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NTDB id 77270 DR90 RS03050 WP 003670319.1 MSQTVNTTTQQTAPKKLVEVKDLEISFGEGKKRFVAVKNANFFINKGETFSLVGESGSGKTTIGRAIIGLNNITGGQIIYDGKVI 85
NTDB id 479 HSISS4 RS06980 WP 021143812.1 ............MPEKLVEVKDVEISFGEGSKKFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKI 73
NTDB id 328 STU RS16110 WP 002951426.1 ............MPEKLVEVKDVEISFGEGRKKFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKI 73
NTDB id 296 STER RS06910 WP 011681415.1 ............MPEKLVEVKNVEISFGEGRKKFVAVHNANFFINKGETFSLVGESGSGKTTIGRAIIGLNDTSNGEIIFDGKKI 73
consensus *!*!!!!!!**!!!!!!!*!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!****!*!!*!!!*!

logo

S
N
N
G
H
Q
YLSHPSKEDKANEDL ICRKR IQMI FQDPAASLNERATVNDYI ILSEGLHYNFKHLYKDDEAEDERLKAKIKKQEMIMIAKEVGLLPEEHLTRYPHEFSGGQRQR

NTDB id 77270 DR90 RS03050 WP 003670319.1 SNQ...PKDAELICKIQMIFQDPAASLNERATVNYIISEGLYNFKLYKDDADRLAKIKQMMAEVGLLPEHLTRYPHEFSGGQRQR 167
NTDB id 479 HSISS4 RS06980 WP 021143812.1 NGHLSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLHNFHLYKDEEDRKAKIKKIIKEVGLLEEHLTRYPHEFSGGQRQR 158
NTDB id 328 STU RS16110 WP 002951426.1 NGYLSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEFSGGQRQR 158
NTDB id 296 STER RS06910 WP 011681415.1 NGYLSHSEKNDLIRRIQMIFQDPAASLNERATVDYILSEGLYNFHLYKDEEERKAKIKEIIKEVGLLEEHLTRYPHEFSGGQRQR 158
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logo IG IARASLVMDQPEDFLVIADEP I SALDVSVRAQVLNLLKKMFQRKEKLHGLTYLF IAHDLSVVRF I SDR IAVIYKGVTIVE I
VAETEELFYKNNP I

NTDB id 77270 DR90 RS03050 WP 003670319.1 IGIARALVMDPEFVIADEPISALDVSVRAQVLNLLKKMQREKHLTYLFIAHDLSVVRFISDRIAVIYKGVIVEIAETEELFKNPI 252
NTDB id 479 HSISS4 RS06980 WP 021143812.1 IGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETEELYNNPI 243
NTDB id 328 STU RS16110 WP 002951426.1 IGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETEELYNNPI 243
NTDB id 296 STER RS06910 WP 011681415.1 IGIARSLVMQPDLVIADEPISALDVSVRAQVLNLLKKFQKELGLTYLFIAHDLSVVRFISDRIAVIYKGTIVEVAETEELYNNPI 243
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NTDB id 77270 DR90 RS03050 WP 003670319.1 HPYTKSLLSAVPIPDPILERKKQLIVYDPTQHDYSSDEPSMVEIKPNHFVWANKQELERYQQHISNQTVV 322
NTDB id 479 HSISS4 RS06980 WP 021143812.1 HPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKAEIETYRKEQSK.... 309
NTDB id 328 STU RS16110 WP 002951426.1 HPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK.... 309
NTDB id 296 STER RS06910 WP 011681415.1 HPYTKSLLSAVPIPDPILERKKVLKVYDPNQHDYSVDKPEMVEVRPGHFVWGNKTEIETYRKEQSK.... 309
consensus !!!!!!!!!!!!!!!!!!!!!!*!*!!!!*!!!!!*!*!*!!!**!*!!!!*!!*!*!*!****!*

X non conserved

X similar

X ≥ 50% conserved


