
                                        *   :                        : ..       . *   . :  .      *      : :::      : .            .: :          .   ..  :       :                     :
gi|292618874|ref|XP_001919906.2| -----MAPFLRIAFNEFNLGELPP--MTEQPFCAIKMKESLSTERGKTLVQRKPTMYPAWKSTFDAHIYEGRVIQVVLMKTAEEALSEATVGVSVIAERCKKGNGHAEFWVDLQPSGKVMMSVQFFVEG--FTDSKASMTAKDDDGILTI   150
gi|47550719|ref|NP_999873.1| -----MAPFLRIAFNAYDLGTFSP--MAEAPFCAVKMKEALSTERGKTLVQKKPTMYPAWRSSFDAHIFEGRVIQILLMRTAEEPLADVTVGVSVLAERCKKANGHAEFWVDLQPSGKVMMSVQFFLEDS-DTGSVCRHSVVANEEIPTL   150
gi|6755082|ref|NP_035233.1| -----MAPFLRISFNSYELGSLQVEDEASQPFCAVKMKEALSTERGKTLVQKKPTMYPEWKTTFDAHIYEGRVIQIVLMRAAEDPVSEVTVGVSVLAERCKKNNGKAEFWLDLQPQAKVLMCVQYFLED---GDCKQSMRSEEEAKFPTM   150
gi|18959250|ref|NP_579841.1| -----MAPFLRISFNSYELGSLQAEDDASQPFCAVKMKEALTTDRGKTLVQKKPTMYPEWKSTFDAHIYEGRVIQIVLMRAAEDPMSEVTVGVSVLAERCKKNNGKAEFWLDLQPQAKVLMCVQYFLED---GDCKQSMRSEEEAMFPTM   150
gi|31377782|ref|NP_006245.2| -----MAPFLRIAFNSYELGSLQAEDEANQPFCAVKMKEALSTERGKTLVQKKPTMYPEWKSTFDAHIYEGRVIQIVLMRAAEEPVSEVTVGVSVLAERCKKNNGKAEFWLDLQPQAKVLMSVQYFLED---VDCKQSMRSEDEAKFPTM   150
gi|56790275|ref|NP_001008716.1| -----MAPFLRIAFTSYELGSLQAADEASQPFCAVKMKEALSTERGKTLVQKKPTMYPEWKSTFDAHIYEGRVIQIVLMRAAEEPMSEVTVGVSVLAERCKKNNXKAEFWLDLQPQAKVLMSVQYFLED---IDCRQSMHGEDEAKLPTM   150
gi|118150830|ref|NP_001071323.1| -----MAPFLRISFNSYELGSLKAADEASQPFCAVKMKEALSTDRGKTLVQKKPTMYPEWKSTFDAHIYEGRVIQIVLMRAAEGPMSEVTVGVSVLAERCKKNNGKAEFWLDLQPQAKVLMSVQYFLED---VDCKQSMRGEDEAKFPTM   150
gi|57524924|ref|NP_001006133.1| -----MAPFLRISFNSFELGPVQNQGEQLQPFCAIKMKEALTTERGKTLIQRKPTMYPEWKSTFDAHIYEGRVIQIVLMKAAEEPLSEVTVGVSVLAERCKKGSGKAEFWLDLQPQGKVLMAVQYFLED---ADCRQSMR--EEEGTVTI   150
gi|17542632|ref|NP_499860.1| MAQAENACRLKLLRADVPVDLLPAGCSATDLQPAVNVKEKIEVNGESRLVQKKKTLYPEWEKCWDTAVAEGRILQIVLMFN-QTPVVEATMRLEDIISKCKS-DAITHIWINTKPNGRILAQTRHLKNAPDDDHPVEDIMTSRSNSGPGI   150
gi|221329868|ref|NP_001138191.1| -MMFTRAQVRKQKTSNSSSQRPRSSGGSTRHETRYKQSSTSSSGAGSGLSGASGASGARRDQYRDRDHYGKHSFELPRQHSKEEAYHRDRESSAGGVDRGER--------SGIGGNGGGVTGGGVYVDR--------------RTRPRSI   150
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gi|292618874|ref|XP_001919906.2| NRRRGAIKQAKVHFIKNHEFTATFFKQPTFCSVCREFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTATNSRDTMFQKERFKIDMPHRFKTNNYMSPTFCDHCGSLLWGMVKQGLKCEDCGMNVHHKCQTKVANLCGINQKLLAEAL   300
gi|47550719|ref|NP_999873.1| NRRRGAIKQAKIHFIKNHEFIATFFRQPTFCSVCRDFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTAANSRDTMFQKERFKIDMPHRFKTNNYMSPTFCDHCGSLLWGLVKQGLKCEDCSMNVHHKCQTKVANLCGINQKLLAEAL   300
gi|6755082|ref|NP_035233.1| NRR-GAIKQAKIHYIKNHEFIATFFGQPTFCSVCKEFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTATNSRDTIFQKERFNIDMPHRFKVYNYMSPTFCDHCGSLLWGLVKQGLKCEDCGMNVHHKCREKVANLCGINQKLLAEAL   300
gi|18959250|ref|NP_579841.1| NRR-GAIKQAKIHYIKNHEFIATFFGQPTFCSVCKEFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTATNSRDTIFQKERFNIDMPHRFKVYNYMSPTFCDHCGTLLWGLVKQGLKCEDCGMNVHHKCREKVANLCGINQKLLAEAL   300
gi|31377782|ref|NP_006245.2| NRR-GAIKQAKIHYIKNHEFIATFFGQPTFCSVCKDFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTAANSRDTIFQKERFNIDMPHRFKVHNYMSPTFCDHCGSLLWGLVKQGLKCEDCGMNVHHKCREKVANLCGINQKLLAEAL   300
gi|56790275|ref|NP_001008716.1| NRR-GAIKQAKIHYIKNHEFIATFFGQPTFCSVCKDFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTAANSRDTIFQKERFNIDMPHRFKVYNYMSPTFCDHCGSLLWGLVKQGLKCEDCGMNVHHKCQKKVANLCGINQKLLAEAL   300
gi|118150830|ref|NP_001071323.1| NRR-GAIKQAKIHYIRHHEFIATFFGQPTFCSVCREFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTAANSRDTIFQKERFNIDMPHRFKVYNYMSPTFCDHCGSLLWGLVKQGLKCEDCGMNVHHKCQMKVANLCGINQKLLAEAL   300
gi|57524924|ref|NP_001006133.1| NRR-GAIKQAKIHYIKNHEFIATFFGQPTFCSVCKDFVWGLNKQGYKCRQCNAAIHKKCIDKIIGRCTGTAANSRDTMFQKERFNIDMPHRFKVYNYMSPTFCDHCGSLLWGLVRQGLKCEECAMNVHHKCQKKVANLCGINQKLLAEAL   300
gi|17542632|ref|NP_499860.1| QRRRGAIKHARVHEIRGHQFVATFFRQPHFCSLCSDFMWGLNKQGYQCQLCSAAVHKKCHEKVIMQCPGSAKNTKETMALKERFKVDIPHRFKTYNFKSPTFCDHCGSMLYGLFKQGLRCEVCNVACHHKCERLMSNLCGVNQKQLSEMY   300
gi|221329868|ref|NP_001138191.1| TNRRGAIKHQKTHDINGHRFVAKFFRQPTFCAFCNLFLWGFGKQGYQCIICQTVVHKKCHDKLLGKCSGSVFTSASTILLRERFKIDMPHRFKPHTFMSPTFCDHCGSLMGGFFIQGLKCEECDVNCHKKCERLTANLCGVNQKLIVEAL   300
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gi|292618874|ref|XP_001919906.2| NQVSL-KSSTKRPDPTLSEIGIYQAIDKNVPADPT------------------EGSQYGKFWDITPAVPASTIVSTVRVSLNDFVFQKVLGKGSFGKVMLAELKGKGQYFAIKALKKDVVLMDDDVECTMVEKRVLALAWENPFLTHLYC   450
gi|47550719|ref|NP_999873.1| TQVST-KSSTKRPDNNTQDVGVYQDFNKSPGPDVT------------------DGTPYGHIWEGSSPRPPSRITHQTRITAEHFIFHKVLGKGSFGKVLLAELKGTGEWFAVKALKKDVVLMDDDVECTMVEKRVLALAWDNPFLTHLYS   450
gi|6755082|ref|NP_035233.1| NQVTQ-RSSRKLD--TTESVGIYQGFEKKPEVSGSDIL--------------DNNGTYGKIWEGST-----------RCTLENFTFQKVLGKGSFGKVLLAELKGKDKYFAIKCLKKDVVLIDDDVECTMVEKRVLALAWESPFLTHLIC   450
gi|18959250|ref|NP_579841.1| NQVTQ-KASRKPE--TPETVGIYQGFEKKTAVSGNDIP--------------DNNGTYGKIWEGSN-----------RCRLENFTFQKVLGKGSFGKVLLAELKGKERYFAIKYLKKDVVLIDDDVECTMVEKRVLALAWENPFLTHLIC   450
gi|31377782|ref|NP_006245.2| NQVTQ-RASRRSDSASSEPVGIYQGFEKKTGVAGEDMQ--------------DNSGTYGKIWEGSS-----------KCNINNFIFHKVLGKGSFGKVLLGELKGRGEYFAIKALKKDVVLIDDDVECTMVEKRVLTLAAENPFLTHLIC   450
gi|56790275|ref|NP_001008716.1| NQVTQ-RSSRKS---ETESVGIYQNFERKPGVSGDIAP-------------GEDNGTYGKIWEGST-----------RCNIDNFIFHKVLGKGSFGKVLLVELKGKKEFFAIKALKKDVVLIDDDVECTMVEKRVLALAWENPFLTHLFC   450
gi|118150830|ref|NP_001071323.1| NQVSQ-RSVKKET-ETQDTVGIYQNFEKKPGVSGDDLA-------------GKETGTYGKIWESST-----------KCNIDNFTFIKVLGKGSFGKVLLAELKGKKEFFAIKALKKDVVLIDDDVECTMVEKRVLALAGDHPFLTHLFC   450
gi|57524924|ref|NP_001006133.1| TQVSQ-KSTRRSDSGSVENVGIYQDFDKKPRGPGGDTG---------------DNSQYDKLWEGSTAKAAPRIASRRKFNIDSFVFHKVLGKGSFGKVLLAELKGKNEFFAIKALKKDVVLIDDDVECTMVEKRVLALAWENPFLTHLYC   450
gi|17542632|ref|NP_499860.1| HEIKRGTHATASCPPNIANLHLNGETSKNNGSLPNKLKNLFKSHQYSVEEQKETDEYMDNIWGGGDG-------PVKKFALPHFNLLKVLGKGSFGKVMLVELKGKNEFYAMKCLKKDVILEDDDTECTYIERRVLILASQCPFLCQLFC   450
gi|221329868|ref|NP_001138191.1| NHVKRGAREARDSPSTPPSLNPAYKIEASEEHDETSYT-------------YSQFQKSGRFTAPATVIP-----RFKNYSVDDFHFLAVLGKGSFGKVLLAELRDTTYYYAIKCLKKDVVLEDDDVDSTLIERKVLALGTKHPYLCHLFC   450
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gi|292618874|ref|XP_001919906.2| TFQSKEHLFFVMEYLNGGDLMFHIQDKGRFDLYRATFYAAEIICGLQYLHSKGIVYR---------------DLKLDNVMLDKDGHIKIADFGMCKENMIGEN-RATTFCGTPDYIAPEILLGQKYSFSVDWWSFGVLLYEMLIGQSPFQ   600
gi|47550719|ref|NP_999873.1| TFQTKEHLFFVMEYLNGGDLMFHIQEKGRFDLYRATFYAAEIVCGLQFLHSKGIIYR---------------DLKLDNVMLDGDGHIKIADFGMCKENVFGDN-RATTFCGTPDYIAPEILLGQQYSFSVDWWSFGVLVYEMLIGQSPFH   600
gi|6755082|ref|NP_035233.1| TFQTKDHLFFVMEFLNGGDLMFHIQDKGRFELYRATFYAAEIICGLQFLHSKGIIYR---------------DLKLDNVMLDRDGHIKIADFGMCKENIFGEG-RASTFCGTPDYIAPEILQGLKYSFSVDWWSFGVLLYEMLIGQSPFH   600
gi|18959250|ref|NP_579841.1| TFQTKDHLFFVMEFLNGGDLMFHIQDKGRFELYRATFYAAEIICGLQFLHGKGIIYR---------------DLKLDNVMLDKDGHIKIADFGMCKENIFGEN-RASTFCGTPDYIAPEILQGLKYSFSVDWWSFGVLLYEMLIGQSPFH   600
gi|31377782|ref|NP_006245.2| TFQTKDHLFFVMEFLNGGDLMYHIQDKGRFELYRATFYAAEIMCGLQFLHSKGIIYR---------------DLKLDNVLLDRDGHIKIADFGMCKENIFGES-RASTFCGTPDYIAPEILQGLKYTFSVDWWSFGVLLYEMLIGQSPFH   600
gi|56790275|ref|NP_001008716.1| TFQTKDHLFFVMEFLNGGDLMYHIQDKGRFELYRATFYAAEIVCGLQFLHNKGIIYR---------------DLKLDNVMLDQDGHIKIADFGMCKENIFGEK-QASTFCGTPDYIAPEILQGLKYSFSVDWWSFGVLLYEMLIGQSPFH   600
gi|118150830|ref|NP_001071323.1| TFQTKDHLFFVMEFLNGGDLMYHIQDKGRFELSRATFYAAEIVCGLQFLHQKGIIYR---------------DLKLDNVLLDHSGHIKIADFGMCKENMSGDR-QASTFCGTPDYIAPEILQGLKYSFSVDWWSFGVLLYEMLIGQSPFH   600
gi|57524924|ref|NP_001006133.1| TFQTKDHLFFVMEFLNGGDLMFHIQDKGRFDLYRATFYGAEILCGLQFLHSKGIIYRKFTSITSEPNWSSFRDLKLDNVMLDKEGRIKIADFGMCKENVVGEN-KASTFCGTPDYIAPEILQGLKYTFSVDWWSFGVLLYEMLIGQSPFH   600
gi|17542632|ref|NP_499860.1| SFQTNEYLFFVMEYLNGGDLMHHIQQIKKFDEARTRFYACEIVVALQFLHTNNIIYR---------------DLKLDNVLLDCDGHIKLADFGMAKTEMNRENGMASTFCGTPDYISPEIIKGQLYNEAVDFWSFGVLMYEMLVGQSPFH   600
gi|221329868|ref|NP_001138191.1| TFQTESHLFFVMEYLNGGDLMFHIQESGRFSEERARFYGAEIISGLKFLHKKGIIYR---------------DLKLDNVLLDYEGHVRIADFGMCKLQIYLDK-TADSFCGTPDYMAPEIIKGEKYNQNVDWWSFGVLLYEMLIGQSPFS   600
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gi|292618874|ref|XP_001919906.2| GDDEDELFDSIRMDVPHYPRWITKEAKDLLEKLFERDPTRRLGV----VGNIRGHAFFKTINWPALEKREVSPPFKPKVKSSSDCSNFDREFLSEKPRLS-QSDKNLIDSMDQTAFAGFSFINPKMESLIDK   732
gi|47550719|ref|NP_999873.1| GDDEDELFESIRMDTPHYPRWILLDTRDMLERLFERDPSRRLGI----VGNIRGHSFFKTVNWAALEGREVDPPFKPKVKAPNDCSNFDREFLSEKPRLS-HCEKGLIDSMDQCAFAGFSFINPKMEHLITK   732
gi|6755082|ref|NP_035233.1| GDDEDELFESIRVDTPHYPRWITKESKDIMEKLFERDPDKRLGV----TGNIRIHPFFKTINWSLLEKRKVEPPFKPKVKSPSDYSNFDPEFLNEKPQLS-FSDKNLIDSMDQEAFHGFSFVNPKFEQFLDI   732
gi|18959250|ref|NP_579841.1| GDDEDELFESIRVDTPHYPRWITKESKDIMEKLFERDPAKRLGV----TGNIRLHPFFKTINWNLLEKRKVEPPFKPKVKSPSDYSNFDPEFLNEKPQLS-FSDKNLIDSMDQTAFKGFSFVNPKYEQFLE-   732
gi|31377782|ref|NP_006245.2| GDDEDELFESIRVDTPHYPRWITKESKDILEKLFEREPTKRLGV----TGNIKIHPFFKTINWTLLEKRRLEPPFRPKVKSPRDYSNFDQEFLNEKARLS-YSDKNLIDSMDQSAFAGFSFVNPKFEHLLED   732
gi|56790275|ref|NP_001008716.1| GDDEDELFESIRVDTPHYPRWITKESKDILEKLLERDTTKRLGV----TGNIKIHPFFKTINWTLLEKRAVEPPFKPKVKSPGDYSNFDQEFLNEKARLS-YTDKNLIDSMDQTAFAGFSFVNPKFERFLEK   732
gi|118150830|ref|NP_001071323.1| GDDEDELFESIRLDSPYYPRWITKESKDILEKLLERDVSKRLGV----TGNIKIHPFFKTINWVLLEKRAVEPPFKPKVKSPGDFSNFDQEFLNEKPRLS-YSDKNLIESMDQTAFAGFSFVNPKFERLLEN   732
gi|57524924|ref|NP_001006133.1| GDDEDELFESIRVDTPHYPRWITKESKDLLEKLFERDPTRRLGV----TGNIRDHPFFKTINWTTLEKREIDPPFKPKVKSASDYNNFDREFLNEKPKLS-YSDKNLIDSMDQSAFAGFSFTNPKFEQILEK   732
gi|17542632|ref|NP_499860.1| GEGEDELFDSILNERPYFPKTISKEAAKCLSALFDRNPNTRLGMPECPDGPIRQHCFFRGVDWKRFENRQVPPPFKPNIKSNSDASNFDDDFTNEKAALTPVHDKNLLASIDPEAFLNFSYTNPHFSK----   732
gi|221329868|ref|NP_001138191.1| GCDEDELFWSICNEIPWFPVYISAEATGILKGLLEKDYTKRIGSQYSPAGDIADHIFFRPIDWGLLEKRQIEPPFKPQVKHPLDTQYFDRVFTRERVRLT-PIDKEILASMDQKQFHGFTYTNPHITLD---   732
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