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                                  *:      .:**  :*::* :**:  :* *:: ..********.*** ********:******.* :****:*:**:: : :********:**:*.****: :*:** ******.:*:.:****:**  :.******** *********:
gi|27894319|ref|NP_776214.1| MEICRGLRSHLIT-LLLFLFHSETICRPSGRKSSKMQAFRIWDVNQKTFYLRNNQLVAGYLQGPNVNLEEKIDVVPIEPHALFLGIHGGKMCLSCVKSGDETRLQLEAVNITDLSENRKQDKRFAFIRSDSGPTTSFESAACPGWFLCTA   149
gi|114579655|ref|XP_001147954.1| MEICRGLRSHLIT-LLLFLFHSETVCRPSGRKSSKMQAFRIWDVNQKTFYLRNNQLVAGYLQGPNVNLEEKIDVVPIEPHALFLGIHGGKMCLSCVKSGDETRLQLEAVNITDLSENRKQDKRFTFIRSDSGPTTSFESAACPGWFLCTA   149
gi|27805939|ref|NP_776782.1| MDIY--IHGYLIC-LLLFLFRSETACHPLGKRRCEMQAFRIWDVNQKIFYLRNNQLVAGYLQGPNTKLEEKIDVVPIEPHTMFLGIHGGKLCLACVKSGDEIKLKLEAVNITDLNQNREQDKRFAFIRFDNGPTTSFESAACPGWFLCTS   147
gi|50978786|ref|NP_001003096.1| METCRCPLSYLIS-FLLFLSHSETACRPLGKRPCRMQAFRIWDVNQKTFYLRNNQLVAGYLQGSNTKLEEKLDVVPVEPHAVFLGIHGGKLCLACVKSGDETRLQLEAVNITDLSKNKDQDKRFTFILSDSGPTTSFESAACPGWFLCTA   149
gi|89257344|ref|NP_001034790.1| MEICWGPYSHLISLLLILLFHSEAACRPSGKRPCKMQAFRIWDTNQKTFYLRNNQLIAGYLQGPNIKLEEKIDMVPIDLHSVFLGIHGGKLCLSCAKSGDDIKLQLEEVNITDLSKNKEEDKRFTFIRSEKGPTTSFESAACPGWFLCTT   150
gi|11559964|ref|NP_071530.1| MEICRGPYSHLISLLLILLFRSESAGHPAGKRPCKMQAFRIWDTNQKTFYLRNNQLIAGYLQGPNTKLEEKIDMVPIDFRNVFLGIHGGKLCLSCVKSGDDTKLQLEEVNITDLNKNKEEDKRFTFIRSETGPTTSFESLACPGWFLCTT   150
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                                  :***:**.*** * *   *******:: 
gi|27894319|ref|NP_776214.1| MEADQPVSLTNMPDEGVMVTKFYFQEDE   177
gi|114579655|ref|XP_001147954.1| MEADQPVSLTNMPDEGVMVTKFYFQEDE   177
gi|27805939|ref|NP_776782.1| LEADQPVGLTNMPTEALKVTKFYFQQD-   174
gi|50978786|ref|NP_001003096.1| LEADRPVSLTNRPEEAMMVTKFYFQKE-   176
gi|89257344|ref|NP_001034790.1| LEADRPVSLTNTPEEPLIVTKFYFQEDQ   178
gi|11559964|ref|NP_071530.1| LEADHPVSLTNTPKEPCTVTKFYFQEDQ   178
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