
logo

MKNNWIYPVICL I SLNSLMLGGQSWLTWSLLLLAFVKL I SLRQTQITIMTIGLC
M
L
P
C
V
L
Y
G
RGRFWI SYHSVTQPQQPVAQYFK

NTDB id 188416 A4W81 RS05560 WP 337962200.1 .....................................................MPCLRGRFWISYHSVTQPQQPVAQYFK 27
NTDB id 614 LCA RS05330 WP 011374769.1 MKNNWIYPVICLISLNSLMLGGQSWLTWSLLLLAFVKLISLRQTQITIMTIGLCLVYGGRFWISYHSVTQPQQPVAQYFK 80
consensus ******************************************************** !!!!!!!!!!!!!!!!!!!!!!

logo VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRRWQQVRHPVLFYGEKDFKR IQGATNQNEFDYARFLAQQKRC
NTDB id 188416 A4W81 RS05560 WP 337962200.1 VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRRWQQVRHPVLFYGEKDFKRIQGATNQNEFDYARFLAQQKRC 107
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logo FYQLTLAKKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHLGI IHLLSLSGLH
NTDB id 188416 A4W81 RS05560 WP 337962200.1 FYQLTLAKKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHLGIIHLLSLSGLH 187
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logo VFYLVQVIRWCATYCR IPRERWLNCMLFGLLPVYALLVGGTTS I SRAIAL I LSRLLCKQLGIRQSRLDSWSLVLLVNLFWQ
NTDB id 188416 A4W81 RS05560 WP 337962200.1 VFYLVQVIRWCATYCRIPREWLNCMLFGLLPVYALLVGGTTSISRAIALILSRLLCKQLGIRQSRLDSWSLVLLVNLFWQ 267
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logo PYLLHSMGGI LSYLMAFAL IY IGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTP IYLP IVLGLAVIVASVMLP
NTDB id 188416 A4W81 RS05560 WP 337962200.1 PYLLHSMGGILSYLMAFALIYIGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTPIYLPIVLGLVIVASVMLP 347
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NTDB id 188416 A4W81 RS05560 WP 337962200.1 VSNLVVNGCEWLLQLIYKGLGLVVQIPHAMITFGKIPLLPLLLIVTVSLLLIDGQAISNQWRKRLKRTLVSLYLASFLAI 427
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logo HFNPTGRVVMFDIGQGDSLL IQTPFNRHQLL IDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA
NTDB id 188416 A4W81 RS05560 WP 337962200.1 HFNPTGRVVMFDIGQGDSLLIQTPFNRHQLLIDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA 507
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logo DHIGDLNQI LKQIRVDR I ICAAGLPQNRQFQRQIRPFLATVQI EPYLAGAAFKVGSQKFNVLAPTKPGKGENSDSLVLQA
NTDB id 188416 A4W81 RS05560 WP 337962200.1 DHIGDLNQILKQIRVDRIICAAGLPQNRQFQRQIRPFLATVQIEPYLAGAAFKVGSQKFNVLAPTKPGKGENSDSLVLQA 587
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logo QIGGATSWLFTGDLEQEGERAI I ERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGAL I STGRENRYGHPHQETLTTLQA
NTDB id 188416 A4W81 RS05560 WP 337962200.1 QIGGTSWLFTGDLEQEGERAIIERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGALISTGRENRYGHPHQETLTTLQA 667
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logo AKVPYWLTAQQGCMLTWAYGPGQSEKLQTTIKDSEK
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