
logo MS
PEKLVEVKNDLVE I SFGEGKSRKKFVAVKHNANFF IKNKGETFSLVGESGSGKTTIGRAI IGLNDTSSNGQE I LIYFDGKVKINGHRYKLSKHS

NTDB id 1137980 DQM42 RS01675 WP 111690642.1 MSEKLVEVKDLEISFGEGKKKFVAVKNANFFIKKGETFSLVGESGSGKTTIGRAIIGLNDTSSGQILYDGKVINGRKSKS 80
NTDB id 479 HSISS4 RS06980 WP 021143812.1 MPEKLVEVKDVEISFGEGSKKFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGHLSHS 80
NTDB id 328 STU RS16110 WP 002951426.1 MPEKLVEVKDVEISFGEGRKKFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGYLSHS 80
NTDB id 296 STER RS06910 WP 011681415.1 MPEKLVEVKNVEISFGEGRKKFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGYLSHS 80
consensus !*!!!!!!!**!!!!!!!*!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!**!!!*!!!**!*!

logo EAKNEDL IRKR IQMI FQDPAASLNERATVDYI ILSGEGLHYNFNHLFYKTDEEDERKEAKIKKNEMIMIAKEVGLLSEEHLTRYPHEFSGGQRQRIG
NTDB id 1137980 DQM42 RS01675 WP 111690642.1 EANELIRKIQMIFQDPAASLNERATVDYIISGGLYNFNLFKTEEERKEKIKNMMAEVGLLSEHLTRYPHEFSGGQRQRIG 160
NTDB id 479 HSISS4 RS06980 WP 021143812.1 EKNDLIRRIQMIFQDPAASLNERATVDYILSEGLHNFHLYKDEEDRKAKIKKIIKEVGLLEEHLTRYPHEFSGGQRQRIG 160
NTDB id 328 STU RS16110 WP 002951426.1 EKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEFSGGQRQRIG 160
NTDB id 296 STER RS06910 WP 011681415.1 EKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEFSGGQRQRIG 160
consensus !*!*!!!*!!!!!!!!!!!!!!!!!!!!!*!*!!*!!*!*!*!!*!!*!!!****!!!!!*!!!!!!!!!!!!!!!!!!!

logo IARASLVMNQPEDFLVIADEP I SALDVSVRAQVLNLLKRKMFQAKEKLGLTYLF IAHDLSVVRF I SDR IAVIHYKGVTIVEVAETEELFYN
NTDB id 1137980 DQM42 RS01675 WP 111690642.1 IARALVMNPEFVIADEPISALDVSVRAQVLNLLKRMQAEKGLTYLFIAHDLSVVRFISDRIAVIHKGVIVEVAETEELFN 240
NTDB id 479 HSISS4 RS06980 WP 021143812.1 IARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETEELYN 240
NTDB id 328 STU RS16110 WP 002951426.1 IARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETEELYN 240
NTDB id 296 STER RS06910 WP 011681415.1 IARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETEELYN 240
consensus !!!*!!!*!**!!!!!!!!!!!!!!!!!!!!!!!**!*!*!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!*!

logo NP IHPYTQKSLLSAVP IPDP I LERQKKEVLVKVYHDPDNQHDYTSLVDKPSEMVE I
V
K
RPNGHFVWAGNQKATE I EKTYQRKELQSK

NTDB id 1137980 DQM42 RS01675 WP 111690642.1 NPIHPYTQSLLSAVPIPDPILERQKELVVYHPDQHDYTLDKPSMVEIKPNHFVWANQAEIEKYQKEL.. 307
NTDB id 479 HSISS4 RS06980 WP 021143812.1 NPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKAEIETYRKEQSK 309
NTDB id 328 STU RS16110 WP 002951426.1 NPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK 309
NTDB id 296 STER RS06910 WP 011681415.1 NPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK 309
consensus !!!!!!!*!!!!!!!!!!!!!!!*!*!*!!*!*!!!!**!!!*!!!**!*!!!!*!* !!!*!*!!***
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