
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 305911 DV143 RS00600 WP 115435229.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI
T
E
G
K
N
D
NVVFSNVAQKNARLFSLKGRNSSTNSATNKL IP ITESLPDNIGNYQGNFFTQRVLSNSAL IVFQYGIDDLVDASADETTVVVSSCASAK

NTDB id 305911 DV143 RS00600 WP 115435229.1 CFNMSEHTEKNVVSNVAQKNRLFSLKGS...SANKLIPITESLDIGYQGFTQRLNALVFQYGIDDLDASAETVVVSSCSK 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!! !! !!!!!! !!!!! ***! !!!!!!!!!* ! !! ! ! !!*!!!!!!!*!!!!*! !!!!!

logo IASKPGKKQIPSTLEQENAKKSAELKQIQTNDSDKEKQNGNIATRQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAVKKI
V
K
N
K
RMDRI

VRY
NTDB id 305911 DV143 RS00600 WP 115435229.1 IAKPGKKISTLQEAKSALQITNDD.KQNGNITRQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLVKKINKMDIRY 236
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus ! !!!! !*!! !! ! ! ! !* !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!* *! *!!

logo IYLLVENPGTPPTNSPQYI
V
S
YGCPEDDEDAGKEEQTFKYTDGKTFDSSTNAVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNAT

NTDB id 305911 DV143 RS00600 WP 115435229.1 IYLLVENPGTPPTNSPQYIYGCPEDDDAGKEETFKYTGTFDSSTNAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDAT 316
NTDB id 1138 NGFG RS02430 WP 003694978.1 IY................VSGCPEDEDAGKEEQFKYTDKFDSS...VTPAGVEVLLDSGSDAKIAASSDNIIYAYRINAT 301
consensus !!***************** !!!!!*!!!!!! !!!! !!!!***!!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!

logo I RGGNVCANRTL
NTDB id 305911 DV143 RS00600 WP 115435229.1 IRGGNVCANRTL 328
NTDB id 1138 NGFG RS02430 WP 003694978.1 IRGGNVCANRTL 313
consensus !!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


