
logo MFKLF ILQTSNAPKQQYI
LFDQYLLTSPCSLLCDE IG I

TRKEQKYGSVLCQKSECWNEQLPWLKQSTIQRNQDQQS IVFLVVACHYQAYP IDNR I IQQFKYEQKLHHYQ
NTDB id 285505 CDG55 RS03030 WP 087536051.1 MFKLIQTSAKQIFDYLTPCSLCDIGIRKQYGVCQSCWNQLPWLKQSIQRNQQQIFVVCHYQYPIDRIIQQFKYEQKLHHQ 80
NTDB id 1042 H0N27 RS01930 WP 000472273.1 MFKFL..NPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
NTDB id 1071 ABD1 RS15375 WP 000472269.1 MFKFL..NPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
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logo

R
TLLEAGELVLQQLKLFPKVHQAIVPMP I STKDQRLVTERGFNQTSLLLAQNALLGSKSQLNKIP I

VWQP I
VQRLDNQEHSQKGLSR I

LERLFENI EQQFV
NTDB id 285505 CDG55 RS03030 WP 087536051.1 RLLEGLLQQLKLPKVHAIVPMPISTDRLVERGFNQTLLLAQALSKSLNIPIWQPIQRLDQHSQKGLSRIERLENIEQQFV 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
NTDB id 1071 ABD1 RS15375 WP 000472269.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
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logo AALPTPQNEHKNLRRYRKRVL IVIDDVVITTGSS ITHALSQVALQKQLGCQTQSVIYHSAI
SCLAAPAI

S
R
S
N
T
N
S
A
Y
SSLNFADTMESPRVE

NTDB id 285505 CDG55 RS03030 WP 087536051.1 AAPPNHLRYRKVLIVDDVVTTGSSITALSQVLQQLGCQQVYSICLAAPIRNNASSLNFADTMESPRVE 228
NTDB id 1042 H0N27 RS01930 WP 000472273.1 ALTQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY............... 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 ALTQENRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY............... 211
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X non conserved

X similar

X ≥ 50% conserved


