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NTDB id 73728 ACRAD RS00715 WP 005023661.1 MKKVFKGS.ALRALGFKKQFIALAICSSLGIIMPGMAEAASRNINPPSLKASAPNVYVVKKGDTLWDIAGKFLSKPWRWPEIWAS 84
NTDB id 1053 ABD1 RS00870 WP 000755276.1 MKKVFNGMVNFHALGIKKHLLALALCTGVAIGTIAEVHATSPNHNPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWAS 85
consensus !!!!! ! * *!!! !!* *!!!*!* **! ** *! !*!*!!!!!! !!!!!!!!*!!!!!!! !*!! !!!!!!!!!!!

logo NKQHVKNPHWIYPGDRLLLCSTLDGRPL IVGKDEGDGCEVGI IRRYGTGQTTHSLMQPQVRVEASLNNAS IVPVIPLEHIKRQVWLENRSTLTI LMPSAPDS IV
NTDB id 73728 ACRAD RS00715 WP 005023661.1 NKHVKNPHWIYPGDRLLLCTLDGRPLIGKDEGDGCEGIIRRYGGQT.SMQPQVRVESLNNAIPVIPLEHIRVWLERTLIMSPDSV 168
NTDB id 1053 ABD1 RS00870 WP 000755276.1 NQHVKNPHWIYPGDRLLLCSLDGRPLVGKDEGDGCVGIIRRYTGQTTHLQPQVRVEALNNSVPVIPLEHIKQWLENSTILPADSI 170
consensus ! !!!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!! !!!!!! !!!***!!!!!!! !!! *!!!!!!!!* !!! * !***!!*
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VELLQVASGVAVQSNSEKQDITTLELTDQSYN
NTDB id 73728 ACRAD RS00715 WP 005023661.1 VNTPYILGTADNRVLAAAGQTVYARGNGLQVGQRYAVYREGEPYIFTDANGKSYNAGVELLQVASGVAVQNEQDITTLELTQSYN 253
NTDB id 1053 ABD1 RS00870 WP 000755276.1 TNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTDNKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYN 255
consensus !!!!!*!!!!*!!!!* !!!*!!!!*!! !!!!!!!!!!!!! !!! !! * !*!!!!!!!!!!! ! !!!!!!!! !!!

logo

A
GEVRRGDRVMPEEYDQAPMTLPTLFYPTVDIADHKQVTDEGGKQI

V IRVMGS IGRTAAKRHNSVVTLVDNRGNTI
T
H
QGI

VQSVGQVFDS IVTYQQGESVI
VRDPKTKREQVI

NTDB id 73728 ACRAD RS00715 WP 005023661.1 GEVRRGDRVMPEYDPMLPTLFYPTIDHQVTEGGQVIRVMGSIGTAARHSVVTVNRGNIHGVQSGQVFSVYQQGEVVRDPKTREQI 338
NTDB id 1053 ABD1 RS00870 WP 000755276.1 AEVRRGDRVMPEEQATLPTLFYPVDAKQVTDGGKIIRVMGSIGRAAKNSVVTLDRGTTQGIQVGQVFDITQQGESIRDPKTKEVI 340
consensus *!!!!!!!!!!! * !!!!!!! *!!!*!! *!!!!!!!! !!**!!!!* !! *!*! !!!! * !!!! *!!!!!*! !
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NTDB id 73728 ACRAD RS00715 WP 005023661.1 KLPSQKVGNIMIFRTFDQLSYAYVLDSALPIKVGSVIQAPPMAE 382
NTDB id 1053 ABD1 RS00870 WP 000755276.1 QLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQSPQFND 384
consensus !! ! *! *!*!!!!!!!!!!!!!*! !!!!!!! !! !* *
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