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gi|47777351|ref|NP_034272.1| ----------------------------------------------------------------------------------------------------------------MAVRRLGAALLLLPLLAAVEETLMDSTTATAELGWMVH   150
gi|109475684|ref|XP_233574.4| MMLPLKGHKRIRRPCLGRGTTRGCTGQGHRIGSPTPAPPTPAVQVGRAQRWRSPGPRSARAGWLILLAARRRRLVCVCAAPRRSPPAPRARGARSSPGVPAAPRPEAPGSVSMAVRRLGAALLLLPLLAAVEETLMDSTTATAELGWMVH   150
gi|21396504|ref|NP_004433.2| ----------------------------------------------------------------------------------------------------------------MALRRLGAALLLLPLLAAVEETLMDSTTATAELGWMVH   150
gi|114554617|ref|XP_513189.2| -MEDLS--------CLGLGLCEQNLGYILRDG---------------------LGPRGF-----------------------------------------------------LQLLESGEASGAQ----DGPETLMDSTTATAELGWMVH   150
gi|194665021|ref|XP_885612.3| ---------------------------------------------------------------------------------------------------------------------------------------MDSTTATAELGWIVH   150
gi|73950250|ref|XP_544506.2| ---------------------------------------------------------------------------------------------------------------------------------------MDSTTATAELGWIVH   150
gi|46395489|ref|NP_996834.1| -----------------------MPGPERTMG---------------------------------------------------------------------------------PLWFCCLPLALLPLLAAVEETLMDSTTATAELGWMVH   150
gi|292627011|ref|XP_001920022.2| ---------------------------------------------------------------------------------------------------------------------------------------MDSTTATAELGWTIY   150
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gi|47777351|ref|NP_034272.1| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKFIRRRGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDLATKTFPNWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRNGFYLAFQDYGGCMSLI   300
gi|109475684|ref|XP_233574.4| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKFIRRRGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDLATKTFPNWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRNGFYLAFQDYGGCMSLI   300
gi|21396504|ref|NP_004433.2| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKFIRRRGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDSATKTFPNWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRSGFYLAFQDYGGCMSLI   300
gi|114554617|ref|XP_513189.2| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKFIRRRGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDSATKTFPNWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRSGFYLAFQDYGGCMSLI   300
gi|194665021|ref|XP_885612.3| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKFIRRRGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDSATKTFPTWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRSGFYLAFQDYGGCMSLI   300
gi|73950250|ref|XP_544506.2| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKFIRRRGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDSATKTFPNWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRSGFYLAFQDYGGCMSLI   300
gi|46395489|ref|NP_996834.1| PPSGWEEVSGYDENMNTIRTYQVCNVFESSQNNWLRTKYIRRRGAHRIHVEMKFSVRDCSSIPNVPGSCKETFNLYYYESDFDSATKTFPNWMENPWMKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSKNGFYLAFQDYGGCMSLI   300
gi|292627011|ref|XP_001920022.2| PSLGWEEVSGYDENMNTIRTYQVCNVFDANQNNWVRTKYIRRRGAQRIHVEMKFSVRDCSSIPKVPGSCKETFNLYYFESDSDTATKVYPAWMENPWVKVDTIAADESFSQVDLGGRVMKINTEVRSFGPVSRSGFYLAFQDYGACMSLI   300
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gi|47777351|ref|NP_034272.1| AVRVFYRKCPRIIQNGAIFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGDGEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTTIPSAPQAVISSVNET   450
gi|109475684|ref|XP_233574.4| AVRVFYRKCPRVIQNGAIFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGDGEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTTIPSAPQAVISSVNET   450
gi|21396504|ref|NP_004433.2| AVRVFYRKCPRIIQNGAIFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGDGEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTTIPSAPQAVISSVNET   450
gi|114554617|ref|XP_513189.2| AVRVFYRKCPRIIQNGAIFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGDGEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTTIPSAPQAVISSVNET   450
gi|194665021|ref|XP_885612.3| AVRVFYRKCPRIIQNGAVFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGDGEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVCRNGYYRADLDPVDMPCTTIPSAPQAVISSVNET   450
gi|73950250|ref|XP_544506.2| AVRVFYRKCPRIIQNGAVFQETLSGAESTSLVAARGSCIPNAEEVDVPIKLYCNGDGEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTTIPSAPQAVISSVNET   450
gi|46395489|ref|NP_996834.1| AVRVFYRKCPRVIQNGAVFQETLSGAESTSLVAARGTCISNAEEVDVPIKLYCNGDGEWLVPIGRCMCRPGYESVENGTVCRGCPSGTFKASQGDEGCVHCPINSRTTSEGATNCVCRNGYYRADADPVDMPCTTIPSAPQAVISSVNET   450
gi|292627011|ref|XP_001920022.2| AVKVFYRKCPRIIRNGAIFQETLSGAESTSLVSARGTCVPNGEEVDVPIKLYCNGDGEWLVPIGRCVCKAGHESVDNGTMCKACPFGSFKASQGDQQCLQCPINSRTSSEGATSCVCRNGYYRTDSDPLQMPCTTVPSAPQRVISSVNET   450
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gi|47777351|ref|NP_034272.1| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEK-ELSEYNATAIK   600
gi|109475684|ref|XP_233574.4| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEK-ELSEYNATAIK   600
gi|21396504|ref|NP_004433.2| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEK-ELSEYNATAIK   600
gi|114554617|ref|XP_513189.2| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEK-ELSEYNATAIK   600
gi|194665021|ref|XP_885612.3| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEK-ELSEYNATAIK   600
gi|73950250|ref|XP_544506.2| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEKQELSEYNATAIK   600
gi|46395489|ref|NP_996834.1| SLMLEWTPPRDSGGREDLVYNIICKSCGSGRGACTRCGDNVQFAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASVNITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDQPNGVILDYELQYYEK-NLSELNSTAVK   600
gi|292627011|ref|XP_001920022.2| SLRLEWDVPKESGGREDVVYNIICKSCGSGRGACTRCGDNVQFVPRQLGLTEPRIHISDLLAHTQYTFEIQAVNGVSDQSPYSPQFTAVNITTNQAAPSAVSIMHQVSRAVDSITLSWSQPDQPNGVILDYELQYYEK-NAVESNSSLLR   600
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gi|47777351|ref|NP_034272.1| SPTNTVTVQGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIKEKLPLIVGSSAAGLVFLIAVVVIAIVCNRR-GFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|109475684|ref|XP_233574.4| SPTNTVTVQGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIKEKLPLIVGSSAAGVVFVIAVVVIAIVCNRRRGFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|21396504|ref|NP_004433.2| SPTNTVTVQGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIQEKLPLIIGSSAAGLVFLIAVVVIAIVCNRRRGFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|114554617|ref|XP_513189.2| SPTNTVTVQGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIQEKLPLIIGSSAAGLVFLIAVVVIAIVCNRRRGFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|194665021|ref|XP_885612.3| SPTNTVTVQGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIQEKLPLIIGSSAAGLVFLIAVVVIAIVCNRR-GFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|73950250|ref|XP_544506.2| SPTNTVTVQGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIQEKLPLIIGSSAAGLVFLIAVVVIAIVCNRR-GFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|46395489|ref|NP_996834.1| SPTNTVTVQNLKAGTIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSVQEKLPLIIGSSAAGLVFLIAVVVIIIVCNRRRGFERADSEYTDKLQHYTSGHMTPGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVC   750
gi|292627011|ref|XP_001920022.2| SQTNTAVIRGLKSGTIYVFQVRARTVAGFGRFSGKMYFQTMTEEEYNSSLQEKLPLIIGSAAAGVVFLIAVVVLIIVCNRR-GSDRTDSEYTDKLQHYTSGHMSPGMKIYIDPFTYEDPNEAVREFAKEIDVTCVKIEQVIGAGEFGEVC   750
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gi|47777351|ref|NP_034272.1| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
gi|109475684|ref|XP_233574.4| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
gi|21396504|ref|NP_004433.2| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
gi|114554617|ref|XP_513189.2| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
gi|194665021|ref|XP_885612.3| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTS--GG   900
gi|73950250|ref|XP_544506.2| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
gi|46395489|ref|NP_996834.1| SGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTKSSPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
gi|292627011|ref|XP_001920022.2| SGNLRLPGKREILVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNIIHLEGVVTKSTPVMIITEFMENGSLDSFLRQNDGQFTVIQLVGMLRGIAAGMKYLCDMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGG   900
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gi|47777351|ref|NP_034272.1| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSFNTVDEWLEAIKMGQYKESFAN  1050
gi|109475684|ref|XP_233574.4| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSFNTVDEWLEAIKMGQYKESFTN  1050
gi|21396504|ref|NP_004433.2| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSFNTVDEWLEAIKMGQYKESFAN  1050
gi|114554617|ref|XP_513189.2| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSFNTVDEWLEAIKMGQYKESFAN  1050
gi|194665021|ref|XP_885612.3| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSFNTVDEWLEAIKMGQYKESFAN  1050
gi|73950250|ref|XP_544506.2| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSFNTVDEWLEAIKMGQYKESFAN  1050
gi|46395489|ref|NP_996834.1| KIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVINAIEQDYRLPPPMDCPNALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGVNLPLLDRTIPDYTSFNTVDEWLDAIKMSQYKESFAS  1050
gi|292627011|ref|XP_001920022.2| KIPIRWTAPEAIQYRKFTSSSDVWSYGIVMWEVMSYGERPYWDMSNQDVINAIEQDYRLPPPMDCPSALHQLMLDCWQKDRNNRPKFSQIVNTLDKMIRNPGSLKATTPLSSGVHLPLLDRSTPDFSSFSTVDEWLDAIKMSQYKENFAN  1050
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gi|47777351|ref|NP_034272.1| AGFTSFDVVSQMMMEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|109475684|ref|XP_233574.4| AGFTSFDVVSQMMMEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|21396504|ref|NP_004433.2| AGFTSFDVVSQMMMEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|114554617|ref|XP_513189.2| AGFTSFDVVSQMMMEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|194665021|ref|XP_885612.3| AGFTSFDVVSQMMMEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|73950250|ref|XP_544506.2| AGFTSFDVVSQMMMEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|46395489|ref|NP_996834.1| AGFTTFDIVSQMTVEDILRVGVTLAGHQKKILNSIQVMRAQMNQIQSVEV  1100
gi|292627011|ref|XP_001920022.2| EDLTTFEAVSQMTMDDILRVGVTLAGHQKKILNSVQMMRAQMNQIQSVEV  1100
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