
                                                                                                                                                                   :   .  :* : *      . 
gi|45551509|ref|NP_728832.2| ----------------------------------------------------------------------------------------------------------------------MTMDATALPSELLVTPQPLVGFCGLDTARVSV    32
gi|158295977|ref|XP_316549.4| ----------------------------------------------------------------------------------------------------------------------MSLDASALPSELLTTAAPLVGLSGLDVQRSAV    32
gi|62241019|ref|NP_796214.2| ----------------------------------------------------------------------------------------------------------------------MSPTQWDFPVELCCRPMAFVTLTGLDVVYNAV    32
gi|62662652|ref|XP_224848.3| MEHLPNKKPRSIPGLVCGTVTQAQEVLPVPTEAGKRKSRLLPPGLGLGLSVVGGRVPRRPSLTLLALSGPTETRRGCSGSRAWFPRSSGFLRPYSTALPKRLLKQLCKLMLVFCDVLNMSPTQWDFPVELCCRPMAFVTLTGLDVVYNAV   150
gi|39995076|ref|NP_068761.4| ----------------------------------------------------------------------------------------------------------------------MSPTQWDFPVELCCRPMAFVTLTGLDVVYNAV    32
gi|114597093|ref|XP_526747.2| -------------------MSGAQKVLPVPGRWVQGSLACWN----WLWGCGGGDGPRRSVTSPRLPSSCPGWRR-----------------------PASAAAGPGRGAWVFCDIVNMSPTQWDFPVELCCRPMAFVTLTGLDVVYNAV   104
gi|73979590|ref|XP_540029.2| ----------------------------------------------------------------------------------------------------------------------MSPTQWDFPVELCCRPMAFVTLTGLDVVYNAV    32
gi|156121041|ref|NP_001095667.1| ----------------------------------------------------------------------------------------------------------------------MSPTQWDFPVELCCRPMAFVTLTGLDVVYNAV    32
gi|71895863|ref|NP_001026707.1| ----------------------------------------------------------------------------------------------------------------------MTPSQWDLPVELCCRPMAFVTLTGLDVVYNAV    32
gi|50233897|ref|NP_955920.2| ----------------------------------------------------------------------------------------------------------------------MSPAQWDLPPELCCRPMAFVALTGLDVVYNAI    32
gi|186532794|ref|NP_201396.4| --------------------------------------------------------------------------------------------------------------------------MEEYPEELRTPPVSLVALFGYAELHASI    28
gi|115448281|ref|NP_001047920.1| --------------------------------------------------------------------------------------------------------------------------MEDYPEELRTPPLSLVSIVGCPELHPAI    28
gi|17551872|ref|NP_497264.1| ------------------------------------------------------------------------------------------------------------------------MDPVEAGDWIAGRPLQLVFLSGLNPVNKPA    30
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gi|45551509|ref|NP_728832.2| HKAVWEAFSGSLQRKAADRAAVQYK-------LLPPNYEFPVAKPKRASYEWYHPKGILKRNWMLKHLHVLPSVVVLFQDMEWNDLQWTEKQVQCAAIVQALKNTLQERNTRLCLVLLQRAAPLPPGEDLLAAERAASLTNACGITSKML   175
gi|158295977|ref|XP_316549.4| HKTVWDAFN---NAKKPDTESIQYK-------LLPANYEFPVSKPKHQSYEWYTPKGILKRNWMLKHLHVLPAVVVLFQDLEWNDPQWTEKQLQCAATIQVLKNSLQGRNTRIAIALLQRSNYLQQGEDMLASERAAQLTSNCDINAKML   172
gi|62241019|ref|NP_796214.2| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRSKRTSYEWYIPKGVLKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDVIASERAAALCNVCELSGKSL   172
gi|62662652|ref|XP_224848.3| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRSKRTSYEWYIPKGILKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDIIASERAAALCNVCELSGKSL   290
gi|39995076|ref|NP_068761.4| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRPKRTSYEWYIPKGILKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDVIASERAAALCNACELSGKSL   172
gi|114597093|ref|XP_526747.2| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRPKRTSYEWYIPKGILKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDVIASERAAALCNACELSGKSL   244
gi|73979590|ref|XP_540029.2| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRPKRTSYEWYIPKGILKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDVTASERAAALCNACELSGKSL   172
gi|156121041|ref|NP_001095667.1| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRPKRTSYEWYIPKGILKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDVIASERAAALCNACELSGKSL   172
gi|71895863|ref|NP_001026707.1| HRAVWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRTKRTSYEWYIPKGILKTGWMNKHLNLVPALVVVFYELDWDEPQWKEKQSECATRVEIVRQSLQGRNTKVAVVLIQKKTPLPPGEDVIASERAAALCNACDLSGKSL   172
gi|50233897|ref|NP_955920.2| HRAIWDAFCAN---RRADRVPISFK-------VLPGDHEYPKCRTKRTSYEWYIPKGILKTGWMNKHLNLVPALVVLFYELDWDDPQWKEKQSECATKVEIVRTSLQGRNTKVAVVLIQKKTPLPPGEDLVASERASALCGACDLSGKSL   172
gi|186532794|ref|NP_201396.4| TKYLHSQQPPINALAFPDFSQISLLLAHDDQISRTSSFRDPLSVSDSASPIPSRCGGILKRDWLLKHRTKVPALVAAFFPSHHIF-GDPTQWLQVCSDLDSLKSVIRPKNIKLVVVVVQSSP-----HEDISDDRLVALRKRAELDSKYV   172
gi|115448281|ref|NP_001047920.1| SAALSSRQPPMNLLALPDFSKASIL-------ARTAKARDPLAPPQAP-------AGILKKDWLLKHRTRVPAAVAAMFRADQVS-GDPAQWLQACSDLENLKSVIQGRNTKLVVILVQSQA-----GDELSEDVTVALRKRAEIDSKHL   158
gi|17551872|ref|NP_497264.1| HNSIVNVFRNR----TADKPPLHIR-------VVSGELDIPPKRETGSG------KGILRREWPQKYLDKVPALIVVFIDLEWDHPSWEEKKTEAESKVASIRGSLR-HGTKIALVLIQQKS--TSISDNLAADRAHELCQACSLSSKQL   160
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gi|45551509|ref|NP_728832.2| FILPHT-------EHLTGYALRLESAFLDMAQSYYALMSKRIRNHRDQLT-AAHTSLKIRHQFKLGFVAEMRQDFSTGQKYVLYKFSCPFNYSLFVRRHYFQAYANLDEIRINDG------NCLEIKTLAGFLNYKICR-----------   300
gi|158295977|ref|XP_316549.4| FVLPHN-------DHLMGHIFRLQSAFLELAQSYYTQMMKQIRLHRDQLT-DAHTLLKIRHQFKLGFISELKLDQSN------------------ALRHYRQTYTFLDDVRIVDT------NCLELKTIAGFVNYKMCK-----------   279
gi|62241019|ref|NP_796214.2| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRIAYNLVHELRAHET------NILEIKTMAGFINYKICR-----------   280
gi|62662652|ref|XP_224848.3| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRTAYNLVHELRAHET------NILEIKTMAGFINYKICR-----------   398
gi|39995076|ref|NP_068761.4| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRTAYNLVHELRAHET------NILEIKTMAGFINYKICR-----------   280
gi|114597093|ref|XP_526747.2| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRTAYNLVHELRAHET------NILEIKTMAGFINYKICR-----------   352
gi|73979590|ref|XP_540029.2| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRTAYNLVHELRAHET------NILEIKTMAGFINYKICR-----------   280
gi|156121041|ref|NP_001095667.1| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRTAYNLVHELRAHET------NILEIKTMAGFINYKICR-----------   280
gi|71895863|ref|NP_001026707.1| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYTEIRRVKSHKEFLNKTTHQLLFVRHQFKIAFFSELKQDTQN------------------ALKNYRTAYNLVHELRAHET------NMLEIKTMAGFINYKICR-----------   280
gi|50233897|ref|NP_955920.2| FVLPHT-------DHLVGYIIRLENAFYEHAQTYYYNEIRRVKSHKEFLNKTTHQLLFVRHQFKMGFFSELKQDTQN------------------ALKYYRTAYSLVHELRAHET------NVLEIKTMAGFINYKICR-----------   280
gi|186532794|ref|NP_201396.4| LFFNSSI-----VSELTLSLSRLASAFAELALSYYREEGRRIKSRIEKRS-SNSLDLNVRYCFKVAVYAEFRRDWGE------------------ALKFYEDAYHSLHEMIGTSTRLPAIQRLVEIKIIAEQLHFKIST-----------   287
gi|115448281|ref|NP_001047920.1| VVLVERD-----EMEWTKSLNKLTTVFAELCTTYYKDEGRRVKARIEKRN-FSSVELSIRYCFKVAVYAEFRRDWPE------------------ALKFYEEGIRVLREMIGTSTRLPPTQRLVEVKAVAEQFHFKIST-----------   273
gi|17551872|ref|NP_497264.1| FILPADNLLAPNTTNLQNFALKLELAFHELCQAFYQQRLKTIRSRN---IPNNSPALVVRQQFKLAFLSELRQDTHT------------------ALRNYRLAYDQCRDTVEQWDG----VDVFEWRSVVGLLNYKVQQGLLKTKNSVIS   285
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gi|45551509|ref|NP_728832.2| ------LMFKLKTPRDAINQFIIHVEKHKSRV-----GFKDLAFEHHAWLSTQHSVFAELFCEAIKNGLPALQTQ-------------HPGIYYHKAAEFVMKRRDAAMEAYAAMQASSEATPTPIQNPLSLYTEFFGIR-------AVK   419
gi|158295977|ref|XP_316549.4| ------LFFRLNAPKDSISQFKNHIGKYRQRS-----GFKELLFEHYAWLSVQYSAFAELFCDAVKNGLAPLQTQ-------------HPGIYFHKAAEYIGLRKEAFLQCTALGTAGTGEQFGTISN-SALYSDFFGIRG------SVK   398
gi|62241019|ref|NP_796214.2| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELAFEHAAWMAKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQHAKALCNHDAAVMYPNPDPLETQSGVL-DFYGQRPWRQGILSFD   405
gi|62662652|ref|XP_224848.3| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELSFEHAAWMSKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQHAKALCNHDAAVVYPSPDPLETPTGVL-DFYGQRPWRQGILSFD   523
gi|39995076|ref|NP_068761.4| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELSFEHDAWMSKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQLAKTLCNHEASVMYPNPDPLETQTGVL-DFYGQRSWRQGILSFD   405
gi|114597093|ref|XP_526747.2| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELSFEHDAWMSKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQLAKTLCNHEASVMYPNPDPLETQTGVL-DFYGQRSWRQGILSFD   477
gi|73979590|ref|XP_540029.2| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELSFEHAAWMSKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQLAKSLCNHEASVTYPNPDPLETQTGVL-DFYGQRSWRQGILSFD   405
gi|156121041|ref|NP_001095667.1| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELAFEHAAWMSKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQLAKALCNHEASVTYPNPDPLETQAGVL-DFYGQRSWRQGVLSFD   405
gi|71895863|ref|NP_001026707.1| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELAFEHAAWMSKQFQAFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQLASMLCNHDSSVVYPNPDPLETQTGVL-DFYGQRPWRQGTLSFD   405
gi|50233897|ref|NP_955920.2| ------LCFQHNTPLDAIAQFRKHIDLCKKKI-----GSAELAFEHTAWMSKQFQSFGDLFDEAIKLGLTAIQTQ-------------NPGFYYQQAAYYAQERKQQAGQLCSHEPGVGYPAPDPLETTSGAL-DFYGQRPWRQGHQSID   405
gi|186532794|ref|NP_201396.4| ------LLLHGGKLIEAVTWFHQHKTSYEKVV-----GSTEFIFLHWDWMSRQFLVFAELLETSSATGQSLTSSNQGTAEISLTEFEFYPAYYYQLAAHYLKDKKSALELLLSMSEIAQEIDSSSASITPSVY---VGQFAQLLEKGEAI   423
gi|115448281|ref|NP_001047920.1| ------ILLHGGKVVGAITWFRKHIRSYERVV-----GSPEVAFLHWEWFSRQFLVFGELIETTSTTVPDTLSPRFGTADNALTEWEFQPAYYYQLAANYLREKRYALEFSSSSVSLTKGVNGLPESVMPSVY---VGQYVRLFEQGDTV   409
gi|17551872|ref|NP_497264.1| TRGMCELCFLHSTALEAINQMRRHTTVFFSSSPGIYPTPHLASIELLLWKSKQCYQFAHLFERSVAGGLSALATLN------------PGTHLDQAASIYSAANTEIAALKRNAPQNVPYPSPDPLANSSSTV--FFGQRPWR----INH   417
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gi|45551509|ref|NP_728832.2| TGDLVAEQQANMQLCDQERSYNHSAAIIALLSQAMAQFKIYKCLRFRKKLAIDMAEEYLKSGDHAKALTLYSLMLPDYRQEKWTTIFTDVLLKTLRCALLSGSVADYIACSVEALSLRHQSDQSERILILENLWQVFQGVPPMP----KT   565
gi|158295977|ref|XP_316549.4| TGEPVSEQQIICLVQENEKSYNHSGEIIGLLGKAMAQFKVYRCLRFRKKLAIDMAEEYLKSGDHSKALTLYSLMLTDYRVDKWYTIFTQVLLKTLHSAYLSASVPDFVACSIEALSPNIAMDKQERILVLENLWKVFHRVSPVS----SS   544
gi|62241019|ref|NP_796214.2| LSDPEKEKAGILAIQLKERSVVHSEIIIALLSNAVAQFKKYKCPRMKSHLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEAWWTLLTSILTTALKCSYLMAQLKDYITYSLELLGRASTLKDEQKSRIEKNLMNVLMNESPDPEPDCDV   555
gi|62662652|ref|XP_224848.3| LSDPEKEKAGILAIQLKERSVVHSEMIITLLSNAVAQFKKYKCPRMKSHLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEAWWTLLTSILTTALKCSYLMAQLKDYITYSLELLGRASTLKDDQKSRIEKNLMNVLMNESPDPEPDCDA   673
gi|39995076|ref|NP_068761.4| LSDPEKEKVGILAIQLKERNVVHSEIIITLLSNAVAQFKKYKCPRMKSHLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEGWWTLLTSVLTTALKCSYLMAQLKDYITYSLELLGRASTLKDDQKSRIEKNLINVLMNESPDPEPDCDI   555
gi|114597093|ref|XP_526747.2| LSDPEKEKVGILAIQLKERNVVHSEIIITLLSNAVAQFKKYKCPRMKSHLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEGWWTLLTSILTTALKCSYLMAQLKDYITYSLELLGRASTLKDDQKSRIEKNLINVLMNESPDPEPDCDI   627
gi|73979590|ref|XP_540029.2| LSDPEKEKVGVLAIQLKERSVVHSEMIITLLSNAVAQFKKYKCPRMKSHLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEGWWTLLTSILTTALKCSYLMAQLKDYITYSLELLGRASTLKDDQKSRIEKNLINVLMNESPDPEPDCDV   555
gi|156121041|ref|NP_001095667.1| LSDPEKEKVGILAIQLKERSVVHSEVIITLLSNAVAQFKKYKCPRMKSHLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEGWWTLLTSILTTALKCSYLMAQLKDYITYSLELLGRASTLKDDQKSRIEKNLINVLMNESPDPEPDCDI   555
gi|71895863|ref|NP_001026707.1| LSDPEKEKMGILSLQLKERNVLHSELIITLLSNAVAQFKKYKCPRMKSHLMVQMGEEYYFAKDYAKALKLLDYVMCEYRSEGWWTLLTSILTTALKCSYLMAQIKDYITYSLELLGRASTLKDDQKSRIEKNLIKVLMNESPDPEPDCDA   555
gi|50233897|ref|NP_955920.2| PPDSEKEKQGILALQVKERDVLHSELIIALLSNAVAQFKKYKCPRMKSHLMVQMGEEYYHAKDYTKALKLLDYVMCDYRTERWWSLLTSIVCTALKCSYLMGQVKDYITYSMELVGRASILSEEQKSRIEKNLIKVLMNEVPEPEPDCDP   555
gi|186532794|ref|NP_201396.4| TLHSITDEEYTRYTISEAKRVQDSLQIIAWLKRSYESFTNLKAQRMAALCAFEVAREYFDLADPNNAKFFFDIAANLYRQEGWVTLLWEVLGYLRECSRNLDALKDFVEFSLEMVALPVTSYENSGNLRNK-NYGPGGPATISGRESIHQ   572
gi|115448281|ref|NP_001047920.1| AVLPLSDTEYTSYALSEAERFQDSYEIIALFRKAYESFRSLGATRMASACSGGMAIEYYAAGDFSNAKQLFDGVAGLYRQEGWATLLWENLGYLRECARKLKSLKDFISYSLEMAALPLFSGSGQGNSENKRKNGPAGSPTISSRELIQQ   559
gi|17551872|ref|NP_497264.1| EGLATAEVEAAAVTAIIQRLVVNHEGVISLLSAALAQYQKYGCLRMKKKVMMEMANTCYANNEIQRALRFWGLVVKDNALP--YSIRKDMMHRATWAAYAITSIQDYAVCCMQLMCPAYS--EVLPSDCVKGLLDVLDGKPPGSPFPNDD   563
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gi|45551509|ref|NP_728832.2| QLTPEAQALWTSA-------LANVKSP-IQIDLDKVNDV---VEMCATFERVQ-LSNDDLLQLQLIVRVLTDIPLRIRSFHVILADAGNPQNSYKLEALKYFCFPTLTQLRGQKQPDDEQLENPSQEPKNFEKNMRLEPGSYYQLFCSTE   703
gi|158295977|ref|XP_316549.4| LIAPELSNSWQTA-------LTSFNTP-IKLDLDRLNEL---VECRLTFEKRQ-IKNDEKLQLLLYIRSLTEVPLKLKNFSILLTDLKS--SSVRINASQYAEYAGPPTT-----------DSSTGSAKPFEE-FILEPEKCYRVLFVGE   668
gi|62241019|ref|NP_796214.2| LAVKTAQKLWADR-------VSLAGSNVFQIGVQDFVPF---VQCKAKFHAPS-FHVDVPVEFDVFLKADCPHPIRFSKLCVSFNNQVYNQFCVLEEASKASEVLENLTQ--------GKMCLVPGKTRKLSFKFVAKTEDVGKKIEITS   686
gi|62662652|ref|XP_224848.3| LAVKTAQKLWADR-------VSLAGSNVFTIGVQDFVPF---VQCKAKFHAPS-FHVDVPVQFDVYLKADCPHPIRFSKLCVSFNNQGYNQFCVLEEASKASEVLENLTQ--------GKMCLVPGKTRKLLFKFVAKTEDVGKKIEITS   804
gi|39995076|ref|NP_068761.4| LAVKTAQKLWADR-------ISLAGSNIFTIGVQDFVPF---VQCKAKFHAPS-FHVDVPVQFDIYLKADCPHPIRFSKLCVSFNNQEYNQFCVIEEASKANEVLENLTQ--------GKMCLVPGKTRKLLFKFVAKTEDVGKKIEITS   686
gi|114597093|ref|XP_526747.2| LAVKTAQKLWADR-------ISLAGSNIFTIGVQDFVPF---VQCKAKFHAPS-FHVDVPVQFDIYLKADCPHPIRFSKLCVSFNNQEYNQFCVIEEASKANEVLENLTQ--------GKMCLVPGKTRKLLFKFVAKTEDVGKKIEITS   758
gi|73979590|ref|XP_540029.2| LAVKTAQKLWSDR-------ISLAGSNVFTIGVQDFVPF---VQCKAKFHAPS-FHVDVPVRFDIYLKADCPHPIRFSKLCVSFNNQEYNQFCVIEEATKASEVLENLTQ--------GKMCLVPGKTRKFLFKFVAKTEDVGKKIEITS   686
gi|156121041|ref|NP_001095667.1| LAVKTAQKLWVDR-------ISLAGSNVFTIGVQDFVPF---VQCKAKFHAPS-FHVDVPVQFDVYLKADCPHPIRFSKLCISFNNQEYNQFCVIEEASKASDVLENLTQ--------GKMCLVPGKTRKFLFKFVAKTEDVGKKIEITS   686
gi|71895863|ref|NP_001026707.1| AAVKASQKLWSDR-------VSLAGSNVFTIEVQDFIPF---VQCKAKFLAPS-FHVDVPVQFDIYLRADCPHPIRFSKLCISFNNQDYNQYCVVEEAYQKSDILEQSSQ--------GTMCLVPGKTRKFTFKFVAKTEDVGKKIEITS   686
gi|50233897|ref|NP_955920.2| VSVKAAQSLWSDR-------VSLAGNNEFTIDVQDYVPF---VQCKAKFLSPS-FHIDEPVQLHVYVRADCPHPVRFSKLCVSLSNQEYNQYCLLEDAYKGKDILEPSSQ--------ENMCLVPGKTRKYCFNFVAKTEDVGKKIEITS   686
gi|186532794|ref|NP_201396.4| EVFTLVCREAELLSSTEGSGFKLATDSPLHLEIDLVSPLRPVLLASVAFHDQM-IKPHALCSFTLSLLSHLPLPVEIDHLEVQFNQSTCNFVIRNSQRPLWASASNTVKS---------------GSQVENAPLLVLVPNNWLRLTYAIK   706
gi|115448281|ref|NP_001047920.1| EVINILEGKHASENTDDEFDLHLMEES-THLDIDQISPLRIVFLASVAFHDQS-VKPDSPMLVSVSLQSHLPCPVMIDKLEVQFNQSDCNFVIVSAQEDCSASNSHVHDG---------------AVQTP----LTLFTDKWMRLTHEVK   688
gi|17551872|ref|NP_497264.1| ISQEQLHTYQLQWQ------HVLQEHPAFVVQASKIAELF--LETRVSFLDQQTVEQDSKVAVRVEIVSKIEQVIRLNDVSVHLKAKKFPPDANQTANDADCLIYDPIHLG--------SVEVSKSKPLQRVVLLDLKNAKQNWIVTVTK   697
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gi|45551509|ref|NP_728832.2| AQQFHE----NTQLRIVRLEAHMGTDQVAALLTCSSNYSR-QLFRHHTRSRDLDDNVTINPICYIAPTFHLDTQTNLGHGHDNGLTDDKEMVATKMLVNEYFPVVTTVSNPYNVYLQNVGVHIS--------IPVGLRNSVFLTTDISPG   840
gi|158295977|ref|XP_316549.4| RYLFAE----SVDVHIFRLELQMGSESTYAVLSVREKLNASKPFKSYNPHKDCMESIGIISSCYIIPTFHLGSQTKPTN--------------QPMLTNEFHQVTTKIFNQSDLCLQNVGVSIS--------VPQLLRNNVFLTTDLNHP   792
gi|62241019|ref|NP_796214.2| VDLFLG----SESGRCVVLSWQGGGGDAASSQEALQAARSFKRRPKLAEDEIHWDSVIIQASTMIISRVPNISVHLRHEP--------------PALMNEMYCLVVTVQSHEKSPIRDVKLTAG--------LKPGQDANLTQKTHVTLH   810
gi|62662652|ref|XP_224848.3| VDLFLG----SESGRCVVLSWQGGGGDAASSQEALQAARSFKRRPKLPDDEVHWDSIIVQASTMIISRVPNISVHLRHEP--------------PALMNEMYCLVVTVQSQEKSQIRDVKLTAG--------LKPGQDANLTQKTHVTLH   928
gi|39995076|ref|NP_068761.4| VDLALG----NETGRCVVLNWQGGGGDAASSQEALQAARSFKRRPKLPDNEVHWDSIIIQASTMIISRVPNISVHLLHEP--------------PALTNEMYCLVVTVQSHEKTQIRDVKLTAG--------LKPGQDANLTQKTHVTLH   810
gi|114597093|ref|XP_526747.2| VDLALG----NETGRCVVLNWQGGGGDAASSQEALQAARSFKRRPKLPDNEVHWDSIIIQASTMIISRVPNISVHLLHEP--------------PALTNEMYCLVVTVQSREKTQIRDVKLTAG--------LKPGQDANLTQKTHVTLH   882
gi|73979590|ref|XP_540029.2| VDLVLG----HETGRCVVLNWQGGGGDAASSQEALQASRSFKRRPRLPDNELHWDSIVIQASTMIISRVPNISVHLRHDP--------------PALTNEMYCLVVTVESHEKTQIRDVKLTAG--------LKPGQDANLTQKTHMSLH   810
gi|156121041|ref|NP_001095667.1| VDLVLG----SEAGRCVVLNWQGGGGDAASAQEALQASRSFKRRPRLPDSEVHWDGIVIQASTMIISRVPNISVHLRHDP--------------PALTNEMYCLVVTVQSHEKSPIRDVKLTAG--------LKPGQDANLTQKTHVTLH   810
gi|71895863|ref|NP_001026707.1| VDLILG----SESGRCVILNWRGGGGDAASSQEALQAARSFRRRPKLPDNEVHWDSLAIQASTMIISRVPNISVQLRHEP--------------PALTNEMYCLVVTIESHEETVAKDVKLTAG--------LKPGQDANLTQKTQVTLR   810
gi|50233897|ref|NP_955920.2| VGLMLG----RETGRYVYLNWRGGWGDAASSHESLQASRSFKRRTRLPEQHVDWDAVSVQSSTMIISRVPKISVQLTHEP--------------PALTNEMFCMTVTIKSEEDTVGKDIKLTAG--------LKPGQDANLTQSTQITLN   810
gi|186532794|ref|NP_201396.4| SEQSGKLECLSVLAKLGPLFTICSRAESPAAMEDLPVWKHENRVESLPTKDPVLAVFGQKATQVDEPEPQVDVSLGASGP--------------ALVGEDFAMPIVVTSKGHAVYSGELKINLVDVGGGGLFSPREAEPFSLESHHVEIC   842
gi|115448281|ref|NP_001047920.1| -----------------------------------PEWK--------------------------------------------------------------------------------------------------------------A   693
gi|17551872|ref|NP_497264.1| VTLDLG----------NAIRGNIEFDENALNRNCHVENIIGLEFLKIGVAKTSVKLESVEKVDCLIGEVTSTELTIRNTCK-------------------------------SSPIHGLQLDFK--------RKEQKHAEAAAVLFVEQD   798
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                       .                                                                                                                                                
gi|45551509|ref|NP_728832.2| RQKLHSQ------IQIDVGELSAHGSNTATFYIFSLTEAEIKLAQRLS---YTLD----VDRGPGGG-GSNARVSTAPNSSESTPDHEVKSVIPSVAAIS---------PVQIEYLDET--RLRKSREDTLTVRCYGDFKFNARFYTMDR   965
gi|158295977|ref|XP_316549.4| LQKIHSH------VQIDIGELQMQSSTTVSYYLASLVAGNIELKQRMY---YQMENLHQSKTEPGGGSAANGGGPSAAADSPSTPNSEKEDLARLLANEKNLAKYVNNHNVKIEFLDTDGQVVRKIKEDTVVVPCVEEIKLTGRFYTLSR   933
gi|62241019|ref|NP_796214.2| GAELCDESYPALLTDIPVGDLHPGEQLEKTVYVRCGTVGSRMFLVYVS---YLIN----------------------------------------------------------TTVEGKEIICKCHKDDTVTIETVFPFDVAVRFVSTKF   899
gi|62662652|ref|XP_224848.3| GAELCDESYPALLTDIPVGDLNPGEQLEKTVYVRCGTVGSRMFLVYVS---YLIN----------------------------------------------------------TTVEGKGIMCKCHKDETVTIETVFPFDVAVRFVSTKF  1017
gi|39995076|ref|NP_068761.4| GTELCDESYPALLTDIPVGDLHPGEQLEKMLYVRCGTVGSRMFLVYVS---YLIN----------------------------------------------------------TTVEEKEIVCKCHKDETVTIETVFPFDVAVKFVSTKF   899
gi|114597093|ref|XP_526747.2| GTELCDESYPALLTDIPVGDLHPGEQLEKMLYVRCGTVGSRMFLVYVS---YLIN----------------------------------------------------------TTVEEKEIVCKCHKDETVTIETVFPFDVAVKFVSTKF   971
gi|73979590|ref|XP_540029.2| GTELCDESYPALLTDIPVGDLHPGEKLEKMLYVRCGTVGSRMFLVYVS---YLIN----------------------------------------------------------TTIEDKEIVCKCHKDETVTIETVFPFDVAVKFVSTKF   899
gi|156121041|ref|NP_001095667.1| GTELCDESYPALLTDIPIGDLQPGEQLEKAVYVRCGTVGSRMFLVYVS---YLIN----------------------------------------------------------TAIEGKETVCKCHKDETVTIETVFPFDVAVKFVSTKF   899
gi|71895863|ref|NP_001026707.1| GTDTCDDSFPALLPDIPVGDLQPGEKLEKPIYIRCGTVGARMFLVYVS---YLIN----------------------------------------------------------TTVEGKEILCKCHRDETVTIETVFPFDVAIKFVSTKL   899
gi|50233897|ref|NP_955920.2| GSEVCDDSHPALLPDIPLGDLQPGQKIVKPLYIRCVSTGSRIFLFHVA---YSVS----------------------------------------------------------ATVEGKDITCKCHKDETVTVETVVPFEVAMKFVSSKF   899
gi|186532794|ref|NP_201396.4| GIDGAEGNNESESETGSIKKIQQSFGLVSVPYLKEGESWSCKLEIKWHRPKP------------------------------------------------------------VMLFVSLGYLPHGSEANTQKVHIHKSLQIEGKMPLLIS   932
gi|115448281|ref|NP_001047920.1| GMFGGEGNNK--------------------------------------------------------------------------------------------------------------------------------------------   703
gi|17551872|ref|NP_497264.1| GTELKSEFSKSVCEQLGAGEMAK-----IPVMFSAQLVGDYVLQLELS-----------------------------------------------------------------YKISEDGILVTKSTMLEVGVTAKEPFTVTSTVMNMNG   878
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gi|45551509|ref|NP_728832.2| KPLNQVYRGENFLLRANTEVVAVDDVEILDSFFICDHNLVQSNYSFKQKKYTNKYSAGEQLESVIVLRTNATLRDWATARDLD----------HRGKLEGKAVASKFIRPVPKPSSEEPLAPTPP-AGISAYMSKSLVTKIPTTMTIINS  1104
gi|158295977|ref|XP_316549.4| EALGQAYRDEDFLLRINVEVKSPDPIDILETQFISDHNIVEKPYQGGASISGTGLRPANRFEELKLLSAINCTRDWVSRGDYQSTDTRLVFNRSRSPDAPAAAALPSNRPTEEQYNKNLLSKLPTNATIIGSTSAQLTNQMNQSLTHHPS  1083
gi|62241019|ref|NP_796214.2| EHLERVYADIPFLLMTDVLSASPWALTIVSSELQLAPSMTAMDHLESQ-------------------------------------------------------IDKVVLQTGESASECFCLRCPSAGNIEGGVAT---------------   979
gi|62662652|ref|XP_224848.3| EHLERVYADIPFLLMTDILSASPWALTIVSSELQLAPSMAAMDHLESQ-------------------------------------------------------IDKVVLQTGESASECFCLRCPSAGNLEGGVAT---------------  1097
gi|39995076|ref|NP_068761.4| EHLERVYADIPFLLMTDLLSASPWALTIVSSELQLAPSMTTVDQLESQ-------------------------------------------------------VDNVILQTGESASECFCLQCPSLGNIEGGVAT---------------   979
gi|114597093|ref|XP_526747.2| EHLERVYADIPFLLMTDLLSASPWALTIVSSELQLAPSMTTVDQLESQ-------------------------------------------------------VDNVILQTGESASECFCLQCPSLGNIEGGVAT---------------  1051
gi|73979590|ref|XP_540029.2| EHLERVYADIPFLLMTDLLSASPWALTIVSSELQLAPSMTPVDQLESQ-------------------------------------------------------VDKVVLQTGESASECFCLRCPSVGNVEGGVAT---------------   979
gi|156121041|ref|NP_001095667.1| EHLERVYADIPFLLMTDLLSASPWALTIVSSELQLAPSMTPVDQLESQ-------------------------------------------------------VDRVVLQTGESASECFCLRCPSVGNVEGGVAT---------------   979
gi|71895863|ref|NP_001026707.1| EHLDRVFADIPFLLMTDILSASPWPLTIVTSQLQLSASMTSVDQLESY-------------------------------------------------------VENVVLQTGESASECFCLRCPPVTN-SGGVAT---------------   978
gi|50233897|ref|NP_955920.2| EHLERVYVDIPFLLMMDILSASPWPIELVESEVQLASSMTAIDQPQSQ-------------------------------------------------------VEGVTLQTSECASECFLLKCPPVQNGTSTVAS---------------   979
gi|186532794|ref|NP_201396.4| NRFMLPYRRDHLLLNRIKPAPDSEDVSSLPLNEKSVLVVSAKNCSEIALK---------------------------------------------------LVSMSIEFDDEQGETSCLIQQGGGCGDSPSSANLAPGEEFKKVFTVIPT  1031
gi|115448281|ref|NP_001047920.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   703
gi|17551872|ref|NP_497264.1| IPMTSILNNCDHILNASIQSAASIVISSVEFLMADVVTLCDTINGGSG--------------------------------------------------------KNLNDKVHSEEVICYSAVIRVLVKEDESETP---------------   957
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                                                                                                                                                                        
gi|45551509|ref|NP_728832.2| NSAVSN--------------------ALQVANAGVMSNSTQS-DDVNVAEEAIN----------------THEGIKTTRLIYNKALEAVQGTGHCR-GFIKKIYTLEGNP-------SAVPIFGVFCIRWRRANCK-EENESKFVIRGLD  1208
gi|158295977|ref|XP_316549.4| HAALADTTTTNAPGDADGTAVKGGPAATTPSNATSMTTSTGSVDDFKVKPLPLNDASAVSGSKAATVGDELTAGKNVTKTIYNRALDCVQLTNNDRNGFINAQCNRPDGTGSTVAAGSTWPIFGMYCVRWCRSRTPNVVNESKFIINGIE  1233
gi|62241019|ref|NP_796214.2| ---------------------------------------------------------------------------------------------------------------------------GHYIISWKRASVVESIPAVSTVITLPH  1006
gi|62662652|ref|XP_224848.3| ---------------------------------------------------------------------------------------------------------------------------GHYIISWKRSSGMENIPAISTIITLPH  1124
gi|39995076|ref|NP_068761.4| ---------------------------------------------------------------------------------------------------------------------------GHYIISWKRTSAMENIPIITTVITLPH  1006
gi|114597093|ref|XP_526747.2| ---------------------------------------------------------------------------------------------------------------------------GHYIISWKRTSAMENIPIITTVITLPH  1078
gi|73979590|ref|XP_540029.2| ---------------------------------------------------------------------------------------------------------------------------GHYIISWKRTSAMGNVPVISTVITLPH  1006
gi|156121041|ref|NP_001095667.1| ---------------------------------------------------------------------------------------------------------------------------GHYVISWKRTSATDGVPVISTVITLPH  1006
gi|71895863|ref|NP_001026707.1| ---------------------------------------------------------------------------------------------------------------------------GCYIISWKRSSPVESVPVVSTVITLPH  1005
gi|50233897|ref|NP_955920.2| ---------------------------------------------------------------------------------------------------------------------------GHYIISWKRKSTFTETSVVRTVITLPH  1006
gi|186532794|ref|NP_201396.4| TRTPKLG-------------------------------------------------------------------------------------------------------------------LGSIHLKWRREGGNITEAYVSTKHKLPE  1066
gi|115448281|ref|NP_001047920.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   703
gi|17551872|ref|NP_497264.1| --------------------------------------------------------------------------------------------------------------------------LGRMSVEWRRAVPNSCPVRSVAPLCRIP   985
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500

                                                                                                                                                                                        
gi|45551509|ref|NP_728832.2| IAEPPLNIYCTIEEKMFVKMPMAFKVVLKNPTTHVLHLIANLSISKTDNFICSGHKQLDISIMAYEEKELVYNLYPLQVGWQELPVLSLEYN------------------TKADPQKKDSQ-----------------------------  1311
gi|158295977|ref|XP_316549.4| VIDPPLNLYCYIEQRMYVRLPMTLRITLRNPTRRILHLQAILNSS--DSFMFAGHRQLNVSIFAYSSYDLLFNLCPLKAGWQPLPELELEYQSFQATPTATVGTAGAAAGTQAAPAKLAADPVPGTIGATTTPPPPPLSGDDVIADGLES  1381
gi|62241019|ref|NP_796214.2| VIAENIPLHVNADLPSFGRVRESLPVRYHLQNKTDLVQDVEISVEPSDAFMFSGLKQIRLRILPGTKQEMLYNFYPLMAGYQQLPSLNINLLRFP-------------------------------------------------------  1101
gi|62662652|ref|XP_224848.3| VIVENIPLHVNADLPSFGRVRESLPVRYHLQNKTDLVQDVEISVEPSDAFMFSGLKQIRLRILPGTKQEMLYNFYPLMAGYQQLPSLNINLLRFP-------------------------------------------------------  1219
gi|39995076|ref|NP_068761.4| VIVENIPLHVNADLPSFGRVRESLPVKYHLQNKTDLVQDVEISVEPSDAFMFSGLKQIRLRILPGTEQEMLYNFYPLMAGYQQLPSLNINLLRFP-------------------------------------------------------  1101
gi|114597093|ref|XP_526747.2| VIVQNIPLHVNADLPSFGRVRESLPVKYHLQNKTDLVQDVEISVEPSDAFMFSGLKQIRLRILPGTEQEMLYNFYPLMAGYQQLPSLNINLLRFP-------------------------------------------------------  1173
gi|73979590|ref|XP_540029.2| VIVENIPLHVNADLPSFGRVRESLPVKYHLQNKTNLVQDVEISVEPSDAFMFSGLKQIRLRILPGTEQEMLYNFYPLMAGYQQLPSLNVNLLRFP-------------------------------------------------------  1101
gi|156121041|ref|NP_001095667.1| VIVENIPLHVNADLPSFGRVRESLPVRYHLQNKTDLVQDVEISVEPSDAFMFSGLKQIRLRILPGTEQEMLYNFYPLMAGYQQLPSLNINLLRFP-------------------------------------------------------  1101
gi|71895863|ref|NP_001026707.1| VIVESIPLHVKADLPSFGRVRESLPVRYHLQNKTNLVQDVEVSMEPSDAFMFSGLKQIRLRILPGTQQEVLYNFYPLMAGYQQLPSLHINLLRFP-------------------------------------------------------  1100
gi|50233897|ref|NP_955920.2| VMVENIPLYVHAEVPSFGRVRESLPVRYHLENRTGLVQDVEISVEPSDAFMFSGLKQVRMRILPGAEQEMLYNFYPLMAGYQVLPQLNINLLRFP-------------------------------------------------------  1101
gi|186532794|ref|NP_201396.4| VNVEASPLVMSLDSPPYAILGEPFTYAVRICNQTQLLQEAKFGLADAQSFVLSGSHSNTVSVLPKSEHVLSYKLVPLTCGEQQLPKITLTSARYA-------------------------------------------------------  1161
gi|115448281|ref|NP_001047920.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   703
gi|17551872|ref|NP_497264.1| VLACPISISSHIKTN-PAIVRQPIEICFELKSHSKEAVEISTNFDLNDVFMFSGERKVTMTVLPGATRRVTVVVMALSAGRLNFPKISLKSPQIS-------------------------------------------------------  1079
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gi|45551509|ref|NP_728832.2| --NALLDELVQRALPKRVFVLPPLKQQNK------  1338
gi|158295977|ref|XP_316549.4| QRKAELASLVQRWMPKMVFVHVSGIPRGGI-----  1411
gi|62241019|ref|NP_796214.2| ---NFTNQLLRRFIPTSIFVKPQGRLLEDTSIAAA  1133
gi|62662652|ref|XP_224848.3| ---NFTNQLLRRFIPTSIFVKPQGRLLEDTSIAAA  1251
gi|39995076|ref|NP_068761.4| ---NFTNQLLRRFIPTSIFVKPQGRLMDDTSIAAA  1133
gi|114597093|ref|XP_526747.2| ---NFTNQLLRRFIPTSIFVKPQGRLMDDTSIAAA  1205
gi|73979590|ref|XP_540029.2| ---HFTNQLLRRFIPTSIFVKPQGRLVDDTSIAAA  1133
gi|156121041|ref|NP_001095667.1| ---NFTNQLLRRFIPTSIFVKPQGRLVDDASIAAA  1133
gi|71895863|ref|NP_001026707.1| ---NFTNQLLRRFIPTHIFVKPQGRQADENSIAAA  1132
gi|50233897|ref|NP_955920.2| ---NISSQLLRRFLPSRIFVKPQGR-NGDASIEAA  1132
gi|186532794|ref|NP_201396.4| ------AEFQPSAVASSVFVFPSAPQAEKAISTSK  1190
gi|115448281|ref|NP_001047920.1| -----------------------------------   703
gi|17551872|ref|NP_497264.1| ---DQTLQQSLRTLPAAIFVLPKAKDLAPHP----  1107
                         ......1660......1670......1680.....


