
logo

MTEN
M
R
P
K
EKLVEVKDNVSELIVSFNGKEGKSRSKNEKVFKVAI

V
D
HNVASNFDF IYNEKGEVTFGSLVGESGSGKTTIGRAI LIKGLYNDI

T
N
S
D
NGE IDI FEDGQKTKVI SNSGHLY

NTDB id 1137567 DQL21 RS01490 WP 018030757.1 MTENRKKLVEVKNVSLVFNKGKSNEVKAIDNVSFDIYEGEVFGLVGESGSGKTTIGRAILKLYDINDGEIDFEGQTVSSL 80
NTDB id 479 HSISS4 RS06980 WP 021143812.1 ...MPEKLVEVKDVEISFGEGSK.KFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGH 76
NTDB id 296 STER RS06910 WP 011681415.1 ...MPEKLVEVKNVEISFGEGRK.KFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGY 76
NTDB id 328 STU RS16110 WP 002951426.1 ...MPEKLVEVKDVEISFGEGRK.KFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGY 76
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NTDB id 1137567 DQL21 RS01490 WP 018030757.1 .KGKELFEFRKDAQMIFQDPQASLDGRMKIRDIVAEGLDVHGLALTSKDRDEKVEELLELVGLNKDHLTRYPHEFSGGQR 159
NTDB id 479 HSISS4 RS06980 WP 021143812.1 LSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLHNFHLYKDEEDRKAKIKKIIKEVGLLEEHLTRYPHEFSGGQR 156
NTDB id 296 STER RS06910 WP 011681415.1 LSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEFSGGQR 156
NTDB id 328 STU RS16110 WP 002951426.1 LSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEFSGGQR 156
consensus ****!********!!!!!!!*!!!**!*****!**!!!****!******!**!*******!!!***!!!!!!!!!!!!!!

logo QRIG IARASLAVVMEQPKDFL IV IADEP I SALDVS IVQRAQVVLKNLMLQKQKLFQAKDEQLGLTYLF IAHDLSMVVKRYF I SDR IGAVMIHYW
KGKTLI LVEVGASESTDE

NTDB id 1137567 DQL21 RS01490 WP 018030757.1 QRIGIARALAVEPKFIIADEPISALDVSIQAQVVKLMQQLQADQGLTYLFIAHDLSMVKYISDRIGVMHWGKLLEVGSSD 239
NTDB id 479 HSISS4 RS06980 WP 021143812.1 QRIGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETE 236
NTDB id 296 STER RS06910 WP 011681415.1 QRIGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETE 236
NTDB id 328 STU RS16110 WP 002951426.1 QRIGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETE 236
consensus !!!!!!!*!***!***!!!!!!!!!!!!**!!!**!****!***!!!!!!!!!!!!*!**!!!!!*!***!***!!****
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NTDB id 1137567 DQL21 RS01490 WP 018030757.1 DVYHHPIHPYTKSLLSAIPEPDPEIERRRVPLVYDPSMEQDG.QERSMHEITPGHFVLSTEEEAEGYKKELS. 310
NTDB id 479 HSISS4 RS06980 WP 021143812.1 ELYNNPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKAEIETYRKEQSK 309
NTDB id 296 STER RS06910 WP 011681415.1 ELYNNPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK 309
NTDB id 328 STU RS16110 WP 002951426.1 ELYNNPIHPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK 309
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