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gi|56786138|ref|NP_000610.2| MKYTSYILAFQLCIVLGSLGCYCQDPYVKEAENLKKYFNAGHSDVADNGTLFLGILKNWKEESDRKIMQSQIVSFYFKLFKNFKDDQSIQKSVETIKEDMNVKFFNSNKKKRDDFEKLTNYSVTDLNVQRKAIHELIQVMAELSPAAKTG   150
gi|114645729|ref|XP_001151968.1| MKYTSYILAFQLCIVLGSLGCYCQDPYVKEAENLKKYFNAGHSDVADNGTLFLGILKNWKEESDRKIMQSQIVSFYFKLFKNFKDDQSIQKSVETIKEDMNVKFFNSNKKKRDDFEKLTNYSVTDLNVQRKAIHELIQVMAELSPAVKTG   150
gi|50978906|ref|NP_001003174.1| MNYTSYILAFQLCVILCSSGCNCQAMFFKEIENLKEYFNASNPDVSDGGSLFVDILKKWREESDKTIIQSQIVSFYLKLFDNFKDNQIIQRSMDTIKEDMLGKFLNSSTSKREDFLKLIQIPVNDLQVQRKAINELIKVMNDLSPRSNLR   150
gi|31982949|ref|NP_776511.1| MKYTSYFLALLLCGLLGFSGSYGQGQFFREIENLKEYFNASSPDVAKGGPLFSEILKNWKDESDKKIIQSQIVSFYFKLFENLKDNQVIQRSMDIIKQDMFQKFLNGSSEKLEDFKKLIQIPVDDLQIQRKAINELIKVMNDLSPKSNLR   150
gi|33468859|ref|NP_032363.1| MNATHCILALQLF-LMAVSGCYCHGTVIESLESLNNYFNSSGIDVEE-KSLFLDIWRNWQKDGDMKILQSQIISFYLRLFEVLKDNQAISNNISVIESHLITTFFSNSKAKKDAFMSIAKFEVNNPQVQRQAFNELIRVVHQLLPESSLR   150
gi|20302055|ref|NP_620235.1| MSATRRVLVLQLC-LMALSGCYCQGTLIESLESLKNYFNSSSMDAMEGKSLLLDIWRNWQKDGNTKILESQIISFYLRLFEVLKDNQAISNNISVIESHLITNFFSNSKAKKDAFMSIAKFEVNNPQIQHKAVNELIRVIHQLSPESSLR   150
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gi|56786138|ref|NP_000610.2| KRKRSQMLFRGRRASQ   166
gi|114645729|ref|XP_001151968.1| KRKRSQMLFRGRRASQ   166
gi|50978906|ref|NP_001003174.1| KRKRSQNLFRGRRASK   166
gi|31982949|ref|NP_776511.1| KRKRSQNLFRGRRAST   166
gi|33468859|ref|NP_032363.1| KRKRSRC---------   166
gi|20302055|ref|NP_620235.1| KRKRSRC---------   166
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