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NTDB id 50782 SMULJ23 RS08690 WP 014678247.1 MTENRKKLIEVKNVSLTFNKGKANQVKAIDNVSFDIYEGEVFGLVGESGSGKTTIGRAILKLYNIDKGEIDKGEIDFEGE 80
NTDB id 479 HSISS4 RS06980 WP 021143812.1 ...MPEKLVEVKDVEISFGEGSKK.FVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGE.....IIFDGK 71
NTDB id 296 STER RS06910 WP 011681415.1 ...MPEKLVEVKNVEISFGEGRKK.FVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGE.....IIFDGK 71
NTDB id 328 STU RS16110 WP 002951426.1 ...MPEKLVEVKDVEISFGEGRKK.FVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGE.....IIFDGK 71
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T
KI SNKGHLYLKSGHKSSELKFNNDFLRIKRKRAIQMI FQDPQAASLNSERMAKTVRDDYI ILASEGLDHYVNHFKHLVYKNDKEAEDERDKAKVIQKDKELI LIDKLEVGLNLKEDEHLTRYPHEF

NTDB id 50782 SMULJ23 RS08690 WP 014678247.1 TISKL.KGKSLFNFRKKAQMIFQDPQASLNSRMKVRDIIAEGLDVHKLVKNKADRDAKVQDLLDLVGLNKDHLTRYPHEF 159
NTDB id 479 HSISS4 RS06980 WP 021143812.1 KINGHLSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLHNFHLYKDEEDRKAKIKKIIKEVGLLEEHLTRYPHEF 151
NTDB id 296 STER RS06910 WP 011681415.1 KINGYLSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEF 151
NTDB id 328 STU RS16110 WP 002951426.1 KINGYLSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEF 151
consensus *!****************!!!!!!!*!!!!*!**!**!**!!!****!*!****!*!!*******!!!***!!!!!!!!!

logo SGGQRQRIG IARASLAVVMEQPKDFL IV IADEP I SALDVS IVQRAQVVLNLMLQKKLFQHKEQLGLTYLF IAHDLSMVVKRYF I SDR IGAVMIHYW
KGKTIVE

NTDB id 50782 SMULJ23 RS08690 WP 014678247.1 SGGQRQRIGIARALAVEPKFIIADEPISALDVSIQAQVVNLMQKLQHEQGLTYLFIAHDLSMVKYISDRIGVMHWGKIVE 239
NTDB id 479 HSISS4 RS06980 WP 021143812.1 SGGQRQRIGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVE 231
NTDB id 296 STER RS06910 WP 011681415.1 SGGQRQRIGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVE 231
NTDB id 328 STU RS16110 WP 002951426.1 SGGQRQRIGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVE 231
consensus !!!!!!!!!!!!*!***!***!!!!!!!!!!!!**!!!*!!**!*!*!*!!!!!!!!!!!!*!**!!!!!*!***!*!!!
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NTDB id 50782 SMULJ23 RS08690 WP 014678247.1 IGTSDEVYHHPIHPYTQSLLSAVPEPDPVLERQRIHKVYDPVDE.LDGQEREMREITPGHFVLATEEEAKAYKKK... 313
NTDB id 479 HSISS4 RS06980 WP 021143812.1 VAETEELYNNPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKAEIETYRKEQSK 309
NTDB id 296 STER RS06910 WP 011681415.1 VAETEELYNNPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK 309
NTDB id 328 STU RS16110 WP 002951426.1 VAETEELYNNPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK 309
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