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gi|145610181|ref|XP_366588.2| MQRPQAYGQSPPLHHP-------VPQHVSTVPQLRSPPPPVSQSAQS-----------------------GQGYGGSPYPQQQQGGAGPQNMFGQYGQFMNDPAAQVAAHFGSTAFRQGQEIIDQNINRYLSVHLLKHYFNVTNSYVINK   120
gi|32408647|ref|XP_324804.1| MQRS-GYGQSPPLHHP-------VPQHVSTVPQLRSPPPPTSQPHS--------------------------GYDGSPY--QQQGRAPSGNMFGQYGNFINDPAAQLASQFGQTAFKQGQEYLEQNVNRFVSVSALKHYFNVTNSYVINK   114
gi|19113152|ref|NP_596360.1| --------MPPKLYHP-------QPTHAIPVSNMR-----VNTRYEP-----------------------TAGFSGTSVP-SVQAANPSAYLP-------NSATAQMGFQLGKNAVNAGQEYVEQNFGKWLSTTRLHHYFTVTNSYVVAK    99
gi|170932464|ref|NP_065203.2| -----MAYHSGYGAHG-------SKHRARAAPDP--PPLFDDTSGG----------------------------YSSQPGGYPATGADVAFS---VNHLLGDPMANVAMAYGSSIASHGKDMVHKELHRFVSVSKLKYFFAVDTAYVAKK   105
gi|114638673|ref|XP_001171098.1| -----MAYHSGYGAHG-------SKHRARAAPDP--PPLFDDTSGG----------------------------YSSQPGGYPATGADVAFS---VNHLLGDPMANVAMAYGSSIASHGKDMVHKELHRFVSVSKLKYFFAVDTAYVAKK   105
gi|73982992|ref|XP_852515.1| -----MAYHSGYGAHG-------SKHRARAAPDP--PPLFDDTSGA----------------------------YSSQPGGYPAPGADVAFN---VNHLLGDPMANVAMAYGSSIASHGKDMVHKELHRFVSVNKLKYFFAVDTAYVAKK   105
gi|77735493|ref|NP_001029441.1| -----MAYHSGYGAHG-------SKHRARAAPDP--PPLFDDTSGG----------------------------YSSQPGGYPAPGADVAFN---VNHLLGDPMANMAMAYGSSIASHGKDMMNKELHRFVSVNKLKYFFAVDTAYVAKK   105
gi|25282409|ref|NP_080829.1| -----MAYHSAYGVHG-------SKHRTRAAPDP--PPLFDDTSGG----------------------------YSSQLGGYPAPGADVAFS---VNNLLGDPVANMAMAYGTSIASQGKDIVHKELHRFVSVNKLKYFFAVDTAYVAKK   105
gi|41282065|ref|NP_956225.1| -----MNFQQ-QGYRA-------TKPRARASPPTGGPMLFDDTSSGP-------------------PPMNNQNYYSSGYNMAEMPAGGQEPG---VGNIFADPMANAAMMYGSTLANQGKDIVNKEINRFMSVNKLKYFFAVDTKYVMKK   115
gi|115533208|ref|NP_001041126.1| -----MSNEWGNDWNTDSWNTGYSQPQQPSAPPAAPAAAPQDQSYGGGYYSQQSSNQGFDGYGQQSPTQNQYGGYGQQQQQQQSYGQNNGFGGFQPQQLMSDPMLNAAKQFGGQFAEQQK----EKLTKYLGTFNLKYYFAVDNAYVGKK   141
gi|50304711|ref|XP_452311.1| MSYNPYYSEIGSDSNVG------MAAAGKGKNISATGKQYGMQQPS----------------------------LGPQTPQQQQQQNGSYLPSASTNMAFQFGQTAFNQFVGQENISQFQETMSKATG--ATNSSVAHYFQVSNSYVFHK   114
gi|45199177|ref|NP_986206.1| MTYNPYY-EQSQAAQAR------YPQGQRQMQQTPADPRYQQQYGQ----------------------------TAPQGPAYAG------FADPRASMAFQFGQSALNQFIGSENFNQFQETVQRATG--GGD--LSHYFQVSNSYVFQK   105
gi|6324066|ref|NP_014136.1| MSYNPYAYATSEQNGVNDRFS-HTPQQQRPMQIPRNTPVNGQGNAN----------------------------MNANVNGSGG---GFPFQDPRGSMAFQLGQSAFSNFIGQDNFNQFQETVNKATANAAGSQQISTYFQVSTRYVINK   118
gi|115468982|ref|NP_001058090.1| -----MAAMNNDLG------------GLGGRPATSQANPFESALYG----------------------------------------------------AGPGLIRSGLGAYGEKFLGSSSEFMQSNITQYLSNP--QYYFQVNSQYVRNK    79
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gi|145610181|ref|XP_366588.2| IYLVLFPWRH--KPWSRKPAMG--PGGQEG-YLPPRDDVNSPDMYIPVMSLVTYILLSTAIAGLRG------------QFQPELLGNTAGTALIVVAAEIIILKLGCYIMSI---SNNSQLLDLVAYSGYKFVGVIVTVAVAEVMNGGKG   250
gi|32408647|ref|XP_324804.1| LYLVLFPWRH--KPWSRKQTVG--PGGQEGWYLPPRDDINSPDMYIPVMSLVTYIFLQTLIAGLRG------------QFQPELFGYIATTALVVVIVEILGLKLGCYLLSI---SNESQLLDLVAYSGYKFVGVIVTISIAEIVNGGKG   245
gi|19113152|ref|NP_596360.1| LLLIIFPWRR--RSWARKLRRSEINGSAEG-YCPPAEDLNSPDMYIPLMAFTTHILLLCALAGLQD------------DFQPELFGLRASKACAVVLVEFLATRLGCYLLNI---SSQSQVLDLLAFSGYKFVGLILT-SLSKLFEMP--   228
gi|170932464|ref|NP_065203.2| LGLLVFPYTH--QNWE-------VQYS-RDAPLPPRQDLNAPDLYIPTMAFITYVLLAGMALGIQK------------RFSPEVLGLCASTALVWVVMEVLALLLGLYLATV---RSDLSTFHLLAYSGYKYVGMILSVLTGLLFGSD--   228
gi|114638673|ref|XP_001171098.1| LGLLVFPYTH--QNWE-------VQYS-RDAPLPPRQDLNAPDLYIPTMAFITYVLLAGMALGIQKRMPGSEPPLLWRRFSPEVLGLCASTALVWVVMEVLALLLGLYLATV---RSDLSTFHLLAYSGYKYVGMILSVLTGLLFGSD--   240
gi|73982992|ref|XP_852515.1| LGLLVFPYTH--QNWE-------VQYS-RDVPLPPRQDLNAPDLYIPTMAFITYVLLAGMALGIQK------------RFSPEVLGLCASTALVWIVMEVLALLLGVYLATV---RSDLSTFHLLAYSGYKYVGMILSVLTGLLFGSD--   228
gi|77735493|ref|NP_001029441.1| LGLLVFPYTH--QNWE-------VQYS-RDVPLPPRQDLNAPDLYIPTMAFITYVLLAGMALGIQK------------RFSPEVLGLCASTALVWVVMEVLALLLGIYLATV---RSDLSTFHLLAYSGYKYVGMILSVLTGLLFGSD--   228
gi|25282409|ref|NP_080829.1| LGLLVFPYTH--QNWK-------MQYS-HDVPLPPRKDLNAPDLYIPTMAFITYVLLAGMALGIQQ------------RFSPEVLGLCASTALVWVFMEVLALLLGLYLATV---RSELSTFHLLAYSGYKYVGMILSVLTGLLFGSD--   228
gi|41282065|ref|NP_956225.1| LLLLMFPYTH--QDWE-------VRYH-RDTPLTPRHDVNAPDLYIPTMAFITYILLAGMALGIQK------------RFSPEVLGLCASTALVWMIIEVLVMLLSLYLLTV---HTDLSTFDLVAYSGYKYVGMILTVFCGLLFGSD--   238
gi|115533208|ref|NP_001041126.1| LGILFFPFFH--KDWS-------LKFAGSADPAPAREDVNAPDLYIPLMSFLTYILVSGFVLGTQG------------RFSPEILGILTSNALIWVILENIVIFISKYILNI---SQSLSVWHSLAYSTYKFAHMIVCLLLFMVGDKT--   265
gi|50304711|ref|XP_452311.1| FKLITVPFLQ--KNWQR-------IPDSSNSFQPPRIDVNSPDLYIPVMGLVTYILAWNVTQGLNG------------SFDPENLYFKLSSTLAFFLLDLIILRLGLYLLVSNTTSPVTSLVELTCYVGYKFVPLIFSMFFP--ASFIW-   240
gi|45199177|ref|NP_986206.1| LKVMLLPMLH--KQWQR-------IPDTNNSFQPPRSDINSPDMYVPLMGLVTYILAWNLEQGLHG------------SFDPENLYFKLSSTLAYLVLDLAILKLGLYLLVP-INSKTTSLVELACYVGYKFVPLIFAMLLP--RQPVW-   230
gi|6324066|ref|NP_014136.1| LKLILVPFLNGTKNWQR-------IMDSGN-FLPPRDDVNSPDMYMPIMGLVTYILIWNTQQGLKG------------SFNPEDLYYKLSSTLAFVCLDLLILKLGLYLLID-SKIPSFSLVELLCYVGYKFVPLILAQLLTNVTMPFN-   246
gi|115468982|ref|NP_001058090.1| LKVILFPFLHR-GHWTR----ITEPVGGRLSYKPPIQDINAPDLYIPLMAFGTYVVIAGYALGVLG------------RFTPEALTLQFTKGLLGWFLQVILIRVLLYTLGS----GEAPLLDIVAYAGYGFAGTSLAMLVRVFWSPS--   206
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gi|145610181|ref|XP_366588.2| TGGWSGWSVFIYTFLANSLFLMRSLKYVLLPENADNSR-----MQTDTRAKRNQRTQFLFFYSYVVQLFFMWILSRP----------------------   322
gi|32408647|ref|XP_324804.1| TGGVIGWTVFGYTFFANALFLMRSLKYVLLPENNNNAQGPMQTMPTEGRAKRSQRLQFLFFYAYIVQLFFMWILSRP----------------------   322
gi|19113152|ref|NP_596360.1| ---WVTRFVFLYMYLATAFFLLRSLKYAVLPESTMAIN------ATITSHQRSRRIYFLFFIA-ASQILFMYVLS------------------------   293
gi|170932464|ref|NP_065203.2| ----GYYVALAWTSSALMYFIVRSLRTAALG---PDSMG--------GPVPRQRLQLYLTLGAAAFQPLIIYWLTFHLVR-------------------   293
gi|114638673|ref|XP_001171098.1| ----GYYVALAWTSSALMYFIVRSLRTAALG---PDSMG--------GPVPRQRLQLYLTLGAAAFQPLIIYWLTFHLVR-------------------   305
gi|73982992|ref|XP_852515.1| ----GYYVALAWTSSSLMYFIVRSLRTAALG---PDNNG--------GPAPRQRLQLYLTLGAAAFQPLIIYWLTFHLVR-------------------   293
gi|77735493|ref|NP_001029441.1| ----GYYVALAWTSSALMYFIVRSLRTAALG---PDSMG--------GPAPRQRLQLYLTLGAAAFQPLIIYWLTFHLVR-------------------   293
gi|25282409|ref|NP_080829.1| ----GYYVALAWTSSALMYFIVRSLRTAASG---PDSMG--------GPAPRQRLQLYLTLGAAAFQPLIIYWLTFHLVR-------------------   293
gi|41282065|ref|NP_956225.1| ----GYYVALAWSSCALMFFIVRSLKMKILSSISADSMGA-------GASAKPRFRLYITVASAAFQPFIIYWLTAHLVR-------------------   307
gi|115533208|ref|NP_001041126.1| ----FYYGALAYSSLALVIFLLRSVSHFMFD----SSGSY-------GSEEGRKRKLILVAFVVITQPLIMWWLTSTQIQSTAPRMVVGHEWLETNING   349
gi|50304711|ref|XP_452311.1| ----LNRLAKLYLFVAFGVFLLRSIKFNLFA---DMGN---SADFSFKKGTVKKVNYFLFVYGFFWQSVLMWLMG------------------------   305
gi|45199177|ref|NP_986206.1| ----ATVLGKFYLFMAFGIFLLRSVKFNLFN---DTAN---DVN-TVKKSVVKKCNYFLFFYGVVLQSGLMWLMG------------------------   294
gi|6324066|ref|NP_014136.1| ----LNILIKFYLFIAFGVFLLRSVKFNLLS---RSGAEDDDIHVSISKSTVKKCNYFLFVYGFIWQNVLMWLMG------------------------   314
gi|115468982|ref|NP_001058090.1| -----YYFVLPWFSICTGVFLVKTMKRVLLG----APRS--------YERHPSRNHYFLLFLAVVQFPMLFWLGNISG---------------------   267
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