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gi|54792096|ref|NP_004439.2| ------MELAALCRWGLLLALLPPGAASTQVCTGTDMKLRLPASPETHLDMLRHLYQGCQVVQGNLELTYLPTNASLSFLQDIQEVQGYVLIAHNQVRQVPLQRLRIVRGTQLFEDNYALAVLDNGDPLNN-TTPVTGASPGGLRELQLR   150
gi|50978988|ref|NP_001003217.1| ------MELAAWCRWGLLLALLPSGAAGTQVCTGTDMKLRLPASPETHLDMLRHLYQGCQVVQGNLELTYLPANASLSFLQDIQEVQGYVLIAHSQVRQIPLQRLRIVRGTQLFEDNYALAVLDNGDPLEG-GIPAPGAAQGGLRELQLR   150
gi|54873610|ref|NP_001003817.1| ------MELAAWCRWGFLLALLSPGAAGTQVCTGTDMKLRLPASPETHLDMLRHLYQGCQVVQGNLELTYLPANASLSFLQDIQEVQGYMLIAHNRVKHVPLQRLRIVRGTQLFEDKYALAVLDNRDPLDNVTTAAPGRTPEGLRELQLR   150
gi|77020289|ref|NP_058699.2| ---MIIMELAAWCRWGFLLALLPPGIAGTQVCTGTDMKLRLPASPETHLDMLRHLYQGCQVVQGNLELTYVPANASLSFLQDIQEVQGYMLIAHNQVKRVPLQRLRIVRGTQLFEDKYALAVLDNRDPQDNVAASTPGRTPEGLRELQLR   150
gi|113206114|ref|NP_001038126.1| MIAARGRPLCPALLLPLLLAALCP-AAAAEVCTGTDMKLLQPSSPESHYETLRHLYQGCQVVQGNLELTYLPPGADTAFLQDIKEVQGYVLIAENHVSAVGLQGLRIIRGTQLFQERYALAVLGN----------------VGLRQLGMR   150
gi|60302679|ref|NP_956413.2| ----MEADRSFGLAWVLLLLLGITAATGREVCLGTDMKLALPSSLENHYEMLRLLYTGCQVVHGNLEITHLQGNPDLSFLQEIVEVQGYVLIAHVSVRSLPLDNLRIIRGSQLYKSNYALAVHNNSN---------SSQAGLGLRELRLR   150
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gi|54792096|ref|NP_004439.2| SLTEILKGGVLIQRNPQLCYQDTILWKDIFHKNNQL-ALTLIDTNRSRACHPCSPMCKGSRCWGESSEDCQSLTRTVCAGGCARCKGPLPTDCCHEQCAAGCTGPKHSDCLACLHFNHSGICELHCPALVTYNTDTFESMPNPEGRYTFG   300
gi|50978988|ref|NP_001003217.1| SLTEILKGGVLIQRSPQLCHQDTILWKDVFHKNNQL-ALTLIDTNRFSACPPCSPACKDAHCWGASSGDCQSLTRTVCAGGCARCKGPQPTDCCHEQCAAGCTGPKHSDCLACLHFNHSGICELHCPALVTYNTDTFESMPNPEGRYTFG   300
gi|54873610|ref|NP_001003817.1| SLTEILKGGVLIRGNPQLCYQDMVLWKDVLRKNNQL-APVDMDTNRSRACPPCAPTCKDNHCWGESPEDCQILTGTICTSGCARCKGRLPTDCCHEQCAAGCTGPKHSDCLACLHFNHSGICELHCPALITYNTDTFESMLNPEGRYTFG   300
gi|77020289|ref|NP_058699.2| SLTEILKGGVLIRGNPQLCYQDMVLWKDVFRKNNQL-APVDIDTNRSRACPPCAPACKDNHCWGESPEDCQILTGTICTSGCARCKGRLPTDCCHEQCAAGCTGPKHSDCLACLHFNHSGICELHCPALVTYNTDTFESMHNPEGRYTFG   300
gi|113206114|ref|NP_001038126.1| QLTEILKGGVHIEGNPQLCFQETILWADIFHRHNELRSETRVESTRSRTCPDCRALCAEGHCWGESPQDCQTLTNSICHG-CPRCKGTKPTDCCHEQCAAGCTGPKHSDCLACLNFNRSGICELHCPPLVIYNSDTFESVPNRDGRYTFG   300
gi|60302679|ref|NP_956413.2| SLTEILLGGVYIWGNPQLCFPRNINWEDTVSKVQNK-PLHLQDIPKN--CPRCSSACKSGGCWGEKDQDCQTLTSVNCSSGCSRCKGPKPSDCCHVQCAAGCTGPKDSDCLACRHFNDSGTCKDSCPPPTIYDPITFQSKPNKDKKFSFG   300
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gi|54792096|ref|NP_004439.2| ASCVTACPYNYLSTDVGSCTLVCPLHNQEVTAEDG----TQRCEKCSKPCARVCYGLGMEHLREVRAVTSANIQEFAGCKKIFGSLAFLPESFDGDPASNTAPLQPEQLQVFETLEEITGYLYISAWPDSLPDLSVFQNLQVIRGRILHN   450
gi|50978988|ref|NP_001003217.1| ASCVTSCPYNYLSTDVGSCTLVCPLNNQEVTAEDG----TQRCEKCSKPCARVCYGLGMEHLREVRAVTSANIQEFAGCKKIFGSLAFLPESFDGDPASNTAPLQPEQLRVFEALEEITGYLYISAWPDSLPNLSVFQNLRVIRGRVLHD   450
gi|54873610|ref|NP_001003817.1| ASCVTTCPYNYLSTEVGSCTLVCPPNNQEVTAEDG----TQRCEKCSKPCAGVCYGLGMEHLRGARAITSDNIQEFAGCKKIFGSLAFLPESFDGNPSSGVAPLKPEHLQVFETLEEITGYLYISAWPESFQDLSVFQNLRVIRGRILHD   450
gi|77020289|ref|NP_058699.2| ASCVTTCPYNYLSTEVGSCTLVCPPNNQEVTAEDG----TQRCEKCSKPCARVCYGLGMEHLRGARAITSDNVQEFDGCKKIFGSLAFLPESFDGDPSSGIAPLRPEQLQVFETLEEITGYLYISAWPDSLRDLSVFQNLRIIRGRILHD   450
gi|113206114|ref|NP_001038126.1| ASCVSQCPYNYLATEVGSCTLVCPQNSQEVTVNN-----VQKCEKCSKPCPEVCYGLGVDFLKGVRAVNASNIRHFAGCTKIFGSLAFLPETFAGDPSTNTAPLDPQLLSVFESLEELTGYLYIAAWPPGMDDLGVFQNLRVIRGRVLHN   450
gi|60302679|ref|NP_956413.2| ATCVKQCPHNYLAMEV-ACTMVCPKANKEVISVEPDGQETQKCEKCEGECPKVCYGLGMGNLQGVSVVNSTNIGMFTGCEKIYGSLAFLSDSFKGNADTNSSGLQPSDLEKLKTIEEITGYLYIDAWSENLLDLSVFENLKVIRGQMLYK   450
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gi|54792096|ref|NP_004439.2| GAYSLTLQGLGISWLGLRSLRELGSGLALIHHNTHLCFVHTVPWDQLFR-NPHQALLHTANRPEDECVGEGLACHQLCARGHCWGPGPTQCVNCSQFLRGQECVEECRVLQGLPREYVNARHCLPCHPECQPQNGSVTCFGPEADQCVAC   600
gi|50978988|ref|NP_001003217.1| GAYSLTLQGLGISWLGLRSLRELGSGLALIHRNARLCFVHTVPWDQLFR-NPHQALLHSANRPEEECVGEGLACYP-CAHGHCWGPGPTQCVNCSQFLRGQECVEECRVLQGLPREYVKDRYCLPCHSECQPQNGSVTCFGSEADQCVAC   600
gi|54873610|ref|NP_001003817.1| GAYSLTLQGLGIHSLGLRSLRELGSGLALIHRNTHLCFVNTVPWDQLFR-NPHQALLHSGNRPEEACGLEGLVCNSLCARGHCWGPGPTQCVNCSQFLRGQECVEECRVWKGLPREYVRGKHCLPCHPECQPQNSSETCYGSEADQCEAC   600
gi|77020289|ref|NP_058699.2| GAYSLTLQGLGIHSLGLRSLRELGSGLALIHRNAHLCFVHTVPWDQLFR-NPHQALLHSGNRPEEDCGLEGLVCNSLCAHGHCWGPGPTQCVNCSHFLRGQECVEECRVWKGLPREYVSDKRCLPCHPECQPQNSSETCFGSEADQCAAC   600
gi|113206114|ref|NP_001038126.1| GAYSLTLQDLAVRALGLRALQEISSGMVLIHHNPQLCFLQKVPWDSIFR-HPRQHLFQTHNKAPEQCESDGLVCFHLCAHGHCWGPGPTQCVSCERFLRGQECVASCNLLDGATREHANGTRCLPCHPECQPQNGTETCFGSDADQCVAC   600
gi|60302679|ref|NP_956413.2| GVFSLGVQSLQIESLGLRSLRSVSGGLVLIHNNSRLCYTSSLPWTSLLHPTQGPNLISNNNKDQQTCVSEGKICDPLCGDSGCWGPGPSQCVSCLNYKRGTECVELCNVLHGSVREFEDGFNCVPCHPECRPINGTASCTGPGPDQCTDC   600
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gi|54792096|ref|NP_004439.2| AHYKDPPFCVARCPSGVKPDLSYMPIWKFPDEEGACQPCPINCTHSCVDLDDKGCPAEQRASPLTSIISAVVGILLVVVLGVVFGILIKRRQQKIRKYTMRRLLQETELVEPLTPSGAMPNQAQMRILKETELRKVKVLGSGAFGTVYKG   750
gi|50978988|ref|NP_001003217.1| AHYKDPPFCVARCPSGVKPDLSFMPIWKFADEEGTCQPCPINCTHSCADLDEKGCPAEQRASPVTSIIAAVVGILLAVVVGLVLGILIKRRRQKIRKYTMRRLLQETELVEPLTPSGAMPNQAQMRILKETELRKVKVLGSGAFGTVYKG   750
gi|54873610|ref|NP_001003817.1| AHYKDSSSCVARCPSGVKPDLSYMPIWKYPDEEGICQPCPINCTHSCVDLDERGCPAEQRASPVTFIIATVVGVLLFLIIVVVIGILIKRRRQKIRKYTMRRLLQETELVEPLTPSGAVPNQAQMRILKETELRKLKVLGSGAFGTVYKG   750
gi|77020289|ref|NP_058699.2| AHYKDSSSCVARCPSGVKPDLSYMPIWKYPDEEGICQPCPINCTHSCVDLDERGCPAEQRASPVTFIIATVVGVLLFLILVVVVGILIKRRRQKIRKYTMRRLLQETELVEPLTPSGAMPNQAQMRILKETELRKVKVLGSGAFGTVYKG   750
gi|113206114|ref|NP_001038126.1| AHYKDGQQCVRRCPSGVKVDASFVPIWKYPDEEGVCQLCPTNCTHSCTIRDEDGCPVDQKPSQVTSIIAGVVGALLVVVLLLITVVCVKRRRQQERKHTMRRLLQETELVEPLTPSGALPNQAQMRILKETELKKVKVLGSGAFGTVYKG   750
gi|60302679|ref|NP_956413.2| MHFQDGDVCVERCPSGVKEEQ--HTVWKYSNATGHCLPCETNCTVSCP-LDDRGCPIQQKTGPGTTVAITVGGVLLFIILLALLVFYLRRQKHQKKKETIRRRLQEHELVEPLTPSGAMPNQAQMRILKETELKKLRVLGSGAFGTVFKG   750
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gi|54792096|ref|NP_004439.2| IWIPDGENVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGSPYVSRLLGICLTSTVQLVTQLMPYGCLLDHVRENRGRLGSQDLLNWCMQIAKGMSYLEDVRLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETEYHADGGKVPIK   900
gi|50978988|ref|NP_001003217.1| IWIPDGENVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGSPYVSRLLGICLTSTVQLVTQLMPYGCLLDHVREHRGRLGSQDLLNWCVQIAKGMSYLEDVRLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETEYHADGGKVPIK   900
gi|54873610|ref|NP_001003817.1| IWIPDGENVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGSPYVSRLLGICLTSTVQLVTQLMPYGCLLDHVREHRGRLGSQDLLNWCVQIAKGMSYLEEVRLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETEYHADGGKVPIK   900
gi|77020289|ref|NP_058699.2| IWIPDGENVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGSPYVSRLLGICLTSTVQLVTQLMPYGCLLDHVREHRGRLGSQDLLNWCVQIAKGMSYLEDVRLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETEYHADGGKVPIK   900
gi|113206114|ref|NP_001038126.1| IWIPDGESVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGSPYVSRLLGICLTSTVQLVTQLMPYGCLLDYVRENKDRIGSQDLLNWCVQIAKGMSYLEEVRLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETEYHADGGKVPIK   900
gi|60302679|ref|NP_956413.2| IWAPDGENVRIPVAIKVLRENTSPKANKEILDEAYVMAGVASPYVCRLLGICLTSTVQLVTQLMPYGCLLDYVRENKDRIGSQYLLSWCVQIAKGMSYLEEVRLVHRDLAARNVLVKNPNHVKITDFGLARLLDIDEKEYHADGGKVPIK   900
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gi|54792096|ref|NP_004439.2| WMALESILRRRFTHQSDVWSYGVTVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTIDVYMIMVKCWMIDSECRPRFRELVSEFSRMARDPQRFVVIQNED-LGPASPLDSTFYRSLLEDD--DMGDLVDAEEYLVPQQG--FFC  1050
gi|50978988|ref|NP_001003217.1| WMALESIPPRRFTHQSDVWSYGVTVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTIDVYMIMVKCWMIDSECRPRFRELVAEFSRMARDPQRFVVIQNED-LGPASPLDSTFYRSLLEDD--DMGDLVDAEEYLVPQQG--FFC  1050
gi|54873610|ref|NP_001003817.1| WMALESILRRRFTHQSDVWSYGVTVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTIDVYMIMVKCWMIDSECRPRFRELVSEFSRMARDPQRFVVIQNED-LGPSSPMDSTFYRSLLEDD--DMGELVDAEEYLVPQQG--FFS  1050
gi|77020289|ref|NP_058699.2| WMALESILRRRFTHQSDVWSYGVTVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTIDVYMIMVKCWMIDSECRPRFRELVSEFSRMARDPQRFVVIQNED-LGPSSPMDSTFYRSLLEDD--DMGDLVDAEEYLVPQQG--FFS  1050
gi|113206114|ref|NP_001038126.1| WMALESILRRRFTHQSDVWSYGVTVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTIDVYMIMVKCWMIDSECRPKFRELVTEFSRMARDPQRFVVIQNDT-IGLPSSMDSTFYRALLEEE--DMDDLVDAEEYLVPHQG--FFS  1050
gi|60302679|ref|NP_956413.2| WMALESILHRKFTHQSDVWSYGVTVWELMTFGMKPYESFQARDIPELLEAGERLSQPCNCTKEVYMIMVKCWQIDPDNRPRFKDLVDEFTTMARDPSRYVVIQNEDQMSLSSPVDSEFFRILMAEEGGNVKEFLDAEEYLVPQPGSIFNT  1050
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gi|54792096|ref|NP_004439.2| PDPAPGAGGMVHHRHRSS------STRSGGGDLTLGLEPSE-EEAPRSPLAPSE-----GAGSDVFDGDLGMGAAKGLQSLPTHD--------PSPLQRYSEDPTVPLPSET-----DGYVAPLTCSP------QPEYVNQPDVRPQPPS  1200
gi|50978988|ref|NP_001003217.1| PEPTPGAGGTAHRRHRSS------STRNGGGELTLGLEPSE-EEPPKSPLAPSE-----GAGSDVFDGDLGMGAAKGLQSLPSQD--------PSPLQRYSEDPTVPLPPET-----DGKVAPLTCSP------QPEYVNQPEVWPQPPL  1200
gi|54873610|ref|NP_001003817.1| PDPALGTGSTAHRRHRSS------SARSGGGELTLGLEPSE-EEPPRSPLAPSE-----GAGSDVFDGDLAVGVTKGLQSLSPHD--------LSPLQRYSEDPTLPLPPET-----DGYVAPLACSP------QPEYVNQPEVRPQSPL  1200
gi|77020289|ref|NP_058699.2| PDPTPGTGSTAHRRHRSS------STRSGGGELTLGLEPSE-EGPPRSPLAPSE-----GAGSDVFDGDLAMGVTKGLQSLSPHD--------LSPLQRYSEDPTLPLPPET-----DGYVAPLACSP------QPEYVNQSEVQPQPPL  1200
gi|113206114|ref|NP_001038126.1| AETST------AYRSRIS------STRSTAETPADTTEGEESAAFPFPPQSLVE-----GPECPVPEALEVDGGAKGALPSP-------------PATRYSEDPTALPGDESEGLDPEGFATPAAHAT------MPEYVNQAGERPSPPR  1200
gi|60302679|ref|NP_956413.2| HGEMRANGPSRHHSHRSTDQMVEVDGLPNGRELYSSVSMIEQSQYPTLPVGATANGMWPGTQYPPLARSISHRSAGGQSDSVFLDGYVEDSCPPSSPCRYSKDPTMPNGIDG-DLETDGNMVFLSHTLPRGTHTQPEYVNQDMASERPST  1200
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gi|54792096|ref|NP_004439.2| PREGPL-PAARPAGATLERP-----KTLSPGKNGVVKD-----VFAFGGAVENPEYLTPQGGAAPQPHPPPAFSPAFDNLYYWDQDPPERGAPPSTFKG-----------TPTAENPEYLGLDVPV-------  1333
gi|50978988|ref|NP_001003217.1| ALEGPL-PPSRPAGATLERPKTLSPKTLSPGKNGVVKD-----VFAFGSAVENPEYLAPRGRAAPQPHPPPAFSPAFDNLYYWDQDPSERGSPPSTFEG-----------TPTAENPEYLGLDVPV-------  1333
gi|54873610|ref|NP_001003817.1| TPEGPP-PPIRPAGATLERP-----KTLSPGKNGVVKD-----VFAFGGAVENPEYLAPRAGTASQPHPSPAFSPAFDNLYYWDQNSSEQGPPPSTFEG-----------TPTAENPEYLGLDVPV-------  1333
gi|77020289|ref|NP_058699.2| TPEGPL-PPVRPAGATLERP-----KTLSPGKNGVVKD-----VFAFGGAVENPEYLVPREGTASPPHPSPAFSPAFDNLYYWDQNSSEQGPPPSNFEG-----------TPTAENPEYLGLDVPV-------  1333
gi|113206114|ref|NP_001038126.1| HPCAPPSPPDKPKG--------------HQGKNGLIKDTKHPFLGPFGRAVENPEYLAPPGLPAPT-----AFSQAFDNPYYWNQDPPKAGSPEGGPSS-----------TPAAENPEYLGLAEPEDVAV---  1333
gi|60302679|ref|NP_956413.2| LPRKAS------------------------ERRFILNG------LSTGNSVENPEYLVPIGSITPT-------SPAFDNPYYHDIAAKAQAVARVAINGGTNHRQPNGFMTPTAENPEYLGLADTWSGHKEYT  1333
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