
logo MRAERLRLSEEQGQRI LRLYHLYRLTIGLVLVLL I SSELEDQVLKLVHPELFHVGSWCYLVFNI LVALFLPPSRQLLP I F
NTDB id 978974 AACL51 RS00425 WP 031632693.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIF 80
NTDB id 1472 PAKAF RS23995 WP 016253893.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I LALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANI LLRGR IGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG
NTDB id 978974 AACL51 RS00425 WP 031632693.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
NTDB id 1472 PAKAF RS23995 WP 016253893.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNAL I LQRMRTGI LVVDSRQAI LLANQAALGLLRQDDVQGASLG
NTDB id 978974 AACL51 RS00425 WP 031632693.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
NTDB id 1472 PAKAF RS23995 WP 016253893.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSF I SLNREDDQHVL I FLEDI SQIAQQAQQMKLAGLGRLTAGIAHE
NTDB id 978974 AACL51 RS00425 WP 031632693.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
NTDB id 1472 PAKAF RS23995 WP 016253893.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I RNPLGAI SHAAQLLQESEELDAPDRRLTQI IQDQSKRMNLVI ENVLQLSRRRQAEPQQLDLKAEWLQRFVDEYPGRLRND
NTDB id 978974 AACL51 RS00425 WP 031632693.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKAWLQRFVDEYPGRLRND 400
NTDB id 1472 PAKAF RS23995 WP 016253893.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRND 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!

logo

S
TELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLE I

V IDDGPGVPADKLNNLFEP
NTDB id 978974 AACL51 RS00425 WP 031632693.1 TELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEVIDDGPGVPADKLNNLFEP 480
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEP 480
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!

logo FFTTESKGTGLGLYLSRELCESNQAR IDYRNREEGGGCFR ITFAHPRKLS
NTDB id 978974 AACL51 RS00425 WP 031632693.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
NTDB id 1472 PAKAF RS23995 WP 016253893.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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