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NTDB id 1122019 EL147 RS07140 WP 007892581.1 MTEEGKKLVELKNVSLIFNKGKKNEVKAIDNISFDIYEGEVFGLVGESGSGKTTVGRAILKLYDINEGDIIFNGKTISNL 80
NTDB id 479 HSISS4 RS06980 WP 021143812.1 ...MPEKLVEVKDVEISFGEGSKKF.VAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGH 76
NTDB id 296 STER RS06910 WP 011681415.1 ...MPEKLVEVKNVEISFGEGRKKF.VAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGY 76
NTDB id 328 STU RS16110 WP 002951426.1 ...MPEKLVEVKDVEISFGEGRKKF.VAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKINGY 76
consensus ***!!!!*! !***!**!*!** *!**!**!*!**!!*!*!!!!!!!!!!!*!!!!**!*!***!*!!!*!!*!***
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NTDB id 1122019 EL147 RS07140 WP 007892581.1 .KGKDLHEFRKDAQMIFQDPQASLNGRMKIRDIVAEGLDIHKLSPNKAEREERVQELLERVGLNRDHVTRYPHEFSGGQR 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 IARASLAVVMKQPKDFL IV IADEP I SALDVS IVQRAQVVLNLMLQKRKLFQEKERLGLTYLF IAHDLSMVVKRYF I SDR IGAVMIHYW
KGKTMI LVE I

V
G
A
T
E
S
T
D
E

NTDB id 1122019 EL147 RS07140 WP 007892581.1 QRIGIARALAVKPKFIIADEPISALDVSIQAQVVNLMQRLQEERGLTYLFIAHDLSMVKYISDRIGVMHWGKMLEIGTSD 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 1122019 EL147 RS07140 WP 007892581.1 DVYNNPIHPYTRSLLSAIPEPDPDIERQRVAEIYDPSIEM.DGQERHMHEITPGHFVLSTEAEAEAYRAQQRK 311
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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