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gi|4507441|ref|NP_003211.1| --MLWKLTD------NIKYEDCEDRHD--GTSNG-----------TAR-LPQLGTVG--QSPYTSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNPLHAQPQPQHPGWPGQRQSQE-SGLLHTHRGLPH   150
gi|114605423|ref|XP_001166719.1| MKMLWKLTD------NIKYEDCEDRHD--GTSNG-----------TAR-LPQLGTVG--QSPYTSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNPLHAQPQPQHPGWPGQRQSQE-SGLLHTHRGLPH   150
gi|74003894|ref|XP_848968.1| --MLWKLTD------NIKYEDCEDRHD--GTSNG-----------TAR-LPQLGTVG--QSPYTSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNPLHAQPQPQHPGWPGQRQSQE-SGLLHTHRGLPH   150
gi|122692315|ref|NP_001073697.1| --MLWKLTD------NIKYEDCEDRHD--GASNG-----------TAR-LPQLGTVG--QSPYTSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNPLHAQPQPQHPGWPGQRQSQE-SGLLHTHRGLPH   150
gi|31981462|ref|NP_035677.2| --MLWKLTD------NIKYEDCEDRHD--GTSNG-----------TAR-LPQLGTVG--QSPYTSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNPLHAQPQPQHPGWPGQRQSQE-SGLLHTHRGLPH   150
gi|109504829|ref|XP_225238.4| -----MLVH------SFS---AMDRHD--GTSNG-----------TAR-LPQLGTVG--QSPYTSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNPLHAQPQPQHPGWPGQRQSQE-SGLLHTHRGLPH   150
gi|45384160|ref|NP_990425.1| --MLWKLTD------NIKYEECEERHD--SASNG-----------TAR-LPQLGAVG--QSPYSSAPPLSHT-PNADFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SLNSLHTQPQPQHPAWPGQRQSQE-PSLLHAHRGLPH   150
gi|28849910|ref|NP_789829.1| --MLWKLTD------NIKYEDFEDRHD--GTSNG-----------TAR-LPQLGSVG--QSPYTSAPPLSHT-PNSDFQPPYFPPPYQ-----PIYPQSQDPYSHVN-DPY--SINSLHAQSQPQHPGWPGQRQSQE-SSLLHQHRGLPH   150
gi|24668248|ref|NP_730664.1| --MTLAYVD---MPAVIQVQERLSGHGSLGLSSGSAAYTTHSGGHTGRSGPATGHSG-HSSTHGSAATMHHQSLQSDFQPPYFPPPFHHSTQSPPQQQNHGALEYLGTDPYGQPLSSLHHAPLHHYNQLAGLRSTQDQLGIHRTHREAEL   150
gi|158301133|ref|XP_320880.4| --SQMRYLNQSLIPFSLPPQERLTSHGGIGLSSGSPAYSAHTGGHTGRNGPASGHSGSHGGSHGPGPTMHHQTLQSDFQPPYFPPPFHHTTQSPPQQQNHG-LDYLSTDPYGQPLSSLHHAPLHHYNQLAGLRPSQEQLGLHRSHRESEL   150
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gi|4507441|ref|NP_003211.1| QLSGLDPRRDYRRHEDLLHGPHALSSGLGD-LSIHSLPHAIEEVPHVEDPGINIPDQTVIKKGPVSLSKS-NSNAVSAIPINKDNLFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|114605423|ref|XP_001166719.1| QLSGLDPRRDYRRHEDLLHGPHALSSGLGD-LSIHSLPHAIEEVPHVEDPGINIPDQTVIKKGPVSLSKS-NSNAVSAIPINKDNLFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|74003894|ref|XP_848968.1| QLSGLDPRRDYRRHEDLLHGPHGLSSGLGD-LPIHSLPHAIEDVPHVEDPGINIPDQTVIKKGPVSLSKS-NSNAVSAIPINKDNLFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|122692315|ref|NP_001073697.1| QLSGLDPRRDYRRHEDLLHGPHGLGSGLGD-LPIHSLPHAIEDVPHVEDPGINIPDQTVIKKGPVSLSKS-NSNAVSAIPINKDNLFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|31981462|ref|NP_035677.2| QLSGLDPRRDYRRHEDLLHGPHGLGSGLGD-LPIHSLPHAIEDVPHVEDPGINIPDQTVIKKGPVSLSKS-NSNAVSAIPINKDNLFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|109504829|ref|XP_225238.4| QLSGLDPRRDYRRHEDLLHGPHGLGSGLGD-LPIHSLPHAIEDVPHVEDPGINIPDQTVIKKGPVSLSKS-NSNAVSAIPINKDNLFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|45384160|ref|NP_990425.1| QLGGLDPRRDYRRHDDLLHGPHGLGAGLAD-LPLHSIPHAIEDVPHVDDPGINIPDQTVIKKGPVSLSKS-NNNAVSSIPINKDALFGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|28849910|ref|NP_789829.1| QLC-----REYRR-EVLLPSGHGIDTGLTDSIPIHGIPHSLEDVQQVEDQGIHIPDQTVIKKGPVSISKN-NSN-ISAIPINKDGLVGGVVNPNEVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRS   300
gi|24668248|ref|NP_730664.1| QGHVTQLSHGFPYTDRRSDYGSAISAGAAHGTRLG-HEHESLALHQALQNAVDDVQAPALDDNVAFMSDLPLIKSMKS---GKEAGNIGSGSPSEVFCAVPGRLSLLSSTSKYKVTIAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRL   300
gi|158301133|ref|XP_320880.4| QQHVTQLSHGFPYSDRRSDYSGSIGSGAG-ATRLGAHEHDPLALHQALQSAVDDGQNPVIDENAGFMSDLPLLKNFPITDIKKDSSQINLGSPSDVFCSVPGRLSLLSSTSKYKVTVAEVQRRLSPPECLNASLLGGVLRRAKSKNGGRL   300
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gi|4507441|ref|NP_003211.1| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVTRKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|114605423|ref|XP_001166719.1| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVTRKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|74003894|ref|XP_848968.1| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVTRKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|122692315|ref|NP_001073697.1| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVTRKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|31981462|ref|NP_035677.2| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVARKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|109504829|ref|XP_225238.4| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVTRKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|45384160|ref|NP_990425.1| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAVAEFLNRQHSDPNEQVTRKNMLLATKQICKEFTDLLAQDRSPLGNSRPNPILEPGIQSCLTHFNLISHGFGSPAVCAAVTALQNYLTEALKAMDKMYL   450
gi|28849910|ref|NP_789829.1| LREKLDKIGLNLPAGRRKAANVTLLTSLVEGEAVHLARDFGYVCETEFPAKAIAEYMNRQHSDPNEQVQRKNMLLATKQICKEFTDLLSQDRSPLGNSRPQPILEPGIQSCLTHFSLISHGFGTPAVCAALTALQNYLTEAIKAMDKMYL   450
gi|24668248|ref|NP_730664.1| LREKLEKIGLNLPAGRRKAANVTLLTSLVEGEATHLAKDFHFVCETEFPARQLAEYIVRHQTEPQDSYRRKELILHSQQITKELMQILSQDRTTHFGTRSQHLLEPSMQRHLTHFSLITHGFGSPAIMAVLHAFQTFLNESLNYLEKLYP   450
gi|158301133|ref|XP_320880.4| LREKLEKIGLNLPAGRRKAANVTLLTSLVEGEAIHLARDFGYVCETEFPARQVAEYLSRQYSEPQESYRRKELLLNTKQVTKELMDLLNQDRSPLCNTRPQHILDPSIQRHLTHFSLISHGFGSPAIVAALTAIQNYLNESIKHLDKMYP   450
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gi|4507441|ref|NP_003211.1| SNNPNSHTDNNAKSSDKEEKHRK   473
gi|114605423|ref|XP_001166719.1| SNNPNSHTDNNAKSSDKEEKHRK   473
gi|74003894|ref|XP_848968.1| SNNPNSHTDNSAKSSDKEEKHRK   473
gi|122692315|ref|NP_001073697.1| SNNPNSHTDNNAKSSDKEEKHRK   473
gi|31981462|ref|NP_035677.2| SNNPNSHTDNSAKSSDKEEKHRK   473
gi|109504829|ref|XP_225238.4| SNNPNSHTDNSAKSSDKEEKHRK   473
gi|45384160|ref|NP_990425.1| SNNPNSHTDNSTKSSDKEEKHRK   473
gi|28849910|ref|NP_789829.1| NNNPNSHSETGSKAGDKDEKHRK   473
gi|24668248|ref|NP_730664.1| SNGGGMVSSSLDKSKIDNEKK--   473
gi|158301133|ref|XP_320880.4| GNGGSMVTSSLDKNKMESDKK--   473
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