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NTDB id 1099451 ACM67E RS04015 WP 416192324.1 MRRSTTLTAYSLKSAQHGYSLFIVLMIMIVVALLVVTAVQSYNTEQRISTNDADRKLATSLAEVALREGENQIIDFG... 77
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLTGIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEYTA 80
consensus !!* !!!* * *!*! !!!!!!*!!!!! !!!!! !!!!!!!!!! !* !!!!! !!!! !!!!!! !**! ***
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NTDB id 1099451 ACM67E RS04015 WP 416192324.1 DNPPAFTSDCKEGRCSTTSKIWE..............................HKCGTDLCIDKNGRKIDQANKKNTITV 127
NTDB id 1139 NGFG RS02435 WP 003687918.1 DSKVTFSENCEKGLCTAVNVRTNNNGNEEVFGNIVVQGTPTVEAVKRSCPAKSGKNSTGLCIDNQGVEYEKG........ 152
consensus ! ** !* ! ! !* *******************************!* ! !!!! *! * *********
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NTDB id 1099451 ACM67E RS04015 WP 416192324.1 DGVGIISPRYVIESIGSDQDSKIYRVTAKAWGKNQNTVVMLQSYVSDE... 175
NTDB id 1139 NGFG RS02435 WP 003687918.1 TGNVSKMPRYIIEYLGEKNNQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
consensus ! !!!*!! *! * !!!!!!!!!!!! !!!!*!!!!! ***
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