSAFHNNSALRVLNLRSNTINMLSNEMLKDFERLDYLSLGDNDFICDC
HLRAVVEVAAANNKDADCSYRLLNYSQNAVGEEVISLAESLIIDRKLWQSRYIPWLQRSY
SNIREFNRANHIIKLRFSSEDYMVAKCSAAQPYHLGDLDGDLTLKFQLLDYEASQYYCFN
NTDQLQVDELNCQIRSMSDLAEELHHVTNTVIAVMGSLVGACILGFIIYLKRWHIHYYYS
SLKSAALLSSASKESVNKFTNISQRDPSAVYDIFISYCQNDRTWVLNELLPNVEETGDVS
ICLHERDFQIGVTILDNIISCMDRSYSLMLIISSKFLLSHWCQFEMYLAQHRIFEVSKEH
LILVFLEDIPRRKRPKTLQYLMDVKTYIKWPTAKEDRKLFWKRLKRSLEVIGINSREISV
>DmToll-4 FBpp0079369 type=protein; loc=2L:join(9084107..9084230,9085420..9085527,9086242..9086923,9086977..9089440); ID=FBpp0079369; name=Toll-4-PA; parent=FBgn0032095,FBtr0079768; dbxref=FlyBase:FBpp0079369,FlyBase_Annotation_IDs:CG18241-PA,FlyMine:FBpp0079369,GB_protein:AAF52747.3,REFSEQ:NP_523519,GB_protein:AAF52747,UniProt/TrEMBL:Q9VLE6,modMine:FBpp0079369; MD5=435b33c317e5c7d16daf69230c45ed29; length=1125; release=r6.20; species=Dmel; 
MEHSKLWDLRPEVRERRFKWTSDGQQQQQQQLGWCNNKDDPPNSHQKSKSNNDARNLNSR
VRVRARVRVVPGEMRMGDINCSNGLGNIREDYCEIYLDELGENGTCSIANNEVTTEDYQM
KLVFLKLEINWTSPVFHGWNIFKICNETDYELVIISVLGIRSEVDMRISPAVQYLSLLGI
REISGYDIYLPSVLITEMDVHHANGPKMVTFKYLYDSTVNSVITNNYIRKTMNNTEKIKI
YYHNTFEKTTLTMEKNIFHGKNKMSALIFNGLKIKGLTNNTFENLTSLNTLIFDNVFLKD
LSFLRSSTLQSSLTYCIMKVDNMVDLKSFEKFTNLEIIEVSQYKGFKNFTAFICEPYKSH
CKFTLGINEVACPLKCNCSYNRDKSQLEIDCWQKNLTTIPSLPVPKKGSSALVFQSNLLA
ELPDNSLEGYHNLKSLDVSYNQLTSLSVSQLPESLHYLDIRHNKITTLSPQVVEYLYSVN
VFNQYGNKWSIYCDEYHLQEFFWYKAKLLRIKTSKFQTIMEYIELSSKGSFVENFFVQNI
DQLYLEANEDEIIDAFGPSDKYFNLKLMEALNHAIWLFSGEFDEIILHHLNSPCPYRCSC
CFEWHTGEFLINCRNLSLDIYPRLPNSIPYKTTLYLDRNEIRKLTNTESLVVAGHASIHK
LHMSQNLLRELPLHLLPENITYLDVRNNLLKYLDDGVIAFLEYRENITKIELSGNPWECN
CKAKAFLSFLRRHEPMEYETVLRRVEITDDKCPEDCICCVDTSNSDSLAYVVDCSGKELS
EIPQLPTPTYGQTTLVFERNSLKKWPSSLLPGYSSVTRFYLAHNRLSDIDQLPDKLEYLD
ISNNNFSALDDRVRGFLQKRMNSSQLQLSLFGNPWTCRCEDKDFLVFVKEQAKNIANASA
IQCIDTGRSLIEVEETDICPSVLIYYTSLAVSLLIIALSINVFICFRQPIMIWFYEHEIC
LSLAARRELDEDKKYDAFLSFTHKDEDLIEEFVDRLENGRHKFRLCFYLRDWLVGESIPD
CINQSVKGSRRIIILMTKNFLKSTWGRLEFRLALHATSRDRCKRLIVVLYPDVEHFDDLD
SELRAYMVLNTYLDRNNPNFWNKLMYSMPHASHLKRSRSDAETKV
>DmToll-8 FBpp0075360 type=protein; loc=3L:15236121..15240161; ID=FBpp0075360; name=Tollo-PA; parent=FBgn0029114,FBtr0075607; dbxref=FlyBase:FBpp0075360,FlyBase_Annotation_IDs:CG6890-PA,FlyMine:FBpp0075360,GB_protein:AAF49650.1,REFSEQ:NP_524757,GB_protein:AAF49650,UniProt/Swiss-Prot:Q9V477,modMine:FBpp0075360; MD5=15a1eb1469a9b37999b9bf693bf65ec3; length=1346; release=r6.20; species=Dmel; 
MLATTHMLYVLIATCVIPIFGAALSKTVLYQAPDECRWSGGGEHDITLVCHLRTINSELE
NTNFSVIQPQNTVRLRLECNDALFFQSSLSPDSFRSLVELRDLTIEYCKLGNLTDGSFRG
LQELRNLTIRTHNGDWSTMSLEMASNSFVEFRQLERLDLSLNNIWLIPDGMVCPLKSLQH
LNASYNKIQDISNFYFSASLSSRKARVCGSTLQSLDLSANKMVSLPTAMLSALGRLTHLN
MAKNSMSFLADRAFEGLLSLRVVDLSANRLTSLPPELFAETKQLQEIYLRNNSINVLAPG
IFGELAELLVLDLASNELNSQWINAATFVGLKRLMMLDLSANKISRLEAHIFRPLASLQI
LKLEDNYIDQLPGGIFADLTNLHTLILSRNRISVIEQRTLQGLKNLLVLSLDFNRISRMD
QRSLVNCSQLQDLHLNDNKLQAVPEALAHVQLLKTLDVGENMISQIENTSITQLESLYGL
RMTENSLTHIRRGVFDRMSSLQILNLSQNKLKSIEAGSLQRNSQLQAIRLDGNQLKSIAG
LFTELPNLVWLNISGNRLEKFDYSHIPIGLQWLDVRANRITQLGNYFEIESELSLSTFDA
SYNLLTEITASSIPNSVEVLYLNDNQISKIQPYTFFKKPNLTRVDLVRNRLTTLEPNALR
LSPIAEDREIPEFYIGHNAYECDCNLDWLQKVNRESRTQPQLMDLDQIHCRLAYARGSSH
VSLIEAKSDDFLCKYASHCFALCHCCDFQACDCKMECPDRCSCYHDQSWTSNVVDCSRAS
YEQTLPSHIPMDSTQLYLDGNNFRELQSHAFIGRKRLKVLHLNHSRIEVLHNRTFYGLLE
LEVLQLQSNQLKALNGNEFQGLDNLQELYLQHNAIATIDTLTFTHLYHLKILRLDHNAIT
SFAVWNFLPSYLNELRLASNPWTCSCEFIDKLRDYINRHEYVVDKLKMKCDVISGNSTQQ
MVIYPGSGEPASLPVVQCSQTLPLGLDNNFNYAEQAGGENASNATSTKMILNQPPKLDYI
PILVAILTAFIFVMICISLVFIFRQEMRVWCHSRFGVRLFYNAQKDVDKNEREKLFDAFV
SYSSKDELFVNEELAPMLEMGEHRYKLCLHQRDFPVGGYLPETIVQAIDSSRRTIMVVSE
NFIKSEWCRFEFKSAHQSVLRDRRRRLIVIVLGEVPQKELDPDLRLYLKTNTYLQWGDKL
FWQKLRFALPDVSSSQRSNVAGQSCHVPINHASYHHHHHVHQQAMPLPHSVHHHQQQFML
PPPPQQPGSFRRQPSLHQQQQQQQQIRGNNNTTQQQQQQQAALLMGGGSVGGPAPQMIPL
AGGIQQQSLPLPPNQQPTPASRNLHM
>DmToll-6B FBpp0297410 type=protein; loc=3L:15337225..15341769; ID=FBpp0297410; name=Toll-6-PB; parent=FBgn0036494,FBtr0306307; dbxref=REFSEQ:NP_001246765,GB_protein:AFH04436,FlyBase:FBpp0297410,FlyBase_Annotation_IDs:CG7250-PB,UniProt/Swiss-Prot:Q9VUN0; MD5=6ba90717bb0165f76352123615612eef; length=1514; release=r6.20; species=Dmel; 
MIYYMLLILPVVLAQDQQHTTESLSTKHHQQQQLSHSNAIMGEAGVSNSQLMQPSTPART
LRPLTAGAGGDPSLYDAPDDCHFMPAAGLDQPEIALTCNLRTVNSEFDTTNFSVIPAEHT
IALHILCNDEIMAKSRLEAQSFAHLVRLQQLSIQYCKLGRLGRQVLDGLEQLRNLTLRTH
NILWPALNFEIEADAFSVTRRLERLDLSSNNIWSLPDNIFCTLSELSALNMSENRLQDVN
ELGFRDRSKEPTNGSTESTSTTESAKKSSSSSTSCSLDLEYLDVSHNDFVVLPANGFGTL
RRLRVLSVNNNGISMIADKALSGLKNLQILNLSSNKIVALPTELFAEQAKIIQEVYLQNN
SISVLNPQLFSNLDQLQALDLSMNQITSTWIDKNTFVGLIRLVLLNLSHNKLTKLEPEIF
SDLYTLQILNLRHNQLENIAADTFAPMNNLHTLLLSHNKLKYLDAYALNGLYVLSLLSLD
NNALIGVHPDAFRNCSALQDLNLNGNQLKTVPLALRNMRHLRTVDLGENMITVMEDSAFK
GLGNLYGLRLIGNYLENITMHTFRDLPNLQILNLARNRIAVVEPGAFEMTSSIQAVRLDG
NELNDINGLFSNMPSLLWLNISDNRLESFDYGHVPSTLQWLDLHKNRLSSLSNRFGLDSE
LKLQTLDVSFNQLQRIGPSSIPNSIELLFLNDNLITTVDPDTFMHKTNLTRVDLYANQIT
TLDIKSLRILPVWEHRALPEFYIGGNPFTCDCNIDWLQKINHITSRQYPRIMDLETIYCK
LLNNRERAYIPLIEAEPKHFLCTYKTHCFAVCHCCEFDACDCEMTCPTNCTCFHDQTWST
NIVECSGAAYSEMPRRVPMDTSELYIDGNNFVELAGHSFLGRKNLAVLYANNSNVAHIYN
TTFSGLKRLLILHLEDNHIISLEGNEFHNLENLRELYLQSNKIASIANGSFQMLRKLEVL
RLDGNRLMHFEVWQLSANPYLVEISLADNQWSCECGYLARFRNYLGQSSEKIIDASRVSC
IYNNATSVLREKNGTKCTLRDGVAHYMHTNEIEGLLPLLLVATCAFVAFFGLIFGLFCYR
HELKIWAHSTNCLMNFCYKSPRFVDQLDKERPNDAYFAYSLQDEHFVNQILAQTLENDIG
YRLCLHYRDVNINAYITDALIEAAESAKQFVLVLSKNFLYNEWSRFEYKSALHELVKRRK
RVVFILYGDLPQRDIDMDMRHYLRTSTCIEWDDKKFWQKLRLALPLPNGRGNNNKRVVSG
CLSGRTPSVNMYATSHEYQAGNGGVIPPPSARYADCGSNNYATINECAAAGGGRGYKPIP
TSASAAAAACKFNTMNQLSKKQQRDLSVAGMAKTLEHQHHHNHQANRRSQHEYAVPSYLP
SAAPAYDSVDYAKQQIRNNANCECVNLGTAKRAAGKNPASGLPSSFSSNFVPPGGASYNC
KKSCSCIGDDELLCSCGGGGGIGVNLLESGTQSSVTMSSSSNNSRQPELTHYESNLSLND
DEDEDHDQQKNLWA
>DmToll-9 FBpp0077898 type=protein; loc=3L:complement(join(20365624..20365918,20364666..20364896,20364341..20364562,20362507..20364125,20362309..20362436,20362040..20362247)); ID=FBpp0077898; name=Toll-9-PA; parent=FBgn0036978,FBtr0078240; dbxref=FlyBase:FBpp0077898,FlyBase_Annotation_IDs:CG5528-PA,FlyMine:FBpp0077898,GB_protein:AAF51581.1,REFSEQ:NP_649214,GB_protein:AAF51581,UniProt/TrEMBL:Q9VPH1,modMine:FBpp0077898; MD5=b6383d5b4c9ecdc6ec1e488d044c973b; length=900; release=r6.20; species=Dmel; 
MCPKYIWDVIVLVCLFLGNVREAYTEFSIQDGLIIEPDSATTSSEEAEEVSKERTDLKSL
MLKYESDDGNSCLLDLIKDEVIWWQFPNGTLRDSTKKYAHKLYLDLSHGNLKDDSDLFRE
AKLSRKVTIWRTEVFSAAFNTLTAAPFRTLYSMRESLKLLSLRGNNFAELIPDAEDFARF
VNESRLEASNSVPHHCELLLLHNTTDLYDRECYLYFNNNTNMGQSITTGRNYTNFIKVLK
DRFDQHGSSSQSIAWATFPKMPRLVELDISNCSIEYVSKEAFRNVSNLRRLFMSDNKIMT
ISHDTFYYVQGVQYLDLSFTNFLTYSYQLQLPTLEMALSLIYGLKIQQNVFKYLPELIYL
DLSHSKMTRNSAVAFAHLGDKLKFLSLCYTAIPMVSSTIFKNTVLEGLDLSGNPYLSYNI
IDDAFDGIANTLKYLYFERSNIKDLEWSKSLKNLQVLGLAGNNINALTPAMFQSLESLEI
LDLSSNHVGNWYRSAFHNNSALRVLNLRSNTINMLSNEMLKDFERLDYLSLGDNDFICDC
HLRAVVEVAAANNKDADCSYRLLNYSQNAVGEEVISLAESLIIDRKLWQSRYIPWLQRSY
SNIREFNRANHIIKLRFSSEDYMVAKCSAAQPYHLGDLDGDLTLKFQLLDYEASQYYCFN
NTDQLQVDELNCQIRSMSDLAEELHHVTNTVIAVMGSLVGACILGFIIYLKRWHIHYYYS
SLKSAALLSSASKESVNKFTNISQRDPSAVYDIFISYCQNDRTWVLNELLPNVEETGDVS
ICLHERDFQIGVTILDNIISCMDRSYSLMLIISSKFLLSHWCQFEMYLAQHRIFEVSKEH
LILVFLEDIPRRKRPKTLQYLMDVKTYIKWPTAKEDRKLFWKRLKRSLEVIGINSREISV
>DmToll-6A FBpp0075367 type=protein; loc=3L:15337225..15341769; ID=FBpp0075367; name=Toll-6-PA; parent=FBgn0036494,FBtr0075614; dbxref=FlyBase:FBpp0075367,FlyBase_Annotation_IDs:CG7250-PA,FlyMine:FBpp0075367,GB_protein:AAF49645.1,REFSEQ:NP_524081,GB_protein:AAF49645,UniProt/Swiss-Prot:Q9VUN0,modMine:FBpp0075367; MD5=6ba90717bb0165f76352123615612eef; length=1514; release=r6.20; species=Dmel; 
MIYYMLLILPVVLAQDQQHTTESLSTKHHQQQQLSHSNAIMGEAGVSNSQLMQPSTPART
LRPLTAGAGGDPSLYDAPDDCHFMPAAGLDQPEIALTCNLRTVNSEFDTTNFSVIPAEHT
IALHILCNDEIMAKSRLEAQSFAHLVRLQQLSIQYCKLGRLGRQVLDGLEQLRNLTLRTH
NILWPALNFEIEADAFSVTRRLERLDLSSNNIWSLPDNIFCTLSELSALNMSENRLQDVN
ELGFRDRSKEPTNGSTESTSTTESAKKSSSSSTSCSLDLEYLDVSHNDFVVLPANGFGTL
RRLRVLSVNNNGISMIADKALSGLKNLQILNLSSNKIVALPTELFAEQAKIIQEVYLQNN
SISVLNPQLFSNLDQLQALDLSMNQITSTWIDKNTFVGLIRLVLLNLSHNKLTKLEPEIF
SDLYTLQILNLRHNQLENIAADTFAPMNNLHTLLLSHNKLKYLDAYALNGLYVLSLLSLD
NNALIGVHPDAFRNCSALQDLNLNGNQLKTVPLALRNMRHLRTVDLGENMITVMEDSAFK
GLGNLYGLRLIGNYLENITMHTFRDLPNLQILNLARNRIAVVEPGAFEMTSSIQAVRLDG
NELNDINGLFSNMPSLLWLNISDNRLESFDYGHVPSTLQWLDLHKNRLSSLSNRFGLDSE
LKLQTLDVSFNQLQRIGPSSIPNSIELLFLNDNLITTVDPDTFMHKTNLTRVDLYANQIT
TLDIKSLRILPVWEHRALPEFYIGGNPFTCDCNIDWLQKINHITSRQYPRIMDLETIYCK
LLNNRERAYIPLIEAEPKHFLCTYKTHCFAVCHCCEFDACDCEMTCPTNCTCFHDQTWST
NIVECSGAAYSEMPRRVPMDTSELYIDGNNFVELAGHSFLGRKNLAVLYANNSNVAHIYN
TTFSGLKRLLILHLEDNHIISLEGNEFHNLENLRELYLQSNKIASIANGSFQMLRKLEVL
RLDGNRLMHFEVWQLSANPYLVEISLADNQWSCECGYLARFRNYLGQSSEKIIDASRVSC
IYNNATSVLREKNGTKCTLRDGVAHYMHTNEIEGLLPLLLVATCAFVAFFGLIFGLFCYR
HELKIWAHSTNCLMNFCYKSPRFVDQLDKERPNDAYFAYSLQDEHFVNQILAQTLENDIG
YRLCLHYRDVNINAYITDALIEAAESAKQFVLVLSKNFLYNEWSRFEYKSALHELVKRRK
RVVFILYGDLPQRDIDMDMRHYLRTSTCIEWDDKKFWQKLRLALPLPNGRGNNNKRVVSG
CLSGRTPSVNMYATSHEYQAGNGGVIPPPSARYADCGSNNYATINECAAAGGGRGYKPIP
TSASAAAAACKFNTMNQLSKKQQRDLSVAGMAKTLEHQHHHNHQANRRSQHEYAVPSYLP
SAAPAYDSVDYAKQQIRNNANCECVNLGTAKRAAGKNPASGLPSSFSSNFVPPGGASYNC
KKSCSCIGDDELLCSCGGGGGIGVNLLESGTQSSVTMSSSSNNSRQPELTHYESNLSLND
DEDEDHDQQKNLWA
>DmToll-1C FBpp0303187 type=protein; loc=3R:join(26837737..26838956,26839074..26841207); ID=FBpp0303187; name=Tl-PC; parent=FBgn0262473,FBtr0330154; dbxref=FlyBase:FBpp0303187,FlyBase_Annotation_IDs:CG5490-PC,REFSEQ:NP_001262995,GB_protein:AGB96375,UniProt/TrEMBL:A0A0B4KHY4; MD5=bb73e39dd397e5a472d3532a6a61c0ea; length=1117; release=r6.20; species=Dmel; 
MSRLKAASELALLVIILQLLQWPGSEASFGRDACSEMSIDGLCQCAPIMSEYEIICPANA
ENPTFRLTIQPKDYVQIMCNLTDTTDYQQLPKKLRIGEVDRVQMRRCMLPGHTPIASILD
YLGIVSPTTLIFESDNLGMNITRQHLDRLHGLKRFRFTTRRLTHIPANLLTDMRNLSHLE
LRANIEEMPSHLFDDLENLESIEFGSNKLRQMPRGIFGKMPKLKQLNLWSNQLHNLTKHD
FEGATSVLGIDIHDNGIEQLPHDVFAHLTNVTDINLSANLFRSLPQGLFDHNKHLNEVRL
MNNRVPLATLPSRLFANQPELQILRLRAELQSLPGDLFEHSTQITNISLGDNLLKTLPAT
LLEHQVNLLSLDLSNNRLTHLPDSLFAHTTNLTDLRLEDNLLTGISGDIFSNLGNLVTLV
MSRNRLRTIDSRAFVSTNGLRHLHLDHNDIDLQQPLLDIMLQTQINSPFGYMHGLLTLNL
RNNSIIFVYNDWKNTMLQLRELDLSYNNISSLGYEDLAFLSQNRLHVNMTHNKIRRIALP
EDVHLGEGYNNNLVHVDLNDNPLVCDCTILWFIQLVRGVHKPQYSRQFKLRTDRLVCSQP
NVLEGTPVRQIEPQTLICPLDFSDDPRERKCPRGCNCHVRTYDKALVINCHSGNLTHVPR
LPNLHKNMQLMELHLENNTLLRLPSANTPGYESVTSLHLAGNNLTSIDVDQLPTNLTHLD
ISWNHLQMLNATVLGFLNRTMKWRSVKLSGNPWMCDCTAKPLLLFTQDNFERIGDRNEMM
CVNAEMPTRMVELSTNDICPAEKGVFIALAVVIALTGLLAGFTAALYYKFQTEIKIWLYA
HNLLLWFVTEEDLDKDKKFDAFISYSHKDQSFIEDYLVPQLEHGPQKFQLCVHERDWLVG
GHIPENIMRSVADSRRTIIVLSQNFIKSEWARLEFRAAHRSALNEGRSRIIVIIYSDIGD
VEKLDEELKAYLKMNTYLKWGDPWFWDKLRFALPHRRPVGNIGNGALIKTALKGSTDDKL
ELIKPSPVTPPLTTPPAEATKNPLVAQLNGVTPHQAIMIANGKNGLTNLYTPNGKSHGNG
HINGAFIINTNAKQSDVXDWEKAELFQFDPDDELLFR
>DmToll-1B FBpp0084431 type=protein; loc=3R:join(26837737..26838956,26839074..26841147); ID=FBpp0084431; name=Tl-PB; parent=FBgn0262473,FBtr0085059; dbxref=FlyBase:FBpp0084431,FlyBase_Annotation_IDs:CG5490-PB,FlyMine:FBpp0084431,GB_protein:AAN14086.1,REFSEQ:NP_524518,GB_protein:AAN14086,UniProt/Swiss-Prot:P08953,modMine:FBpp0084431; MD5=d2cdeaa04f3b449545ad80366aae48e1; length=1097; release=r6.20; species=Dmel; 
MSRLKAASELALLVIILQLLQWPGSEASFGRDACSEMSIDGLCQCAPIMSEYEIICPANA
ENPTFRLTIQPKDYVQIMCNLTDTTDYQQLPKKLRIGEVDRVQMRRCMLPGHTPIASILD
YLGIVSPTTLIFESDNLGMNITRQHLDRLHGLKRFRFTTRRLTHIPANLLTDMRNLSHLE
LRANIEEMPSHLFDDLENLESIEFGSNKLRQMPRGIFGKMPKLKQLNLWSNQLHNLTKHD
FEGATSVLGIDIHDNGIEQLPHDVFAHLTNVTDINLSANLFRSLPQGLFDHNKHLNEVRL
MNNRVPLATLPSRLFANQPELQILRLRAELQSLPGDLFEHSTQITNISLGDNLLKTLPAT
LLEHQVNLLSLDLSNNRLTHLPDSLFAHTTNLTDLRLEDNLLTGISGDIFSNLGNLVTLV
MSRNRLRTIDSRAFVSTNGLRHLHLDHNDIDLQQPLLDIMLQTQINSPFGYMHGLLTLNL
RNNSIIFVYNDWKNTMLQLRELDLSYNNISSLGYEDLAFLSQNRLHVNMTHNKIRRIALP
EDVHLGEGYNNNLVHVDLNDNPLVCDCTILWFIQLVRGVHKPQYSRQFKLRTDRLVCSQP
NVLEGTPVRQIEPQTLICPLDFSDDPRERKCPRGCNCHVRTYDKALVINCHSGNLTHVPR
LPNLHKNMQLMELHLENNTLLRLPSANTPGYESVTSLHLAGNNLTSIDVDQLPTNLTHLD
ISWNHLQMLNATVLGFLNRTMKWRSVKLSGNPWMCDCTAKPLLLFTQDNFERIGDRNEMM
CVNAEMPTRMVELSTNDICPAEKGVFIALAVVIALTGLLAGFTAALYYKFQTEIKIWLYA
HNLLLWFVTEEDLDKDKKFDAFISYSHKDQSFIEDYLVPQLEHGPQKFQLCVHERDWLVG
GHIPENIMRSVADSRRTIIVLSQNFIKSEWARLEFRAAHRSALNEGRSRIIVIIYSDIGD
VEKLDEELKAYLKMNTYLKWGDPWFWDKLRFALPHRRPVGNIGNGALIKTALKGSTDDKL
ELIKPSPVTPPLTTPPAEATKNPLVAQLNGVTPHQAIMIANGKNGLTNLYTPNGKSHGNG
HINGAFIINTNAKQSDV
>DmToll-5A FBpp0080080 type=protein; loc=2L:join(13435749..13436794,13437923..13439264); ID=FBpp0080080; name=Tehao-PA; parent=FBgn0026760,FBtr0080502; dbxref=FlyBase:FBpp0080080,FlyBase_Annotation_IDs:CG7121-PA,FlyMine:FBpp0080080,GB_protein:AAF53306.1,REFSEQ:NP_477438,GB_protein:AAF53306,UniProt/TrEMBL:Q9VJX9,modMine:FBpp0080080; MD5=f867e613eccf2bcb0ab81a0221bf3fe3; length=795; release=r6.20; species=Dmel; 
MLTYLPVVWLFFALLVLRSATGQIIPLPTFCLGLSPQCTCAAEGNVVRFHCPDEYAMLLE
VSEPGASLYMSYYASTELQWLPRFNISSLVKIEFDAYIFWPEKFLSDLLKTLGVQTVKTI
IFRDRTLETVVTRDVLNSGNGYMETSQPENITTWHFGSVPGLKKFKFFSHVPELQESIFH
GFDTLRDLHLSVNVTTLPGNMLSTVNGTLKTLTIESPGIVSFGNPLLRELQQLRNLSLAL
IHPFHERDKQLQPHFFGSMTNLEEVRLASATSSVNRSMFKGTNKLQLIKMNGNDDLMELP
GEIFLDQVNLKTLDLSCNAIVTLHEDVFKGLGNLTLLDLSKNRLTNLSSTIFAPLTSLNV
LRLNKNSLTAMSPSVFQDVVSLNYIEMVNTQFYGATLLMNYEAVVCTNDEACQYKSAEWQ
CDPRCICWVQRSVGSLIVDCRGTSLEELPDLPRTTLLSTVLKVGNNSLTSLPTVSEHSGY
ANVSGLFLSDNNLTSLGSGDQLPDNLTHLDVRGNQIQSLSDEFLLFLQEPNNTMTLSLSG
NPITCGCESLSLLFFVRTNPQRVRDIADIVCTKQKKSFQQMEAFELCPSYVLLISCVVGG
LVIVICLLTVFYLMFQQELKIWLYNNNLCLWWVSEEELDKDKTYDAFISYSHKDEELISK
LLPKLESGPHPFRLCLHDRDWLVGDCIPEQIVRTVDDSKRVIIVLSQHFIDSVWARMEFR
IAYQATLQDKRKRIIIILYRELEHMNGIDSELRAYLKLNTYLKWGDPLFWSKLYYAMPHN
RRVLKGQKKHAGPLI
>DmToll-5B FBpp0312090 type=protein; loc=2L:join(13435749..13436794,13437923..13439264); ID=FBpp0312090; name=Tehao-PB; parent=FBgn0026760,FBtr0346423; dbxref=FlyBase:FBpp0312090,FlyBase_Annotation_IDs:CG7121-PB,GB_protein:AHN54415,REFSEQ:NP_001285901,UniProt/TrEMBL:Q9VJX9; MD5=f867e613eccf2bcb0ab81a0221bf3fe3; length=795; release=r6.20; species=Dmel; 
MLTYLPVVWLFFALLVLRSATGQIIPLPTFCLGLSPQCTCAAEGNVVRFHCPDEYAMLLE
VSEPGASLYMSYYASTELQWLPRFNISSLVKIEFDAYIFWPEKFLSDLLKTLGVQTVKTI
IFRDRTLETVVTRDVLNSGNGYMETSQPENITTWHFGSVPGLKKFKFFSHVPELQESIFH
GFDTLRDLHLSVNVTTLPGNMLSTVNGTLKTLTIESPGIVSFGNPLLRELQQLRNLSLAL
IHPFHERDKQLQPHFFGSMTNLEEVRLASATSSVNRSMFKGTNKLQLIKMNGNDDLMELP
GEIFLDQVNLKTLDLSCNAIVTLHEDVFKGLGNLTLLDLSKNRLTNLSSTIFAPLTSLNV
LRLNKNSLTAMSPSVFQDVVSLNYIEMVNTQFYGATLLMNYEAVVCTNDEACQYKSAEWQ
CDPRCICWVQRSVGSLIVDCRGTSLEELPDLPRTTLLSTVLKVGNNSLTSLPTVSEHSGY
ANVSGLFLSDNNLTSLGSGDQLPDNLTHLDVRGNQIQSLSDEFLLFLQEPNNTMTLSLSG
NPITCGCESLSLLFFVRTNPQRVRDIADIVCTKQKKSFQQMEAFELCPSYVLLISCVVGG
LVIVICLLTVFYLMFQQELKIWLYNNNLCLWWVSEEELDKDKTYDAFISYSHKDEELISK
LLPKLESGPHPFRLCLHDRDWLVGDCIPEQIVRTVDDSKRVIIVLSQHFIDSVWARMEFR
IAYQATLQDKRKRIIIILYRELEHMNGIDSELRAYLKLNTYLKWGDPLFWSKLYYAMPHN
RRVLKGQKKHAGPLI
>DmToll-9B FBpp0300870 type=protein; loc=3L:complement(join(20365624..20365918,20364666..20364896,20362507..20364125,20362309..20362436,20362040..20362247)); ID=FBpp0300870; name=Toll-9-PB; parent=FBgn0036978,FBtr0308647; dbxref=FlyBase:FBpp0300870,FlyBase_Annotation_IDs:CG5528-PB,REFSEQ:NP_001246845,GB_protein:AFH04516,UniProt/TrEMBL:M9NDW9; MD5=839c88f144d503bb29dc68960d351335; length=826; release=r6.20; species=Dmel; 
MCPKYIWDVIVLVCLFLGNVREAYTEFSIQDGLIIEPDSATTSSEEAEEVSKERTDLKSL
MLKYESDDGNSCLLDLIKDEVIWWQFPNGTLRDSTKKYAHKLYLDLSHGNLKDDSDLFRE
AKLSRKVTIWRTEVFSAAFNTLTAAPFRTLYSMRESLKLLSLRGNNFAELIPDAEAQSIA
WATFPKMPRLVELDISNCSIEYVSKEAFRNVSNLRRLFMSDNKIMTISHDTFYYVQGVQY
LDLSFTNFLTYSYQLQLPTLEMALSLIYGLKIQQNVFKYLPELIYLDLSHSKMTRNSAVA
FAHLGDKLKFLSLCYTAIPMVSSTIFKNTVLEGLDLSGNPYLSYNIIDDAFDGIANTLKY
LYFERSNIKDLEWSKSLKNLQVLGLAGNNINALTPAMFQSLESLEILDLSSNHVGNWYRS
AFHNNSALRVLNLRSNTINMLSNEMLKDFERLDYLSLGDNDFICDCHLRAVVEVAAANNK
DADCSYRLLNYSQNAVGEEVISLAESLIIDRKLWQSRYIPWLQRSYSNIREFNRANHIIK
LRFSSEDYMVAKCSAAQPYHLGDLDGDLTLKFQLLDYEASQYYCFNNTDQLQVDELNCQI
RSMSDLAEELHHVTNTVIAVMGSLVGACILGFIIYLKRWHIHYYYSSLKSAALLSSASKE
SVNKFTNISQRDPSAVYDIFISYCQNDRTWVLNELLPNVEETGDVSICLHERDFQIGVTI
LDNIISCMDRSYSLMLIISSKFLLSHWCQFEMYLAQHRIFEVSKEHLILVFLEDIPRRKR
PKTLQYLMDVKTYIKWPTAKEDRKLFWKRLKRSLEVIGINSREISV
>DmToll-7 FBpp0085638 type=protein; loc=2R:19826905..19831245; ID=FBpp0085638; name=Toll-7-PA; parent=FBgn0034476,FBtr0086336; dbxref=FlyBase:FBpp0085638,FlyBase_Annotation_IDs:CG8595-PA,FlyMine:FBpp0085638,GB_protein:AAF57514.1,REFSEQ:NP_523797,GB_protein:AAF57514,UniProt/Swiss-Prot:Q7KIN0,modMine:FBpp0085638; MD5=ecb070ed27daa5b5ef6e8d6e271f414e; length=1446; release=r6.20; species=Dmel; 
MAAILLLLLGFSWSLAVESALAPKESESSASAMLGAGTGAAATVSLSGDYSSLLSNVPAA
SPVPANPSQPSGPANQCSWSYNGTSSVHCALRLIERQPGLDLQGADGSSQLTIQCSELYL
FESTLPVAVFARLQTLEALRLDSCKLLQLPNNAFEGLATLKSLRLSTHNSEWGPTRTLEL
FPDSLGGLKQLTDLDLGDNNLRQLPSGFLCPVGNLQVLNLTRNRIRTAEQMGFADMNCGA
GSGSAGSELQVLDASHNELRSISESWGISRLRRLQHLNLAYNNLSELSGEALAGLASLRI
VNLSNNHLETLPEGLFAGSKELREIHLQQNELYELPKGLFHRLEQLLVVDLSGNQLTSNH
VDNTTFAGLIRLIVLNLAHNALTRIDYRTFKELYFLQILNLRNNSIGHIEDNAFLPLYNL
HTLNLAENRLHTLDDKLFNGLYVLSKLTLNNNLISVVEPAVFKNCSDLKELDLSSNQLNE
VPRALQDLAMLRTLDLGENQIRTFDNQSFKNLHQLTGLRLIDNQIGNITVGMFQDLPRLS
VLNLAKNRIQSIERGSFDKNFELEAIRLDRNFLADINGVFATLVSLLWLNLSENHLVWFD
YAFIPSNLKWLDIHGNYIEALGNYYKLQEEIRVKTLDASHNRITEIGPMSIPNTIELLFI
NNNLIGNVQPNAFVDKANLARVDLYANQLSKLQLQQLRVAPVVAPKPLPEFYLGGNPFEC
DCTMDWLQRINNLTTRQHPRVMDMANIECVMPHARGAAVRPLSGLRPQDFLCRYESHCFA
LCHCCDFDACDCEMTCPSNCTCYHDQIWSTNVVDCGGQQTTELPRRVPMDSSVVYLDGNN
FPVLKNHAFIGRKNLRALYVNGSQVAAIQNRTFASLASLQLLHLADNKLRTLHGYEFEQL
SALRELYLQNNQLTTIENATLAPLAALELIRIDGNRLVTLPIWQMHATHFGTRLKSISLG
RNQWSCRCQFLQALTSYVADNALIVQDAQDIYCMAASSGTGSAALEDSSSNSGSLEKREL
DFNATGAACTDYYSGGSMLQHGIPESYIPLLAAALALLFLLVVIAMVFAFRESLRIWLFA
HYGVRVFGPRCEESEKLYDAVLLHSAKDSEFVCQHLAAQLETGRPPLRVCLQHRDLAHDA
THYQLLEATRVSRRVVILLTRNFLQTEWARCELRRSVHDALRGRPQKLVIIEEPEVAFEA
ESDIELLPYLKTSAVHRIRRSDRHFWEKLRYALPVDYPTFRGNNYTLELDHHNHERVKQP
ASPGLLYRQAPPPAYCGPADAVGIGAVPQVVPVNASVPAEQNYSTATTATPSPRPQRRGE
QPGSGSGGNHHLHAQYYQHHGMRPPSEHIYSSIDSDYSTLDNEQHMLMMPGAPGGLAMEA
AQRAQTWRPKREQLHLQQAQAGTLGSKASQAAHQQQQQQQQQQQQQPNPTAVSGQQQGPH
VQAYLV
>DmToll-6C FBpp0297411 type=protein; loc=3L:15337225..15341769; ID=FBpp0297411; name=Toll-6-PC; parent=FBgn0036494,FBtr0306308; dbxref=REFSEQ:NP_001246766,GB_protein:AFH04437,FlyBase:FBpp0297411,FlyBase_Annotation_IDs:CG7250-PC,UniProt/Swiss-Prot:Q9VUN0; MD5=6ba90717bb0165f76352123615612eef; length=1514; release=r6.20; species=Dmel; 
MIYYMLLILPVVLAQDQQHTTESLSTKHHQQQQLSHSNAIMGEAGVSNSQLMQPSTPART
LRPLTAGAGGDPSLYDAPDDCHFMPAAGLDQPEIALTCNLRTVNSEFDTTNFSVIPAEHT
IALHILCNDEIMAKSRLEAQSFAHLVRLQQLSIQYCKLGRLGRQVLDGLEQLRNLTLRTH
NILWPALNFEIEADAFSVTRRLERLDLSSNNIWSLPDNIFCTLSELSALNMSENRLQDVN
ELGFRDRSKEPTNGSTESTSTTESAKKSSSSSTSCSLDLEYLDVSHNDFVVLPANGFGTL
RRLRVLSVNNNGISMIADKALSGLKNLQILNLSSNKIVALPTELFAEQAKIIQEVYLQNN
SISVLNPQLFSNLDQLQALDLSMNQITSTWIDKNTFVGLIRLVLLNLSHNKLTKLEPEIF
SDLYTLQILNLRHNQLENIAADTFAPMNNLHTLLLSHNKLKYLDAYALNGLYVLSLLSLD
NNALIGVHPDAFRNCSALQDLNLNGNQLKTVPLALRNMRHLRTVDLGENMITVMEDSAFK
GLGNLYGLRLIGNYLENITMHTFRDLPNLQILNLARNRIAVVEPGAFEMTSSIQAVRLDG
NELNDINGLFSNMPSLLWLNISDNRLESFDYGHVPSTLQWLDLHKNRLSSLSNRFGLDSE
LKLQTLDVSFNQLQRIGPSSIPNSIELLFLNDNLITTVDPDTFMHKTNLTRVDLYANQIT
TLDIKSLRILPVWEHRALPEFYIGGNPFTCDCNIDWLQKINHITSRQYPRIMDLETIYCK
LLNNRERAYIPLIEAEPKHFLCTYKTHCFAVCHCCEFDACDCEMTCPTNCTCFHDQTWST
NIVECSGAAYSEMPRRVPMDTSELYIDGNNFVELAGHSFLGRKNLAVLYANNSNVAHIYN
TTFSGLKRLLILHLEDNHIISLEGNEFHNLENLRELYLQSNKIASIANGSFQMLRKLEVL
RLDGNRLMHFEVWQLSANPYLVEISLADNQWSCECGYLARFRNYLGQSSEKIIDASRVSC
IYNNATSVLREKNGTKCTLRDGVAHYMHTNEIEGLLPLLLVATCAFVAFFGLIFGLFCYR
HELKIWAHSTNCLMNFCYKSPRFVDQLDKERPNDAYFAYSLQDEHFVNQILAQTLENDIG
YRLCLHYRDVNINAYITDALIEAAESAKQFVLVLSKNFLYNEWSRFEYKSALHELVKRRK
RVVFILYGDLPQRDIDMDMRHYLRTSTCIEWDDKKFWQKLRLALPLPNGRGNNNKRVVSG
CLSGRTPSVNMYATSHEYQAGNGGVIPPPSARYADCGSNNYATINECAAAGGGRGYKPIP
TSASAAAAACKFNTMNQLSKKQQRDLSVAGMAKTLEHQHHHNHQANRRSQHEYAVPSYLP
SAAPAYDSVDYAKQQIRNNANCECVNLGTAKRAAGKNPASGLPSSFSSNFVPPGGASYNC
KKSCSCIGDDELLCSCGGGGGIGVNLLESGTQSSVTMSSSSNNSRQPELTHYESNLSLND
DEDEDHDQQKNLWA
>DmToll-1 FBpp0303188 type=protein; loc=3R:join(26837737..26838956,26839074..26841147); ID=FBpp0303188; name=Tl-PD; parent=FBgn0262473,FBtr0330155; dbxref=FlyBase:FBpp0303188,FlyBase_Annotation_IDs:CG5490-PD,REFSEQ:NP_733166,GB_protein:AAF56624,UniProt/Swiss-Prot:P08953; MD5=d2cdeaa04f3b449545ad80366aae48e1; length=1097; release=r6.20; species=Dmel; 
MSRLKAASELALLVIILQLLQWPGSEASFGRDACSEMSIDGLCQCAPIMSEYEIICPANA
ENPTFRLTIQPKDYVQIMCNLTDTTDYQQLPKKLRIGEVDRVQMRRCMLPGHTPIASILD
YLGIVSPTTLIFESDNLGMNITRQHLDRLHGLKRFRFTTRRLTHIPANLLTDMRNLSHLE
LRANIEEMPSHLFDDLENLESIEFGSNKLRQMPRGIFGKMPKLKQLNLWSNQLHNLTKHD
FEGATSVLGIDIHDNGIEQLPHDVFAHLTNVTDINLSANLFRSLPQGLFDHNKHLNEVRL
MNNRVPLATLPSRLFANQPELQILRLRAELQSLPGDLFEHSTQITNISLGDNLLKTLPAT
LLEHQVNLLSLDLSNNRLTHLPDSLFAHTTNLTDLRLEDNLLTGISGDIFSNLGNLVTLV
MSRNRLRTIDSRAFVSTNGLRHLHLDHNDIDLQQPLLDIMLQTQINSPFGYMHGLLTLNL
RNNSIIFVYNDWKNTMLQLRELDLSYNNISSLGYEDLAFLSQNRLHVNMTHNKIRRIALP
EDVHLGEGYNNNLVHVDLNDNPLVCDCTILWFIQLVRGVHKPQYSRQFKLRTDRLVCSQP
NVLEGTPVRQIEPQTLICPLDFSDDPRERKCPRGCNCHVRTYDKALVINCHSGNLTHVPR
LPNLHKNMQLMELHLENNTLLRLPSANTPGYESVTSLHLAGNNLTSIDVDQLPTNLTHLD
ISWNHLQMLNATVLGFLNRTMKWRSVKLSGNPWMCDCTAKPLLLFTQDNFERIGDRNEMM
CVNAEMPTRMVELSTNDICPAEKGVFIALAVVIALTGLLAGFTAALYYKFQTEIKIWLYA
HNLLLWFVTEEDLDKDKKFDAFISYSHKDQSFIEDYLVPQLEHGPQKFQLCVHERDWLVG
GHIPENIMRSVADSRRTIIVLSQNFIKSEWARLEFRAAHRSALNEGRSRIIVIIYSDIGD
VEKLDEELKAYLKMNTYLKWGDPWFWDKLRFALPHRRPVGNIGNGALIKTALKGSTDDKL
ELIKPSPVTPPLTTPPAEATKNPLVAQLNGVTPHQAIMIANGKNGLTNLYTPNGKSHGNG
HINGAFIINTNAKQSDV
>Dm18w FBpp0085620 type=protein; loc=2R:20111885..20116042; ID=FBpp0085620; name=18w-PA; parent=FBgn0004364,FBtr0086309; dbxref=GB_protein:AAF57509.1,FlyBase:FBpp0085620,FlyBase_Annotation_IDs:CG8896-PA,FlyMine:FBpp0085620,REFSEQ:NP_476814,GB_protein:AAF57509,UniProt/TrEMBL:A1ZBR2,modMine:FBpp0085620; MD5=4eefca47d0308258ce49c5b77f48dbfe; length=1385; release=r6.20; species=Dmel; 
MPATSSIITIIAVAACLLLLVADAHAQQQCNWQYGLTTMDIRCSVRALESGTGTPLDLQV
AEAAGRLDLQCSQELLHASELAPGLFRQLQKLSELRIDACKLQRVPPNAFEGLMSLKRLT
LESHNAVWGPGKTLELHGQSFQGLKELSELHLGDNNIRQLPEGVWCSMPSLQLLNLTQNR
IRSAEFLGFSEKLCAGSALSNANGAVSGGSELQTLDVSFNELRSLPDAWGASRLRRLQTL
SLQHNNISTLAPNALAGLSSLRVLNISYNHLVSLPSEAFAGNKELRELHLQGNDLYELPK
GLLHRLEQLLVLDLSGNQLTSHHVDNSTFAGLIRLIVLNLSNNALTRIGSKTFKELYFLQ
ILDMRNNSIGHIEEGAFLPLYNLHTLNLAENRLHTLDNRIFNGLYVLTKLTLNNNLVSIV
ESQAFRNCSDLKELDLSSNQLTEVPEAVQDLSMLKTLDLGENQISEFKNNTFRNLNQLTG
LRLIDNRIGNITVGMFQDLPRLSVLNLAKNRIQSIERGAFDKNTEIEAIRLDKNFLTDIN
GIFATLASLLWLNLSENHLVWFDYAFIPSNLKWLDIHGNYIEALGNYYKLQEEIRVTTLD
ASHNRITEIGAMSVPNSIELLFINNNIIGQIQANTFVDKTRLARVDLYANVLSKISLNAL
RVAPVSAEKPVPEFYLGGNPFECDCSMEWLQRINNLTTRQHPHVVDLGNIECLMPHSRSA
PLRPLASLSASDFVCKYESHCPPTCHCCEYEQCECEVICPGNCSCFHDATWATNIVDCGR
QDLAALPNRIPQDVSDLYLDGNNMPELEVGHLTGRRNLRALYLNASNLMTLQNGSLAQLV
NLRVLHLENNKLTALEGTEFRSLGLLRELYLHNNMLTHISNATFEPLVSLEVLRLDNNRL
SSLPHLQYRHSLQGLTLGRNAWSCRCQQLRELAQFVSDNAMVVRDAHDIYCLDAGIKREL
ELIGNLANGPDCSDLLDASASNISSSQDLAGGYRLPLLAAVLVLIFLVVVLIIVFVFRES
VRMWLFAHYGVRVCEPRFEDAGKLYDAIILHSEKDYEFVCRNIAAELEHGRPPFRLCIQQ
RDLPPQASHLQLVEGARASRKIILVLTRNLLATEWNRIEFRNAFHESLRGLAQKLVIIEE
TSVSAEAEDVAELSPYLKSVPSNRLLTCDRYFWEKLRYAIPIELSPRGNNYTLDHHERFK
QPVSPGMIFRQAPPPPAYYCTEEMEANYSSATTATPSPRPTRPGGAARIVDSMPMPMRPP
SEHIYHSIESEYSAYDQHEALSMIPTGLMHQHQQQQLRLHQQQQQQQQQRLLQPQFRAMP
QQAIPAPSAPVHLRSGSGLSQASTSTQSTAQASTSAAAAQQQQQQQQQQAAGSEAANKNG
QAFLV
>DmToll-3 FBpp0081104 type=protein; loc=3R:complement(join(7368641..7369305,7366303..7368535)); ID=FBpp0081104; name=MstProx-PA; parent=FBgn0015770,FBtr0081585; dbxref=GB_protein:AAF54021.2,FlyBase_Annotation_IDs:CG1149-PA,FlyBase:FBpp0081104,FlyMine:FBpp0081104,GB_protein:AAF54021.3,REFSEQ:NP_649719,GB_protein:AAF54021,UniProt/TrEMBL:Q9VIA4,modMine:FBpp0081104; MD5=f1eea74b4ec67c20c304e8f1ea696079; length=965; release=r6.20; species=Dmel; 
MKLLLTIPDDYCETYCGGICNDTVASKTCDREAYDYIATNEYHLIMRDGHLEVNWKIPDP
NIFIISPISKENRLKLNELIVSDTSYPIRAVDYLRQLGVETVTRFENQINSFKVIERDVH
YINGPKSLKIIIQSNLYLNEIIEYINKTTDNVNEIIINAYKTVENQQIALDNLIFNGKSH
LRSLTFIGFQIENLSTKPFAQFINLKRMVLTNCTVRNLTFLRTLQKSLEHLELDIDNEVD
LKYFTNFSSLKFMKVRNYIPNKNFTALICTHKNCNFIRGINGLECPKLCQCLYIIDDLEL
NIDCSNLGLLQIPPLPIPSYGGVKLNFSNNSLSQLPTMTLPGYKLVKRLDVSRNRLTNLS
INHLPAKLDYLDVSFNEIINMGNDVIKYLRTVPIFKQTGNQWTIHCDDKPLLNFFRHLKL
IIRMKSAEMKPMFLHSLTELPKGFLKFLGKHFIWLGVRKQEYYLINEEQLLQSMHRKLNN
LNTIMSIYKYMEWLHRKLIFVNREYDLFYIRQMAAPCPHKCECCYSRDSLILKIDCRNKF
VYNFPDIVARNSRLMGKQNMSSPMELHLSKNNISNITIAMLPKELRFLDLRFNNLVTLDD
KVLSYLKKNSIKTKLSGNPWNCDCKSRSVLSILRDHEPLEYDVTLKRCNISPTDCPDVCV
CCLDNLTWPSFIVDCRGEGLLQMPSLSSRVTYVDLRNNNLTALSQKNRSSIENRSLKLHL
LDNPWSCSCNDIEKINFMKSVSSSIVDFTEIKCSNGEKLVSINQHIVCPSDLFYYLALAI
SLVATIIALNFLIWFRQPVLVWFYEHGVCLSLSAKRELDKDKRFDAFLAFTHKDEALLEE
FVDRLERGRPRFQLCFYLRDWLAGESIPDCIGQSIKDSRRIIVLMTENFMNSTWGRLEFR
LALHATSRDRCKRLIVVLYPNVKNFDSLDSELRTYMAFNTYLERSHPNFWNKLIYSMPLL
PSYVD
>AgToll
MKASRGPRPLVLTAALTLALLAHTGHAFLAGYRSGLGLDGFGICPAEMRNCSCRSYTGAETEIDCPEADSTVHLRIEPHQYAEMRCQRNRRYDFEQIPQLSIGDTNRLTIDDCPFPHHQSILQLVSFLGTTQVKVLWLKNNANHEQSASLVRHHFAGLDQLDRLAISNAKLSDIGPDLFEHLPNLTWLDMRDNIFRLPATIFDALPKLRVLELSFNSLEELDPRLLRHLPNLRLLTLWHNKLRTLSRAAFAGVPELERLDLSSNQLESVPGDLFADLPHLTELAMGVNNFRTLPDGLFRANRELRKVKLASQRVELETLPHDLLQMLPALDQVSLERVGLVSLPGTLLFGSANLTQLNLANNRLHQLPEDLLRDQKALQVLQLQHNQLTGLPAGLLRNTVELHTLRLSHNQIGELSAVALQALTKLQELYLDHNQLYTIELHAFKQTTALHTLHLQVNQLAFETLNTLPATAPDTGDQEQLTDHIPAPDEFSLLAQDGTPFQHLHQLRELDLSSNWLTAVPRDLLLNTHELQRLNLTRNNITSLTYANLQFLAPAITVDLRHNSIFEIDLADMERLVLLEPRNFDEQTGRARVLLNDNPLHCNCIAYAFAQYIQNRLATAVYDRFELVANELTCHGPEHLEGALIKDVPTRELLCELDTPSTAIRHCPAPCRCYIRPEDTGVIIDCSGQALTEVPELPRPTTFGYRFIELHLENNNISALPDSTTASGSSGWAEVRELYASNNSIAALAADQLPRSLRLLDLSRNRLTTLDGPLAESLTASTTLTTVRLAHNDWTCQCETTQLLTFAHANQRRIEDFGRLRCSDGRPLEQMTLSDLCVDRTHMIVLTCVIVSVVACLVAALSLVYYTYKLELKVWLFKHGLCLWLVAEEELDRDKLYDAFVSYSHKDEAFITEHLVPTLERDPMNFKLCWHVRDWTPGEMISSQISSSVEQSRRTIIVLSSSFLESLWGQLEFRTAHLQSMAERRNRLIIIIYGDIGNIYDLEPELRAYLHTNTYVRWGDPWFWDKLRFAMPHPPKVRGASGTASTVVKSGVSTAGGLFMKQLQGAAPVDDRLELIKPQVTPATPPALTTPPTEPISSATPAPGPFVISGNGGGVGGAGAQLLHQQLSNAYRASGHINGAFVINSNAKQSDV
>AgToll-1
CPLPVGNQSLVELLSVFLNRTQLSSIRSIAFDDNAKHSNKVTLDPHLFSGLQNLQLLKINNLTTNAFDNPHLFKHFLHLNNLIITSNKCIPGKCSHQLKQLETFSIEDSEISIIPIELVSNLTHLQSLSFRNNSLKQVERFAMLSSLTHLNFGYNQLVSLHNDVFYGLPKLEGLDLSSNKLTRLSAELFGKNKNLMDFLADNQHSSGLVLEDKLFAGLIMLQKVSVSNCNITVLPEKLFAGATEIQIINLSNNKLRSLPENLFRNLSNLVELNLQKNKLKSMLPDTLLADAAQLQTLNLCHNKLTTVNKHLLQSLGNLSKLQLSHNLLYLIDVDAFKSQSKSLTSLKLDHNRLTLHAKNNGATFGNTEINSSSWVLFSTLHKVRRLDLSYNAIDHLFVPFQNFMESLHTLILSHNLITHIGYAELSFLFNLEGVNLKSNKIAHLDFNLTSIPSHHLFNGPIQLNDNPFNCDCMSYPLVTYLKAESYSSKSDMLEGLQCAQPLKLLGLQLQDVQLEDLICAIDASSGFCPAECKCYKRAVDQCAIVNCTASNLTRVPVIHSPSIIECNFIELHLAQNNIRYLSNEGEGWNSVRWLNVSNNRLIALSAESLPKNLELLDVSGNQLTEIDAVFIQKLKSSTLLNITLSSNPWKCDCANPLLTFAVDNAARITDYVVLQCIDGQPINSATLKELCAWLTLFRLYIVSAAVAVAFIGCILTIWLYVKYNLEIKVWLFKHNLLQWFATEEQIDMNKRYDAFISYSHKDEEFVTKELLPKLESEELNFKICWHVRDFMPGEMIANEITKAVEESRRTIIILSLNYLESVWGQIEFSTAYLQSLADKCNRVIPIIYQDIGDIEQLDPQLQAYLKTNTYVRWDDPWFWEKLHYAMPHKRRLKGVQGTDNMCMESVDKRNPLKTPTTTTLPINVVEKDDANSVGTGISVISSERE
>AgToll-5
MKYSLEIKVWLFKHNLLQWLVTEEQIDMDKRYDAFISYSHKDEEFVTGQMLPRLESEELNFKICWHVRDFMPGEMIASQITKAVEDSRRTIIILSHNYLESVWGQMEFNTAYLQSLEDKRNRVIPIIYQDIGDIDQLDP
>AgToll-6
MSRCELLLPALLLLVSVQVNYSLQYDSAESSRYYHPAGAGSEPGSNLRYDAPDDCKYRILPGNEVDLACNLRTVNSEFDNTNFSVIPAEHTAALSILCNEAIMARSKLLPNSFVHLARLKALSLEFCKIAKFSSTVLAGLGDLRNFTLRTHNIAWPELNLEIEADAFGQTRNLEVLDLSTNNIWSLPDHLFCSLSGLRSLNISSNRLQDVNDLGFREKGVKDEVESEGHKTNSSGSVAPPVSCALDLEDLDVSRNHFVLLPAAGFGMLKRLKMLKIHDNEISMVGDKALSGLKELQILDLSSNKLVALPTDLFRDPAQSIQEIYLQNNSISVLSPGLFSKLEQLQALDLSQNQLTSAWVNRDTFAGLIRLVLLNLASNKITKLESEIFSDLYTLQILNLRHNQLEIIAADTFSPMNNLHTLLLSHNKLKYLDAYSLNGLYALSLLSLDNNALTGVHPEAFRNCSSLQDLNLNGNELTQVPLALKDMRLLRTVDLGENSISVIEEPGFRGMNNLYGLRLISNNIENITRKAFKDLPSLQILNVARNKISYIEKGAFEPAVSVQAIRLDGNLLSDIDGLFTSMPNLVWLNISDNKLEHFDYSHIPPHLQWLDLHRNELTELTNRYGLDNQLHLQTLDASFNRLTRVTPATIPNSIEFLFLNDNLIVHVEPHCFTHKTNLTRVDLYANQLTSLDIKALRLQPVPEDKQIPEFYIGGNPFVCDCNIDWLQKINHVTSRQYPTINDIETVYCKLMYNRERSYIPLIEAEPKHFLCSYNTHCFALCHCCEFDACDCEMTCPNNCACYHDNSWSTNIVECSAAGYTDIPNNIPMDTTEVYIDGNNLVELSGHSFIGRKNLRVLYANHSNIEAIYNTTFIGLRRLTILHLENNAIRKLYGHEFSALESLRELYLQGNRIAYIEDHTFAELRKLEVLRLDGNRITSFEVWQLSANPYLVEIALANNLWTCDCGFVNKLRSYLQSNADKIVDANEISCSYNNATSILRDNGTKCTFREGMSSIVHRQEIEDMLPLLLVATCAFVGFFGLIFGIFCYRKELKVWVHSGLCYKSGTFVNEYDKDRLYDAYITYSLQDEHFVSQILTSTLENDIGFRLCLHYRDLNANAYLADTIVEAVESSKRAILVLSKSFLYNEWTRFEFKGAIHEVLKRRRKLIIILYGDLPQRDLDADMRLYLRTNTCIEWDDKKFWQKLRIALPHVKKSNCLNKRSAINIYATAGNDYNTPGRPSTLGPSVASTRLDGPQHHSYATIGPNCPRNCDNYDTVSNCKYNTTQHHQTHHERRTTADFGRKATDGRQHEYAVPSNCLLDTTHETYNTTATSCERIAGETFECTSTSSKFSTSSRGSGSDSGSHSISSAAQHDFQGSHRSPNGCAPNLLSSTTSTTNFSYQHPHPHHHHNGSGRSKPPGPEGVGGGGGKSPSDKHNSGTLGTDSRGGNSFNDRRLPQAMWA
>AgToll-7
SSQCTWEYEKSSVVCRLRTLERTGLDLQGAEGTSRLDIACSELILFESQLPRNSFSRLAALGELRLESCKLLQLPEGAFEGLLALKKLSVNTRNYEWGPGKVLELQAGSMRGLKELQSLDLSDNNIRALPDGFLCPLTGLKVLNLTNNRFRSAEALGLAEKSCPGGSELQALNLAYNELRSVPTGWGVSKLRRLQHLNLEFNNISEVHGDALAGLGSLRTLNLSYNHLETLPGGLFAGSRDLREIHLQGNQIYELPRGLFHRLEQLLVLDLSRNQLSSHHVDNGTFSGLIRLVVLNLAHNALTRIDARTFAELYFLQILDLRNNSIGYIEDNAFLPVYNLHTLNLAENRLHTLDDRLFNGLFVLSKLTLNNNLISIVEPNVFRNCSDLKELDLSSNQLTEVPYAIRDLSMLRALDLGENQIARIENGTFANLNQLTGLRLIDNQIENVTVGMFADLPRLSVLNLAKNRVQNIERGSFDRNLDIEAIRLDGNFLTDINGIFATLASLLWLNLAENHLVWFDYAFIPSNLKWLDIHGNYIESLGNYYKLQEEIKVKTLDASHNRLTDLGPMNVPNSVELLFVNDNHIGTIHANTFIDKVNLARVDLYANALKKLQLHQLRVAPAPPTTERPLPEFYLGGNPFECDCSMEWMQRVNNLTTRQHPKIMDLPNVECIMPHARGSPIRPIVSLQPKDFLCRYETHCFALCHCCDFDACDCEMTCPSNCTCYHDQTWGTNVVDCGNQGAAAAAAGGLRPVPMDATEVYLDGNDIPELQHHVFIGRKNLKVLYANASRIATIQNRTFAGLTALQALHLEDNALQRIHGYEFENLALLRELYLQNNGLQSIANGSFAPLYSLRVLRLDGNRLVTMPLFQLQAAQGNLQALQSLSLGRNPWSCRCRFLPELTAFVADNAVIVQDPQDVYCADDGVHRELDFNVSAACSDFYAGRSVLPGDGLPETYIMLMALAVVLVCLLLLAVLMFVFREPLRFWLFSRYGVRVFGPRCEDSEKLYDAILLYSAKDAELVARSIAGELENGRPPLRLCLQHRDLPEDASHLQLLEASRASRRIVVLLSRNFLQTEWSRCELRRAVHDALRGRPHKLVVVEEGGGVLLEAENDVELVPYLKTTTVTRVRRGDRHFWEKLRYALPVEAPYRGNNYTIDHHERVKQTGGGGGGGAGGQGAAGVMFRQPPPPAYCPEIDEANYSSATTATPSPRPSRRGMVEVPTQRPPSEHIYSSIDSDYSTLECENMVMAPAGVHRPSWRSAGGAGGPG
>AgTrex
MRPSPALLTVLFGTIFGVFWASLSKSLVSQAPDECRWDGYTEDDLTLLCRLRTINSELENTNFSVLHPENTVRLRLQCNDGLFFQSSLSPGSFKQLTKLHALSIEYCKIANLSEGSFQGLKQLVNLTLRTHNTDWSSISLDIAPQVFTNELSKLQRLDLSQNNMWSVPDGFICPLARLSYLNLTQNRLRDLSVFHFSASLSTRLSKKCGSSIVTLDLPQNTIDNLPPAIFSGLGKLTDLRLQSNGLNYIADRAFEGLVSLSRLELSLNRLTNLPPELFSEAKHIKEIYLQNNSLNVLAPGIFSDLKQLLVLDLSNNELTSEWINPATFPGVVQAHPARSFKQQNNEARAHHLPRSDQRAGVALDRKTSSKASAKTTFLGLGALHTVILSNNRLSTVDHFTFSGLNSLALLSLDYNRISRIDRQALRNHSALQELHLNGNKLLQVPDALYDVPLLRTLDLGENHISNIDNASFRHMAHLYGLRLTENNIEIIRRGTFEAMKSLHILNLSQNRLKTVEQASFDNNTKLQAIRLDGNYLTDIAGLFTKLPNLLWLNISDNHLEVFDYALIPTGLQWLDIHANKITELGNYFEIESQLALSTIDASSNQLTEITGSAIPNSVELLYLNDNLISKVQSYTFFKKPNLTRVDLFGNKITTLDPNALRISAVPDDRPLPEFYIGGNPYQCDCNLNWLQKSNIDSRTQPRLMDLDSIYCKLLYNRGRTYVPLVEALPNQFLCKYDTHCFALCHCCDFYACDCKMECPKQCTCYHDQSWSSNVVDCSRAGYDDRLPDQIPMDSTQIYLDGNNFRSLSSHAFLGRKRLKILFLNGSNVETVSNRTFYGLKELEILQLDHNLLTALNGFEFEGLDSLKELFLQYNRIASIANHTFDHLHGLKILRLDHNRLVEFNVWLLPKQLNDIRLAFNAWSCECDYVTRFQEYLKTYDFVRDRHKIRCASYVSSNATVVPATQPADASQASPAEEPLPDGTGTGDFLVYYDNSSTLCTGAIPLENVINGNLTSRKTILSPQPIEGYIPLLVTGLFGFSLVIILTLVLFVFRQEMRVWFHSKFGVRLFYRNADIDKNERDKLFDAFISYSSKDEAFVAEELAPMLENEDPSYKLCLHYRDFPVGAYIADNILQAVESSRRTIMVLSENFIKSEWCRFEFKSAHHQVLRDRRRRLIVILLGEVPQKDLDPDIRLYLKTNTYLQWGDKLFWEKLRFALPDVPNNQRRQHQPNISLTHSNVRNSYQLTRVAPSNRTNNQLTAQHQDPRGPQGRSTDYHATQQPLPLPGLASEMQPQQLHRSQQQQQQQQQQQQQQQQQQQQQQQQQQHQPPSTQAQLRPSAPLNTSPPNSWHSHLKAH
>AgToll-9
MEIAEFYCRNVAVLLPVLLVLLLVVLPSANNRKARSVGSVAAAAAPPTDPSDCDLLGCGGIYECYGNGWVNYLPYRAGERYNIPLSAFHAGASTQQGQPECLLGTANNYLPWVTEDGRLTVRPGPHALDLSSLRLSDHGVQSLVQGVSALIPLEEVLHLSIARNELTLVPSPTLKKFQNVRLLSLSGNFFTEFSNDTAEHNRLPLLTKLRV
>AgToll-10
MQLQQIVTVLLLLGLVTVAVARSNLMSRMDVAPRGCKWQRVLDETGEEEAPATVTTVLSCKLKTIGATDTLMRNLSSYQIERINSLRLECSDILFFESSLEANQHSGAFLGSLRRLRDLKIEYCKIKYVPSMVLATLRDLRSLSLRTHNTDWSAMNLEFHPESFRGLTELKRLDLADNNIWALPTDVFCPLFSLRHLNLTRNRLTDVSQLGFSDWGNGPTAPGKACNTGLEVLDLSHNDLLALPDNGLSSLRSLSVLMLQDNLLTALADRSFVGLGSLKVLNMSSNKLVALPPETFQSTRELRQIYLQNNSLSVLAPGMLEGLDRLEILDLSHNELTSEWVKRNTFAGMKRLVVLEIAHNALTKIDRHVFRELYSLQILNLEANQIESIADNAFSDLKNLVALTLSHNRLKRIEQHHFSELYVLNQLYVESNLIESMHGRALENLTNLNDLNLNDNRLTEIPEGLGKLRFLKSLDLGKNRISAVSNASFEGLEQLLGLRLVENRITNISRDAFVTLSSLHVLNLASNQIRHIDQSAFSSNPTIRAIRLDNNELEDISGVFTSLPALVFLNVSDNQIRLFDYSHFPVSLEWLDMHQNNITELGNYYDLNNLQIKMLDVSFNRLTSVDAKCIPDSIETLFLNNNALEEVAAGTFLSKRSLEKVVLYGNYLRKLEIGALALTRVADDREVPAFYLGDNPIHCDCTMEWLQGINKLAHLRQHPRVMDLDTVLCTMEHERGASIRPLMDLRPHDFLCRYETHCFATCHCCEFDACDCKMTCPDRCSCYHDHTWKANIVDCGSADYTEVPEHIPMDASTIYLDGNELRQLASHQFIGKKKLEVLYLNGSNIRDVHNRTFNGIPSLRVLHLENNYINELRGFEFDQLTNLNELYLDHNAIAYVGERTFESLRFLEVVSLSDNRISEFRPWQAFAAAGETGSLARVALDGNRWRCDCESLRRMQRWIRTVSGNFELQRMICADSRVVADAIASCDSRQGGGVFGAGAEAGEVDGDGPPAVHRTVLLGHGLIGGGYVPLLAAILVAIIGTALIVALACVFRQDVRLWAHARYGVRLVKDPIIVGGRKEPDSDRLYDCYLVHSVHDSDFVGRLLGAELQLHGYSVCQHHRDVHPGAFLADSLQSAADSARKLLLVVSMNFLQTEWSQPQFRVALQSVIESIRPAHRRHKIVLVLTAPVEIVAMDPIMHLLIRTCTVACWGERKFWDKLRYALPDVPKDRVPAKLGDITRSPANLRYTPAPTSLEQWCKISPGETGPNGGQIVPPGGPVPVAGIPQSTPSQSTCNTEDESSSSASSQHYEAPMSQHYNMSRSSASLGHVYSTIPETPQMGRNGRAYFV
>AgToll-11
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>PxToll_6

MCYKSTAFDEEADKDRLFDAYISYSVKDEAFVAQMLAPGLESSDPSFRLCLHYRDFNASAYVADTIIEAVESSKRTIIVLSKNFINNEWCRFEFKTALHEVLKERRRRLIIILLGELPNRDIDPELRLCLKANTCIEWGDRQFWQKLRFAMPDLRKCQYHRSTVNIYASVSPVGGGRAPAPPPPPPPGKLPPLLGVDQLALSASVHARDQHSHSHRLPPHAQLWA

>PxToll_8
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>PxToll_9

MLLALIAYFVIKFRVYIRYWLFLGKLALGRKFIRSNLKAHTKIEFREYKYDAFVSYCNEDRDFVLEMIAEMESNPPFLKLCVYERDFEIGSFISESILNSINESRYIILVISNGFAKSQWCRWETQLAEYHRLFLEDGTSYDPLVLVRIGHIEPKYLSTTLKFLLKTKIYLSWEEQRQDEFWKKLRNVLTKR



>Px004048

MTDVQSWVGPDGHLLMDVDLFKNGIDLAGLSDPDVKLRFFLQENPNHTFRYISMARCKLRSVPYLYGNCSRVTGTLQYLSLYGNHFDSDDDGEELRVTITSEVIHNGTLQKHSVDNTTKPDPNQVPHWYSGFETANLTGLLELDLRACSIRYIKNDTFSRMVSLRALYLSENRIHKIEPSAFQGMLRLVHLDLSRNAASTAITWGLNVFTGLASLLSLDLSFADLSQDLAFADMSGQTMMLGHIKRRIFGSRLKTLSICNTHLRSIKGLTEVFQELENLDVSGNVGILDDVDSLTKAQKSLKVVYANDVGLHSLDVFVNFTSLVIVKATKNYIEDIGNETAMSFRNLKVLDLDHNRMKGWTQSTFSLMPNLDVLLLKSNQVTMIQEEMLQDIANVSYIGIKDNFVICSCSVRDFLDIAIRNDVEKKFHSKPLFPTIYTSQEFHRAYDEYSRLVHNRKPLKIECDNEPCEIKEPSIDGKFVILDYENESTDYQCYSLADYRQIPFLMNTPCSHHRGGDYLDTIEDTSQLVVLMVCLALLAATIGIAVIFRKRIIYFCVTVKNSALLSSMTTANGFQESSTYHYDVFVSYCNEDRPWVLDHLLPHVEKHCNVSVCLHERDFLVGLSILENIVSCMDRSKSILLVISQRFLLSQWCQFEMHLAQHRLLETRREDLILVLLEDIPRPMRPNTLHYLMLTKTYVLWPKEKAERRVFWRRLQKCIVLQKLRKNETESLA


>Px006338

MPKVIIASFAYIVGVFVLCAGLETSPTCSSIEGPTPGEFIIQRGIVPDNDSATTVSFRGCRISDIQPRAFHGLPSLQYIDLSRNSIKNLKLGILNDVTRLTHLNLSYNFISDLEESLFNQSSRLEVLDLRWNKIEVMKVGVFSPLKRLKYLDLSDNEIVGASLSPAMFDSCKALSTINFSRNDMSGAPTDLLRAVEVLDTLKLDGCFLKQVPEFATRSNTGTMKKLILSSNQVSTVKLTTFISLTNLEELDLSSNVISELHEDVFKPLKNLKIIILRSNRLEKIPDKLFYNMLRLRKVDLSFNSLMIIPVNAFRFTTIEMLNISHNKFTYLVDNFCLELRNSGVKLKKFYFNSNPWQCPCLRDLLKEMKTYRISYNNAKYDGKNAVCISGDIINTCLRQPDVNEHFNDLYYSD

>PxToll_10
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E
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>MsToll_1
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MMKNFCGMISLKVWICLVLVAGARARSAPPAPAGCHWDYSDAKLSESNFLTCNIKTIGSVDFLFKNITTAQAYNVNKLKLTCTDLLFFESSLHMNTGSFLGQLRKLEDLRIEYCKIRYVPATVLSPLRDLTSLTLRSYNTDWPAMTMEFHAESFRGLMELRTLDLGDNNIYMLPSEVFCPLFSLESLNLTNNRIQDISEIGFSDWGKGPIAPGKSCNTGLKALDLSHNNILRLPDNGLSSLRSLEVLNIQNNLINEIGDRAFVGLNSLKILNLSGNKLVAVPPELFQSSRVIKEISLANNSLSVLAPGLLEGLDQLEKLDLSKNRLTNDWVNRDTFAGLIRLVILNLSHNSLARLDPKTFHDLNNLQVLNLDNNMIEIVSNGAFAELKNLHQLSISDNKIKTLNEHIFSNLFVLSQLYLDNNHISSIHEHCFENITYLQDLGLNGNYLNVIPDGIKKLRFLKSLDIGKNNITNVFNTSFEGLEELYGLRLVDNHIVSIPKDTFSTLPSLQVLNLASNKIETIEQDAFVSNPTLKAIRLDGNKLTDIRGVFNKLSTLGWLNISDNKLIYFEYSYMPESLEWLDIHNNNITKLENEHNTQLNIRMLDISYNALENIDERSIPDSIEVIFFNNNKIHTIQPGTFLQKRNLEKVVVTDNKLRTVELSAFTLPHIPKHRALPKFFIGNNPFVCNCHMIWLQKINLWNHMRQYPRFMDLESVTCEVVNNKYGGKANLMDVPETQFLCSYETHCSSSCFCCDFEACDCKMTCPEGCSCFHDSNWNSNVIDCSNVGYTEVPEKIPMDATELYLDGNDFGILGSHLFIGKKKLHKLYLNNSNINSIENDTLNGLHSLNILHLENNHLTELSGAEFSQTKHLRELYLNDNLITSVGNKTFENLFSLRVAHFQGNKILDLDKKLTHITPLESVNVQGNIFTCSCENIMALQNWLKKIYEDPVEVYCGGENGLISNQTVYDTIDKCRGSSVMDNTIPTENQPYQYDEVSTIKLNFVPLLAVVLISVILILLFGALAFSFRQNVRLWAHSKYGVRLFKSASIQESELDRDRLYDGYAVYSLLDDDFVSKVVAPEMEHSGYTMCFHYRDLQHAPENYLSEQITNAAESSKRIIVFVSFNFLQNEWSKATFKAAIKHVITSIHPSIRRHRVIFILTTDVSALNLDLDFQSYLKSCNVLLWGEKKFWEKIRFVMPDISNLHWNKDTMNYNPGVCPNARRHPSRYTASPTAPEHWYKYDAIPPQTPTTANVGVNIEDDTSMLTNTTLTSQIQDGENLHHSYISIDTQNYEQPYGGRPRPPNTLRKHPGHHSPSMLDEQGYLQPRSSVHDCLPQTHSAAHR

>MsToll_10_3

MLSMGLLTVWYVTWWWMWSGAGGASLTSRVAEPPQECEWQRVTGDASESTRVQLACSLRTAAGATDLLAGLSTSQAQRITVLDLHCTDVLFFESSLDFGRRKEEGTQLLSRFHNLRELRIESCKIRYVPSAVLSALSGLRSLTIRTHNTDWSAMSMEFHRDTFRGLTDLRTLDLGDNNIWTLPPEIFCLLYNLKELNITQNRLQDISNLGFSDWGNGPTAPGKSCNTVLETLDMSYNEINALPDNGLSSLRALQKMFLQNNRISMVADRAFVGLSDLQILNLSTNALTALPPEMFQSSRDIKQIYLNNNSLSVIAPGLLEGLDQLQILDLSVNELTSEWVNRDTFSGLVRLIVLNLSYNRITKIDALLFQDLNNLQFLSLEHNNIARITEGAFSNLKNLHSLSLAHNNIIEIDSGHFSNLYVLNQLFLDGNRITKVDIRSFENITKLHDLGLSGNQLSEVPDAIKTLRFLTSLDLGMNRITKLASAQFEGLDDLYGLRLVGNKIEKISKDTFSALPSLQILNLASNNIDQIDDGAFAANQQLKAIGLDGNKLVDLKGIFTNTQPLVWLNVSNNELLWFDYSHIPAYLEWLDMHENKIEKLEDTYGLKEKTMVKMLDVSNNKIRSLDEFSFPSSIETVVLNNNNIEKISPGTFLQKYNLNKVMLYENKIRTLELGAFAISSVPDDKDLPEFYISENPFICDCTMEWLQTINQLSDPRQRPRVMDLESVRCSLTHSRTKSEMLLLEVKSSEFLCEYESHCFTVCHCCDFDACDCKMTCPDKCSCYHDQTWTTTNVVDCSNAGYDHVPDRIPMDATEIYLDGNDLKELGNHVFIGKKKLQVLYLNNSNIDVIQNRTFNGIESLRVLHLENNNLEALRNTQFTRLPNLNEIYLSNNKIKFIENDTFNYLPSLEYLDLDSNGYVDYMPWRVISDSDPRTRVSVDGNNWICDCKDVAQLNQWLIKKSKDTETMMCFFAHGQPMNKTIATVTKECKTETTTEETGTETLKRLFIESNDGAENYIPYIAAALIILIIILVACAFIFLFREDFKLWMHSRYGVRVFSSTPKDMNDNKKRFDAFFVYNPRDEDFVTRAVSSELENMGHTLCLQHRDLQLIERRSGDSLVSASESSKRLVIVLSINFLQQEWYAPESKAAVQSAINSVNIRHRRHKIIFLVSTDLSAINIDPDLKVLLKTCTVIVWGERNCWEKLNFRLPDVDVTLPNRTIHNANNLKSGNREGFGRHGNLRYTAPPTSHDPWYKYGMAPPILMMSSPMHSTSASAEVSARSTEDETCSVASSEGRGDDRLPHHHSYVSIDNHQCEERPLRPAQQIPMSSTTHARKTYFV



b) [bookmark: _tfl9ik2jm66u][bookmark: _Toc511093572]Toll-interleukin receptor domain sequences

>HeliconiusTLR-FHMEL011010-RA
LYDVFVSYSSKDEQWVTDALAPVLEDANPPYKLYLHYRDLPVGGYVTDNITKAMESSRRTIMVLSENFIKSEWSGFELQVLRDRRKKLIVILLGEVPQKELNPEVKLYLKANKYLCSSDKLFWEKLKYALPKV
>HMEL017479TLR_I
LYDAYICYSPKDEEFVIESLARELENGYPSYHLCLHYRDVPQFEATYAQFPDLVVEATEASRRIIVVLSKNFISTEWSQIEFRQALQRALHKNPHKLILVAVGQVARDPDLKSYFKTGLEITWKEKRFWERLRYAMPSS
>HeliconiusTLR_CHMEL006338
NYDVFVSYCNEDRAWVLDQLLPHVEKDCNISVCLHERDFQVGLSILENIVSCMDRSRSIMLIISKRFLLSQWLLETRREDLILILLEEIPRRLRPNTLHYLMLTKTYIVWPKEESEKDLFWRRMKKSLVTQ
>HMEL016235-RATLR-H
LYDAYVCYSPKDEEFVIQSLANELEGGNRPYHLCLHYRDIPHHGAQYMQCAPPVAEAAEASKKIILVLTRNFMQTEWSRYEFRQGLHEVLKGCIHKLIFIEECSVVGDAICDPDLRPYLETRSRLRWGQKRFWERLRYIMPDT
>HMEL016226-RATLR-G
LYDAYICYSPKDDDFVIQTLAAELENGSPSYHLCLHYRDIPQHGAAYMQYTLPLPEAAEASKRIIIVLTRNFLETEWSRYEFRQALHNILKRRIYTLVLIEDNSILTEAERDPELRPYLKTSLRIKWGHNKFWQKLRYAMPDR
>HMEL017493TLR-K
LYDAYAVYSLLDDDFVTKVVAPEMEHFGYTTCFHYRDLQHAPENYLSGQITNAAESSKRLLIFVSFNFLQNEWSKVCFKEAIKHVISSIHPSIRRHRVVFILTTDVSALNLDIDFQNYLKNCNVLLWGEKKFWEKMRFLMPDI
>HMEL014257-RA
RYDIFVSYEYSDEPFVFSKVLPELEDKYSLRLCVHSRDWTPGGNISQLSERSVRDSALTLALVSPAYLESAWCLQELSLAHSRATLLLLVLDKDALETPLAALGPAQSLVCEYMRSNTYVRASNPRAWNKVREAVFKR
>HMEL017487-RA
RYDAFFVYNARDEDLVSRNVSSELENSGYSLCLQHRDLQLIERRSSESLVNAVECSKRLVIVLSKHFLEQEWVALDSQAAVQSAINSVNVRHRRQKIIFLVTTDLSAINVDPDLKSLLKTCSVIVWGEKKSWEKLKFRLPDV
>BmToll3-1
RYDVFISFAYGDSSFVSDTLLPRLEGPPNEFSACVHYRDWVPGNWVPALIAHSVAQSRRT
IIVLSKNFLSSVWALLEFRTAHVQALEDGRVRLIVILLDDVTNDARIDDELRAYLSTNTF
IRWGDALFWNKLLYALPHR
>BmToll3-2
RFDAFVSYAHEDEAVVEELVKRLEVGHGYRLCLHYRDWAPGEWIHVQIAASVQASRRTLI
VVSRHFLRSKWARQEFRQAHAAALRDIIPRLVLLFLEPPHRLPLDAELRSYIRINTYVLW
TDPWFWHKLKLALPPP
>BmToll3-3
RFDAFVSYAHEDEAVVEELVKRLEVGHGYRLCLHYRDWPPGEWIHVQIAASVQAARRTLI
VVSRHFLRSKWARQEFRQAHAAALRDVTPRLVLLFLEPPHRLPLDAELRSYIRINTYLLW
TDPWFWHKLKLALPPP
>BmToll6
LFDAYISYSVKDEAFVAQMLAPGLESTDPSFRLCLHYRDFNASAYVADTIIEAVESSKRT
IIVLSKNFINNEWCRFEFKTALHEVLKERRRRLIIILLGDIPNRDIDPELRLCLKANTCI
EWGDRQFWQKLRFAMPDL
>BmToll7-1
LYDAYVCYSPKDEEFVIETLARELENGYPSYHLCLHYRDVPHFEATYAQFPDLVVEATEA
SRRIIVVLTNNFITTEWSQIEFRQALQKALRKNPNKLIIVAVGPVPRDPELKSYFKTGLE
ITWKEKRFWERLRYAMPSS
>BmToll7-2
LYDAYVCYSPKDEESVVQSLVNELENGNPSYHLCLHYRDIPHHGAQYMQCAPPDVETAEA
SKRIIIVLTRNFMQTEWSRYEFRQGLHEALKGCIYKLVLIEECSVVADAMCDPDLRPYLK
TGSRLRWGQKGFWERLRYIMPDS
>BmToll7-3
LYDAYVCYSPKDDDFVIQTLAAELENGNPSYHLCLHYRDIPQHNVAYMQCTLPLPECAEA
SKRIILVLTRNFIETEWSRFEFRQALHEIVKSRIYTLVIIEEGSILPEAECDPDLRPYLK
TSSRIRWGQNKFWEKLRYAMPDK
>BmToll8
MYDAFVCYSSKDEAWVTEELASSLERGDPSYKLCLHYRDVGGYVTDKIRQAVESSRRTIM
ILSENFLRSEWVRYELKSAMTHVLRDRRKRLIVVLLGQVSQKDLDQDLRLYIKTNKCLNA
NDRLFWEKLKFALPDV
>BmToll9-1
NYDVFVSYCNEDRVWVLDHLLPQLESNCNISVCLHERDFQIGLSILENIVACMDRSRAIM
LIISKRFLMSQWCQFEMHLAQHRLLETRRNDLILVLLEEIPRRIRPTTLHYLMLTKTYII
WPKVAHERNIFWRRLRKGLVTQ
>BmToll9-2
KYDAFISYCSEDRDFVVHMINNLELEPPFLKLCVYERDFDIGSFISEAVLKSVNESKYVI
LVISNGFAKSQWCRWETQLAEYHRIFLEDGTSYDPLVLVRIGDVQNKYLTTTLKYLLKTK
IYHTWDENNQDEFWKKLRNVLTRK
>BmToll10-2
LYDGYAVYSLLDDDFVSKVVAPEMEHSGYTMCFHYRDLQHGPDNYLCEQITNAAESSKRI
LVFVSFNFLQNEWCKATFKAAIKHVITTIHPSIRRHRVVFILTTDVSALNLDVDFQSYLK
TCNVLLWGEKKFWEKIRFVMPDI
>BmToll10-3
RFDAFFVYNPRDEDFVTRAVSSELENMGHTLCLQHRDLQLIERRSGDSLVSAAESSKRLI
IVLSINFLQQEWYAPESKAAVQSAINSVNVRHRRQKIIFLVTTDLSGINIDPDLKVLLKT
CTVIVWGERNCWEKLNFRLPDV
>DPOGS200002-PA
EYDAFVSYSHQDEGYVVEQLVPNLEGGKPPLRLCVHYRNWVIGDFIPSQIARSVEQSRKT
IIVLSKHFVNSIWGHMEFRTAHGKGKVIILMLDDLSADDSLDPELKAYIAMNTYVKSKDP
LVFDRIRDAVLSKPPN
>DPOGS205295-PA
LYDAYVCYSPKDEELVLQIFANELENGNSSYNLCLHYRDIPHHGAQYMQYAPPVLDFAEA
SKRIILVLTRNFMQTEWSRFDYRKEFHEVLKGYVYKLVLIEDYSVVQEAMCDEELRPYLK
TGSRLRYGQKNFMERLKFMLPDS
>DPOGS211472-PA
EYDAFVSFSHHDSEYAAAIAARLERGPRARRLCLHERDWTPGEWIPEQIATSVRRSRRTV
ALVSESFLVSQWARAELREAYTAALREGRARLLAVLLPGMEPPRAATAPELRAYLAAVTY
LRWDDPHFWDKLLLAVPPP
>DPOGS203198-PA
LFDAYISYSVKDEAFVAQMLAPGLESTDPSFRLCLHYRDFNASAYVADTIIEAVESSKRT
IIVLSKNFINNEWCRFEFKTALHEVLKERRRRLIIILLGDLPNRDMDPELRLCLKANTCI
EWGDRQFWQKLRFAMPDL
>DPOGS205293-PA
LYDAYICYSPKDEEFVVESLARELENGYPSYHLCLHYRDVPQFEATYAQFPDLVVEATEA
SRRIIVVLSKNFILTEWSQIEFRQALQRALRKNPHKLIVVVVGLLARDPELKSYFKSALE
ITWKEKRFWERLRYAMPSC
>DPOGS203200-PA
LFDAFVSYSSKDEAWVTDKLALVLETGNPQYKLYLHYRDLPGGGYITPQSITQAVESSRR
TIMVLSENFMNSEWNHVEFKSAYLQLLRDRRKRLIVIRKDNIPLKQLDTEIRLYLKTNTY
LNWGENLFWEKLKFALPDV
>DPOGS215274-PA
KYDAFVSYCNEDREFVAEMITQLECTPPYLKLCIYERDFEIGSFISESILGSINVSRYII
LIISNHFAKSQWCRWETQLAEYHRLFLEDGTSYDPLVLIRIGDVENKYLTTTLKFLMKTK
IYITWGDQQPNEFWKKLRNVICKY
>DPOGS205283-PA
MYDGYAVYSLLDDDFVSRVVAPEMEHFGYTMCFHYRDLQHVPENYLTEQITNAAESSKRI
LIFVSFNFLHNEWSKTSFKDAIKHVITTIHPSIRRHRVFFILTTDVSALNLDVDFQSYLK
NCNVLIWGEKKFWEKLRFLMPDI
>DPOGS205279-PA
RFAAFFMYNPQDEGVMRVVSSELEQLGHTLCLQHRDLQLIERRSSDNLVSAAESSKRLII
VLSTSFLEQEWDMPASKAAVQCAINSVNVRHRRQKIIFLVTTDLSAISIDPDLKVLLKTC
TVILWGEKYCLEKLNFWLPDVDVTLPNR
>DPOGS205123-PA
NYDAFISYCNEDRAWVLDYFLPHVEQDCNISVCLHERDFQVCDESDVRNFLDYSLNKHFY
MVMTMNNFNMIRKLLETRREDLILVLLEEIPRRLRPNTLHYLMVTKTYIVWPSEEPQRNL
FWKQLKKSIVKL
>DmToll-9C FBpp0300871 type=protein; loc=3L:complement(join(20365624..20365918,20364666..20364896,20364341..20364562,20362507..20364125,20362309..20362436,20362040..20362247)); ID=FBpp0300871; name=Toll-9-PC; parent=FBgn0036978,FBtr0308648; dbxref=FlyBase:FBpp0300871,FlyBase_Annotation_IDs:CG5528-PC,REFSEQ:NP_001246846,GB_protein:AFH04517,UniProt/TrEMBL:Q9VPH1; MD5=b6383d5b4c9ecdc6ec1e488d044c973b; length=900; release=r6.20; species=Dmel; 
VYDIFISYCQNDRTWVLNELLPNVEETGDVSICLHERDFQIGVTILDNIISCMDRSYSLM
LIISSKFLLSHWCQFEMYLAQHRIFEVSKEHLILVFLEDIPRRKRPKTLQYLMDVKTYIK
WPTAKEDRKLFWKRLKRSLEVI
>DmToll-4 FBpp0079369 type=protein; loc=2L:join(9084107..9084230,9085420..9085527,9086242..9086923,9086977..9089440); ID=FBpp0079369; name=Toll-4-PA; parent=FBgn0032095,FBtr0079768; dbxref=FlyBase:FBpp0079369,FlyBase_Annotation_IDs:CG18241-PA,FlyMine:FBpp0079369,GB_protein:AAF52747.3,REFSEQ:NP_523519,GB_protein:AAF52747,UniProt/TrEMBL:Q9VLE6,modMine:FBpp0079369; MD5=435b33c317e5c7d16daf69230c45ed29; length=1125; release=r6.20; species=Dmel; 
KYDAFLSFTHKDEDLIEEFVDRLENGRHKFRLCFYLRDWLVGESIPDCINQSVKGSRRII
ILMTKNFLKSTWGRLEFRLALHATSRDRCKRLIVVLYPDVEHFDDLDSELRAYMVLNTYL
DRNNPNFWNKLMYSMPHA
>DmToll-8 FBpp0075360 type=protein; loc=3L:15236121..15240161; ID=FBpp0075360; name=Tollo-PA; parent=FBgn0029114,FBtr0075607; dbxref=FlyBase:FBpp0075360,FlyBase_Annotation_IDs:CG6890-PA,FlyMine:FBpp0075360,GB_protein:AAF49650.1,REFSEQ:NP_524757,GB_protein:AAF49650,UniProt/Swiss-Prot:Q9V477,modMine:FBpp0075360; MD5=15a1eb1469a9b37999b9bf693bf65ec3; length=1346; release=r6.20; species=Dmel; 
LFDAFVSYSSKDELFVNEELAPMLEMGEHRYKLCLHQRDFPVGGYLPETIVQAIDSSRRT
IMVVSENFIKSEWCRFEFKSAHQSVLRDRRRRLIVIVLGEVPQKELDPDLRLYLKTNTYL
QWGDKLFWQKLRFALPDV
>DmToll-6B FBpp0297410 type=protein; loc=3L:15337225..15341769; ID=FBpp0297410; name=Toll-6-PB; parent=FBgn0036494,FBtr0306307; dbxref=REFSEQ:NP_001246765,GB_protein:AFH04436,FlyBase:FBpp0297410,FlyBase_Annotation_IDs:CG7250-PB,UniProt/Swiss-Prot:Q9VUN0; MD5=6ba90717bb0165f76352123615612eef; length=1514; release=r6.20; species=Dmel; 
PNDAYFAYSLQDEHFVNQILAQTLENDIGYRLCLHYRDVNINAYITDALIEAAESAKQFV
LVLSKNFLYNEWSRFEYKSALHELVKRRKRVVFILYGDLPQRDIDMDMRHYLRTSTCIEW
DDKKFWQKLRLALPLP
>DmToll-9 FBpp0077898 type=protein; loc=3L:complement(join(20365624..20365918,20364666..20364896,20364341..20364562,20362507..20364125,20362309..20362436,20362040..20362247)); ID=FBpp0077898; name=Toll-9-PA; parent=FBgn0036978,FBtr0078240; dbxref=FlyBase:FBpp0077898,FlyBase_Annotation_IDs:CG5528-PA,FlyMine:FBpp0077898,GB_protein:AAF51581.1,REFSEQ:NP_649214,GB_protein:AAF51581,UniProt/TrEMBL:Q9VPH1,modMine:FBpp0077898; MD5=b6383d5b4c9ecdc6ec1e488d044c973b; length=900; release=r6.20; species=Dmel; 
VYDIFISYCQNDRTWVLNELLPNVEETGDVSICLHERDFQIGVTILDNIISCMDRSYSLM
LIISSKFLLSHWCQFEMYLAQHRIFEVSKEHLILVFLEDIPRRKRPKTLQYLMDVKTYIK
WPTAKEDRKLFWKRLKRSLEVI
>DmToll-6A FBpp0075367 type=protein; loc=3L:15337225..15341769; ID=FBpp0075367; name=Toll-6-PA; parent=FBgn0036494,FBtr0075614; dbxref=FlyBase:FBpp0075367,FlyBase_Annotation_IDs:CG7250-PA,FlyMine:FBpp0075367,GB_protein:AAF49645.1,REFSEQ:NP_524081,GB_protein:AAF49645,UniProt/Swiss-Prot:Q9VUN0,modMine:FBpp0075367; MD5=6ba90717bb0165f76352123615612eef; length=1514; release=r6.20; species=Dmel; 
PNDAYFAYSLQDEHFVNQILAQTLENDIGYRLCLHYRDVNINAYITDALIEAAESAKQFV
LVLSKNFLYNEWSRFEYKSALHELVKRRKRVVFILYGDLPQRDIDMDMRHYLRTSTCIEW
DDKKFWQKLRLALPLP
>DmToll-1C FBpp0303187 type=protein; loc=3R:join(26837737..26838956,26839074..26841207); ID=FBpp0303187; name=Tl-PC; parent=FBgn0262473,FBtr0330154; dbxref=FlyBase:FBpp0303187,FlyBase_Annotation_IDs:CG5490-PC,REFSEQ:NP_001262995,GB_protein:AGB96375,UniProt/TrEMBL:A0A0B4KHY4; MD5=bb73e39dd397e5a472d3532a6a61c0ea; length=1117; release=r6.20; species=Dmel; 
KFDAFISYSHKDQSFIEDYLVPQLEHGPQKFQLCVHERDWLVGGHIPENIMRSVADSRRT
IIVLSQNFIKSEWARLEFRAAHRSALNEGRSRIIVIIYSDIGDVEKLDEELKAYLKMNTY
LKWGDPWFWDKLRFALPHR
>DmToll-1B FBpp0084431 type=protein; loc=3R:join(26837737..26838956,26839074..26841147); ID=FBpp0084431; name=Tl-PB; parent=FBgn0262473,FBtr0085059; dbxref=FlyBase:FBpp0084431,FlyBase_Annotation_IDs:CG5490-PB,FlyMine:FBpp0084431,GB_protein:AAN14086.1,REFSEQ:NP_524518,GB_protein:AAN14086,UniProt/Swiss-Prot:P08953,modMine:FBpp0084431; MD5=d2cdeaa04f3b449545ad80366aae48e1; length=1097; release=r6.20; species=Dmel; 
KFDAFISYSHKDQSFIEDYLVPQLEHGPQKFQLCVHERDWLVGGHIPENIMRSVADSRRT
IIVLSQNFIKSEWARLEFRAAHRSALNEGRSRIIVIIYSDIGDVEKLDEELKAYLKMNTY
LKWGDPWFWDKLRFALPHR
>DmToll-5A FBpp0080080 type=protein; loc=2L:join(13435749..13436794,13437923..13439264); ID=FBpp0080080; name=Tehao-PA; parent=FBgn0026760,FBtr0080502; dbxref=FlyBase:FBpp0080080,FlyBase_Annotation_IDs:CG7121-PA,FlyMine:FBpp0080080,GB_protein:AAF53306.1,REFSEQ:NP_477438,GB_protein:AAF53306,UniProt/TrEMBL:Q9VJX9,modMine:FBpp0080080; MD5=f867e613eccf2bcb0ab81a0221bf3fe3; length=795; release=r6.20; species=Dmel; 
TYDAFISYSHKDEELISKLLPKLESGPHPFRLCLHDRDWLVGDCIPEQIVRTVDDSKRVI
IVLSQHFIDSVWARMEFRIAYQATLQDKRKRIIIILYRELEHMNGIDSELRAYLKLNTYL
KWGDPLFWSKLYYAMPHN
>DmToll-5B FBpp0312090 type=protein; loc=2L:join(13435749..13436794,13437923..13439264); ID=FBpp0312090; name=Tehao-PB; parent=FBgn0026760,FBtr0346423; dbxref=FlyBase:FBpp0312090,FlyBase_Annotation_IDs:CG7121-PB,GB_protein:AHN54415,REFSEQ:NP_001285901,UniProt/TrEMBL:Q9VJX9; MD5=f867e613eccf2bcb0ab81a0221bf3fe3; length=795; release=r6.20; species=Dmel; 
TYDAFISYSHKDEELISKLLPKLESGPHPFRLCLHDRDWLVGDCIPEQIVRTVDDSKRVI
IVLSQHFIDSVWARMEFRIAYQATLQDKRKRIIIILYRELEHMNGIDSELRAYLKLNTYL
KWGDPLFWSKLYYAMPHN
>DmToll-9B FBpp0300870 type=protein; loc=3L:complement(join(20365624..20365918,20364666..20364896,20362507..20364125,20362309..20362436,20362040..20362247)); ID=FBpp0300870; name=Toll-9-PB; parent=FBgn0036978,FBtr0308647; dbxref=FlyBase:FBpp0300870,FlyBase_Annotation_IDs:CG5528-PB,REFSEQ:NP_001246845,GB_protein:AFH04516,UniProt/TrEMBL:M9NDW9; MD5=839c88f144d503bb29dc68960d351335; length=826; release=r6.20; species=Dmel; 
VYDIFISYCQNDRTWVLNELLPNVEETGDVSICLHERDFQIGVTILDNIISCMDRSYSLM
LIISSKFLLSHWCQFEMYLAQHRIFEVSKEHLILVFLEDIPRRKRPKTLQYLMDVKTYIK
WPTAKEDRKLFWKRLKRSLEVI
>DmToll-7 FBpp0085638 type=protein; loc=2R:19826905..19831245; ID=FBpp0085638; name=Toll-7-PA; parent=FBgn0034476,FBtr0086336; dbxref=FlyBase:FBpp0085638,FlyBase_Annotation_IDs:CG8595-PA,FlyMine:FBpp0085638,GB_protein:AAF57514.1,REFSEQ:NP_523797,GB_protein:AAF57514,UniProt/Swiss-Prot:Q7KIN0,modMine:FBpp0085638; MD5=ecb070ed27daa5b5ef6e8d6e271f414e; length=1446; release=r6.20; species=Dmel; 
LYDAVLLHSAKDSEFVCQHLAAQLETGRPPLRVCLQHRDLAHDATHYQLLEATRVSRRVV
ILLTRNFLQTEWARCELRRSVHDALRGRPQKLVIIEEPEVAFEAESDIELLPYLKTSAVH
RIRRSDRHFWEKLRYALPVD
>DmToll-6C FBpp0297411 type=protein; loc=3L:15337225..15341769; ID=FBpp0297411; name=Toll-6-PC; parent=FBgn0036494,FBtr0306308; dbxref=REFSEQ:NP_001246766,GB_protein:AFH04437,FlyBase:FBpp0297411,FlyBase_Annotation_IDs:CG7250-PC,UniProt/Swiss-Prot:Q9VUN0; MD5=6ba90717bb0165f76352123615612eef; length=1514; release=r6.20; species=Dmel; 
PNDAYFAYSLQDEHFVNQILAQTLENDIGYRLCLHYRDVNINAYITDALIEAAESAKQFV
LVLSKNFLYNEWSRFEYKSALHELVKRRKRVVFILYGDLPQRDIDMDMRHYLRTSTCIEW
DDKKFWQKLRLALPLP
>DmToll-1 FBpp0303188 type=protein; loc=3R:join(26837737..26838956,26839074..26841147); ID=FBpp0303188; name=Tl-PD; parent=FBgn0262473,FBtr0330155; dbxref=FlyBase:FBpp0303188,FlyBase_Annotation_IDs:CG5490-PD,REFSEQ:NP_733166,GB_protein:AAF56624,UniProt/Swiss-Prot:P08953; MD5=d2cdeaa04f3b449545ad80366aae48e1; length=1097; release=r6.20; species=Dmel; 
KFDAFISYSHKDQSFIEDYLVPQLEHGPQKFQLCVHERDWLVGGHIPENIMRSVADSRRT
IIVLSQNFIKSEWARLEFRAAHRSALNEGRSRIIVIIYSDIGDVEKLDEELKAYLKMNTY
LKWGDPWFWDKLRFALPHR
>Dm18w FBpp0085620 type=protein; loc=2R:20111885..20116042; ID=FBpp0085620; name=18w-PA; parent=FBgn0004364,FBtr0086309; dbxref=GB_protein:AAF57509.1,FlyBase:FBpp0085620,FlyBase_Annotation_IDs:CG8896-PA,FlyMine:FBpp0085620,REFSEQ:NP_476814,GB_protein:AAF57509,UniProt/TrEMBL:A1ZBR2,modMine:FBpp0085620; MD5=4eefca47d0308258ce49c5b77f48dbfe; length=1385; release=r6.20; species=Dmel; 
LYDAIILHSEKDYEFVCRNIAAELEHGRPPFRLCIQQRDLPPQASHLQLVEGARASRKII
LVLTRNLLATEWNRIEFRNAFHESLRGLAQKLVIIEETSVSAEAEDVAELSPYLKSVPSN
RLLTCDRYFWEKLRYAIPIE
>DmToll-3 FBpp0081104 type=protein; loc=3R:complement(join(7368641..7369305,7366303..7368535)); ID=FBpp0081104; name=MstProx-PA; parent=FBgn0015770,FBtr0081585; dbxref=GB_protein:AAF54021.2,FlyBase_Annotation_IDs:CG1149-PA,FlyBase:FBpp0081104,FlyMine:FBpp0081104,GB_protein:AAF54021.3,REFSEQ:NP_649719,GB_protein:AAF54021,UniProt/TrEMBL:Q9VIA4,modMine:FBpp0081104; MD5=f1eea74b4ec67c20c304e8f1ea696079; length=965; release=r6.20; species=Dmel; 
RFDAFLAFTHKDEALLEEFVDRLERGRPRFQLCFYLRDWLAGESIPDCIGQSIKDSRRII
VLMTENFMNSTWGRLEFRLALHATSRDRCKRLIVVLYPNVKNFDSLDSELRTYMAFNTYL
ERSHPNFWNKLIYSMPLL
>AgToll
LYDAFVSYSHKDEAFITEHLVPTLERDPMNFKLCWHVRDWTPGEMISSQISSSVEQSRRT
IIVLSSSFLESLWGQLEFRTAHLQSMAERRNRLIIIIYGDIGNIYDLEPELRAYLHTNTY
VRWGDPWFWDKLRFAMPHP
>AgToll-1
RYDAFISYSHKDEEFVTKELLPKLESEELNFKICWHVRDFMPGEMIANEITKAVEESRRT
IIILSLNYLESVWGQIEFSTAYLQSLADKCNRVIPIIYQDIGDIEQLDPQLQAYLKTNTY
VRWDDPWFWEKLHYAMPHK
>AgToll-5
RYDAFISYSHKDEEFVTGQMLPRLESEELNFKICWHVRDFMPGEMIASQITKAVEDSRRT
IIILSHNYLESVWGQMEFNTAYLQSLEDKRNRVIPIIYQDIGDIDQLDP


>AgToll-6
LYDAYITYSLQDEHFVSQILTSTLENDIGFRLCLHYRDLNANAYLADTIVEAVESSKRAI
LVLSKSFLYNEWTRFEFKGAIHEVLKRRRKLIIILYGDLPQRDLDADMRLYLRTNTCIEW
DDKKFWQKLRIALPHV
>AgToll-7
LYDAILLYSAKDAELVARSIAGELENGRPPLRLCLQHRDLPEDASHLQLLEASRASRRIV
VLLSRNFLQTEWSRCELRRAVHDALRGRPHKLVVVEEGGGVLLEAENDVELVPYLKTTTV
TRVRRGDRHFWEKLRYALPVE
>AgTrex
LFDAFISYSSKDEAFVAEELAPMLENEDPSYKLCLHYRDFPVGAYIADNILQAVESSRRT
IMVLSENFIKSEWCRFEFKSAHHQVLRDRRRRLIVILLGEVPQKDLDPDIRLYLKTNTYL
QWGDKLFWEKLRFALPDV
>AgToll-9
LYDCYLVHSVHDSDFVGRLLGAELQLHGYSVCQHHRDVHPGAFLADSLQSAADSARKLLL
VVSMNFLQTEWSQPQFRVALQSVIESIRPAHRRHKIVLVLTAPVEIVAMDPIMHLLIRTC
TVACWGERKFWDKLRYALPDV
>AgToll-10
LYDAYLLYSAADADLVTSQIGQELEHHGYGMCLHYRDVHGGAGFLGDTVQSAADASRKLV
LFVSVKFLQLEWSQPEFRAALQAALELIRPSRRKQRIVLITSVPGSMLAMDPIMDILART
CTVIAWDDRRFWDKLRFAMPDL
>PxToll_6

LFDAYISYSVKDEAFVAQMLAPGLESSDPSFRLCLHYRDFNASAYVADTIIEAVESSKRT
IIVLSKNFINNEWCRFEFKTALHEVLKERRRRLIIILLGELPNRDIDPELRLCLKANTCI
EWGDRQFWQKLRFAMPDL

>PxToll_8

MYDAFVSYSSKDEAWVAEELAPMLERGVPSYKLCLHYRDFPVGGYVADNIVQAVESSRRT
IMVLSENFIKSEWCRYEFKSAHHQVLTDRRRRLIVVLLGEVSQKDLDPDIRLYLKTNTYL
HWGDKLFWEKLRFALPDV

>PxToll_9

KYDAFVSYCNEDRDFVLEMIAEMESNPPFLKLCVYERDFEIGSFISESILNSINESRYII
LVISNGFAKSQWCRWETQLAEYHRLFLEDGTSYDPLVLVRIGHIEPKYLSTTLKFLLKTK
IYLSWEEQRQDEFWKKLRNVLTKR

>Px004048


HYDVFVSYCNEDRPWVLDHLLPHVEKHCNVSVCLHERDFLVGLSILENIVSCMDRSKSIL
LVISQRFLLSQWCQFEMHLAQHRLLETRREDLILVLLEDIPRPMRPNTLHYLMLTKTYVL
WPKEKAERRVFWRRLQKCIVLQ
>PxToll_10

LYDGYSVYSLLDDDFVSKVIAPAMEHAGYTMCFHYRDLQLAHESYLSDQVTNAAESSKRI
LVFVSFNFLQNEWSKVSFKEAMKHVISSIHPSIRRHRVVFILTTDVSALNLDLDFQNYLK
TCTVLLWGEKKFWEKIRFVMPDI

>Px014888

RFDAFFVYNLKDKDFVTRAVSSELENSGRALCLQHRDLQLLERHQSDSLVAAAEYSKRLVIVLSINFLQQEWYSPEIRAAIQSTINSVNIRHRRQKIIFLVTTDLSAINIDPDMKVLLKTCSVIVWGERNCWEKLNFRLPDV



>MsToll_1

PYDAFVSFAHEDEELVMEQLAARLESGSRPYRLCLHYRDWAPGEWIPAQIAASVRASRRT
VAVVSAHYLQSGWALAEIREATAASLQEGMPRLIIVLLDDTDRLMLDIDPELRAYVRNNT
YVRWHDPWFWEKLKQALPPP

>MsToll_2


KYDIFVSFAHEDEAFVIDKLLPKLEVNYKVCVHHRDWRVGDLIPTQIARSVEESRRTLIV
LSRHFLASTWGMLEFRAAHVQAAKERKVRVVVLLLEDISDIEIESELRAYLTTNTYIKWG
DQWFWEKLQYALPRR
>MsToll_3

PYDAFVSFAHEDEELVMEQLAARLESGSRPYRLCLHYRDWAPGEWIPAQIAASVRASRRT
VAVVSAHYLQSGWALAEIREATAASLQEGMPRLIIVLLDETDRVMLDIDPELRAYVRNNT
YVRWHDPWFWEKLKQALPPP

>MsToll_4



PYDAFVSFAHEDEELVMEQLAARLESGSRPYRLCLHYRDWAPGEWIPAQIAASVRASRRT
VAVVSAHYLQSGWALAEIREATAASLQEGVPRLIIVLLDETDRLMLDIDPELRAYVRNNT
YVRWHDPWFWEKLKQALPPP
>MsToll_5


PYDAFVSFAHEDEELVVEQLAARLESGPQPYRLCLHYRDWAPGEWIPAQIAASVRASRRT
VAIVSTHYLQSDWARAEFREATAASLRDGTPRLVVVLLDDPDRLMLEVDAELSAYVRHKV
YVRWGDPWFWEKLKQALPLP
>MsToll_6

LFDAYISYSVKDEAFVAQMLAPGLESTDPSFRLCLHYRDFNASAYVADTIIEAVESSKRT
IIVLSKNFINNEWCRFEFKTALHEVLKERRRRLIIILLGEIPNRDIDPELRLCLKANTCI
EWGDRQFWQKLRFAMPDL

>MsToll_7_1


LYDAYVCYSPKDEEFVVETLARELENGYPSYHLCLHYRDVPQFEATYAQFPDLVVEATEA
SRRIIVVLTTNFILTEWSQIEFRQALQKALRKNPNKLIIVAAGHIPRDPELKSYFKTGLE
ITWKEKRFWERLRYAMPSS
>MsToll_7_2

LYDAYVCYSPKDEESIVQSLVNEFENGTQSYNLCLHYRDVAHHGAQYLPCAPPVVETAEA
SKRIIIVLTRNFMQTEWSRYEIRQRLHEALKGCIYKLVLIEESSVVEDAMCDPDLRPYLK
TGSRLRWGEKRFWERLRYMMPEL


>MsToll_7_3

LYDAYVCYSPKDDDFVIQTLAAELENGSPSYHLCLHHRDIPQHNVAYMQCTLPLPEAAEA
SKRIILVLTRNFIETEWSRFEFRQALHEILKSRIYTLVIIEESSVLPEAECDPDLRPYLK
TSSRIRWGQNKFWDKLRYAMPDR

>MsToll_8

MYDAFICYSSKDEAWVTEELVPMLERSDPSYKLCLHYRDVGGYVTEKIRQAVESSRRTIM
VLSDNFLRSEWVRYELKTAFHQVLRDRRKRLIVVLLGQVLQKDLDQDIRLYLKTNKCLYA
DDKLFWEKLKFALPDV

>MsToll_9_1

KYDAFVSYCNDDREFVMDMINQLESQPPYLKLCVYERDFEIGSFISESVMNSINESKYVI
LIISNSFAKSQWCRWETQLAEYHRIFLEDGTSYDPLVLIRVGEVQSKYLTTTLKYLLKTK
IYHLWDESNQEEFWTRLRNILKKK

>MsToll_9_2

HYDVFVSYCNEDRGWVLDHLLPHLESDCSISACLHERDFQVGLSILENIVSCMDRSRSIM
LIISQKFLMSQWCQFEMHLAQHRLLETRREDLTLVLLEEIPRRLRPTTLHYLMLTKTYIV
WPAADAERALFWKRLRKSLVTQ

>MsToll_10_1

LYDGYAVYSLLDDDFVSKVVAPEMEHSGYTMCFHYRDLQHAPENYLSEQITNAAESSKRI
IVFVSFNFLQNEWSKATFKAAIKHVITSIHPSIRRHRVIFILTTDVSALNLDLDFQSYLK
SCNVLLWGEKKFWEKIRFVMPDI


>MsToll_10_2

LYDGYAVYSLLDDDFVSKVVAPEMEHSGYTMCFHYRDLQHAPENYLSEQITNAAESSKRI
IVFVSFNFLQNEWSKATFKAAIKHVITSIHPSIRRHRVIFILTTDVSALNLDLDFQSYLK
SCNVLLWGEKKFWEKIRFVMPDI

>MsToll_10_3

RFDAFFVYNPRDEDFVTRAVSSELENMGHTLCLQHRDLQLIERRSGDSLVSASESSKRLVIVLSINFLQQEWYAPESKAAVQSAINSVNIRHRRHKIIFLVSTDLSAINIDPDLKVLLKTCTVIVWGERNCWEKLNFRLPDV






