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gi|82906344|ref|XP_894909.1| -----------------------------------------------------------------------MAV-VLTFRWLLT--------LPRAA---RGFRVRVLPSGEKITHTGQVYDEKDYRRIRFVDRQKEVNENFAIDLIAQQ    67
gi|109504524|ref|XP_001053017.1| -----------------------------------------------------------------------MAA-ALTFRRLLA--------LPRAA---RGFGVRVSRSGEKITHTGQVYDEKDYRRIRFVDRQKEVNENFAIDLIAQQ    67
gi|56711244|ref|NP_035018.1| -----------------------------------------------------------------------MAA-VLTFRRLLT--------LPRAA---RGFGVQVSPSGEKITHTGQVYDEKDYRRVRFVDRQKEVNENFAIDLIAQQ    67
gi|4758792|ref|NP_004544.1| -----------------------------------------------------------------------MAA-AMTFCRLLNRCGEAARSLPLGA---RCFGVRVSPTGEKVTHTGQVYDDKDYRRIRFVGRQKEVNENFAIDLIAEQ    75
gi|114598870|ref|XP_001142587.1| -----------------------------------------------------------------------MAA-AMTFCRLLNRCGEAARSLPLGA---RCFGVRVSPTGEKVTHTGQVYDDKDYRRIRFVGRQKEVNENFAIDLIAEQ    75
gi|74003113|ref|XP_535802.2| MEPPMITNYHQMRRLHLRFPPSPAPPQAGITQQHCRLEVRLDLPPLADRARAQPLHLLAAPAERTARFSPKMAA-AVTFCRLLGRSGSAALRPPRGA---RCLGVRASPTGEKITHTGQVYDDQDYRKVRFVGRQKEVNENFAIDLIAEQ   146
gi|28461239|ref|NP_787004.1| -----------------------------------------------------------------------MAA-VLTFLRFLGRGGAVTRGLPGGA---RCFGVRTSPTGEKVTHTGQVYDDGDYRKVRFVGRQKEVNENFAIDLIAEQ    75
gi|50736146|ref|XP_419061.1| -----------------------------------------------------------------------MAAPCATFRCLLGPWGRLALLRQAAAGSLRFYGVRAAATGELVTHTGQVYDEKDYRRVRFVGRQKEVNKNFAIDLIAEQ    79
gi|52219138|ref|NP_001004651.1| -----------------------------------------------------------------------MAAILPRILSFGKNTKVLLNCLRLSAVPVQQYSVPVSNHGEIITHTGQVYDENDVRRARFVGRHKEVNENFAINLVAEE    79
gi|20129243|ref|NP_608909.1| -----------------------------------------------------------------------MAS-KQLVNNLSKLGLPRQNWMSPLA---SVRHSSCRGDIEKVTHTGQVFDKEDYRNARFVNAKRYVNENWGIKLIEEV    75
gi|118791575|ref|XP_319821.3| -----------------------------------------------------------------------MAS-RMILSPARRLAS-VVSTRSITT---QVLATQCATIKDEITHTGQFYEANDYRNARFVNATKVVNPNWAIKLIDEL    74
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gi|82906344|ref|XP_894909.1| PVNEVDHRIIACDGGGGA-LGHPKVYINLDKETKTGTCGYCGLQFK--QHHH-   116
gi|109504524|ref|XP_001053017.1| PVNEVDHRIIACDGGGGA-LGHPKVYINLDKETKTGTCGYCGLQFK--QQHH-   116
gi|56711244|ref|NP_035018.1| PVNEVEHRIIACDGGGGA-LGHPKVYINLDKETKTGTCGYCGLQFK--QHHH-   116
gi|4758792|ref|NP_004544.1| PVSEVETRVIACDGGGGA-LGHPKVYINLDKETKTGTCGYCGLQFR--QHHH-   124
gi|114598870|ref|XP_001142587.1| PVSEVETRVIACDGGGGA-LATQKRLLGLDKETKTGTCGYCGLQFR--QHHH-   124
gi|74003113|ref|XP_535802.2| PVSEVESRVISCDGGGGA-LGHPKVYINLDKETKTGTCGYCGLQFK--HHHH-   195
gi|28461239|ref|NP_787004.1| PVSQVGSRVISCDGGGGA-LGHPRVYINLDKETKTGTCGYCGLQFR--QQHH-   124
gi|50736146|ref|XP_419061.1| PVSEVESRIISCDGGGGA-LGHPKVYINLDKDTKTGTCGYCGLQFK--QKHH-   128
gi|52219138|ref|NP_001004651.1| PVTHVESRVVSCDGGGGA-LGHPKVYINLDKDTRVGTCGYCGLQFK--QTHHH   129
gi|20129243|ref|NP_608909.1| PPKECTERVVFCDGGDGP-LGHPKVYINLDKPGNH-ICGYCGLRFVKKDDHHH   126
gi|118791575|ref|XP_319821.3| PIVKSEQRVVCCDGGTDPALGHPKVYINLDKPGAH-ACGYCGQRFEKIDHHH-   125
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