
logo MKNNWIYPVICL I SLNSLMLGGQSWLTWSLLLLAFVKL I SLRQTQITIMTIGLCLVYGGRFWI SYHSVTQPQQPVAQYFK
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 MKNNWIYPVICLISLNSLMLGGQSWLTWSLLLLAFVKLISLRQTQITIMTIGLCLVYGGRFWISYHSVTQPQQPVAQYFK 80
NTDB id 614 LCA RS05330 WP 011374769.1 MKNNWIYPVICLISLNSLMLGGQSWLTWSLLLLAFVKLISLRQTQITIMTIGLCLVYGGRFWISYHSVTQPQQPVAQYFK 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRRWQQVRHPVLFYGEKDFKR IQGATNQNEFDYARFLAQQKRC
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRRWQQVRHPVLFYGEKDFKRIQGATNQNEFDYARFLAQQKRC 160
NTDB id 614 LCA RS05330 WP 011374769.1 VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRRWQQVRHPVLFYGEKDFKRIQGATNQNEFDYARFLAQQKRC 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FYQLTLAKKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHLGI IHLLSLSGLH
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 FYQLTLAKKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHLGIIHLLSLSGLH 240
NTDB id 614 LCA RS05330 WP 011374769.1 FYQLTLAKKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHLGIIHLLSLSGLH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VFYLVQVIRWCATYCR IPRERWLNCMLFGLLPVYALLVGGTTS I SRAIAL I LSRLLCKQLGIRQSRLDSWSLVLLVNLFWQ
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 VFYLVQVIRWCATYCRIPREWLNCMLFGLLPVYALLVGGTTSISRAIALILSRLLCKQLGIRQSRLDSWSLVLLVNLFWQ 320
NTDB id 614 LCA RS05330 WP 011374769.1 VFYLVQVIRWCATYCRIPRERLNCMLFGLLPVYALLVGGTTSISRAIALILSRLLCKQLGIRQSRLDSWSLVLLVNLFWQ 320
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PYLLHSMGGI LSYLMAFAL IY IGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTP IYLP IVLGLAVIVASVMLP
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 PYLLHSMGGILSYLMAFALIYIGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTPIYLPIVLGLVIVASVMLP 400
NTDB id 614 LCA RS05330 WP 011374769.1 PYLLHSMGGILSYLMAFALIYIGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTPIYLPIVLGLAIVASVMLP 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo VSNLVVNGCEWLLQL IYKGLGLVAVQIPHAMITFGKIPLLPLLL IVTVSLLL IDGQAI SNQWRKRLKRTLVSLYLASFLAI
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 VSNLVVNGCEWLLQLIYKGLGLVAQIPHAMITFGKIPLLPLLLIVTVSLLLIDGQAISNQWRKRLKRTLVSLYLASFLAI 480
NTDB id 614 LCA RS05330 WP 011374769.1 VSNLVVNGCEWLLQLIYKGLGLVVQIPHAMITFGKIPLLPLLLIVTVSLLLIDGQAISNQWRKRLKRTLVSLYLASFLAI 480
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HFNPTGRVVMFDIGQGDSLL IQTPFNRHQLL IDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 HFNPTGRVVMFDIGQGDSLLIQTPFNRHQLLIDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA 560
NTDB id 614 LCA RS05330 WP 011374769.1 HFNPTGRVVMFDIGQGDSLLIQTPFNRHQLLIDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo DHIGDLNQI LKQIRVDR I ICAAGLPQNRQFQRQIRPFLATVQI EPYLAGAAFKVGSQKFNVLAPTKPGKGENSDSLVLQA
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 DHIGDLNQILKQIRVDRIICAAGLPQNRQFQRQIRPFLATVQIEPYLAGAAFKVGSQKFNVLAPTKPGKGENSDSLVLQA 640
NTDB id 614 LCA RS05330 WP 011374769.1 DHIGDLNQILKQIRVDRIICAAGLPQNRQFQRQIRPFLATVQIEPYLAGAAFKVGSQKFNVLAPTKPGKGENSDSLVLQA 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QIGGASWLFTGDLEQEGERAI I ERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGAL I STGRENRYGHPHQETLTTLQA
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 QIGGASWLFTGDLEQEGERAIIERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGALISTGRENRYGHPHQETLTTLQA 720
NTDB id 614 LCA RS05330 WP 011374769.1 QIGGASWLFTGDLEQEGERAIIERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGALISTGRENRYGHPHQETLTTLQA 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AKVPYWLTAQQGMLTWAYGPGQSEKLQTTIKDSEK
NTDB id 1166136 AB3213 RS05455 WP 099947352.1 AKVPYWLTAQQGMLTWAYGPGQSEKLQTTIKDSEK 755
NTDB id 614 LCA RS05330 WP 011374769.1 AKVPYWLTAQQGMLTWAYGPGQSEKLQTTIKDSEK 755
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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