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gi|55633109|ref|XP_520531.1| QKELVSRCGEMLHIRYR------------------------------------------LLRQALAECLGTLILVMFGCGSVAQVVLSRGTHGGFLTINLAFGFAVTLGILIAGQVSGAHLNPAVTFAMCFLAREPWIKLPIYTLAQTLG   111
gi|121949813|ref|NP_057898.2| QKELMNRCGEMLHIRYR------------------------------------------LLRQALAECLGTLILVMFGCGSVAQVVLSRGTHGGFLTINLAFGFAVTLGILVAGQVSGAHLNPAVTFAMCFLAREPWIKLPIYALAQTLG   111
gi|13928980|ref|NP_113891.1| QKELMNRCGEMLHIRYR------------------------------------------LLRQALAECLGTLILVMFGCGSVAQVVLSRGTHGGFLTINLAFGFAVTLAILVAGQVSGAHLNPAVTFAMCFLAREPWIKLPIYTLAQTLG   111
gi|73971745|ref|XP_854596.1| QKELVSRCGEMLHIRYR------------------------------------------LLRQALAECLGTLILVMFGCGSVAQVVLSRGTHGGFLTINLAFGFAVTLGILVAGQVSGAHLNPAVTFAMCFLAREPWIKLPVYALAQTLG   111
gi|119331228|ref|NP_001073262.1| QKELVNRCGEMLHIRYR------------------------------------------LLRQALAECLGTLILVMFGCGSVAQVVLSRGTHGGFLTINLAFGFAVTLGILIAGQVSGAHLNPAVTFAMCFLAREPWIKLPVYTLAQTLG   111
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gi|55633109|ref|XP_520531.1| AFLGAGIVFGLYYDAIWHFGDNQ--LYVSGPNGTAGIFATYPSGHLDMINGFFDQFIGTASLIVCVLAIVDPYNNPVPRGLEAFTVGLVVLVIGTSMGFNSGYAVNPARDFGPRLFTALAGWGSAVFTTGQHWWWVPIVS-PLLGSIAGV   258
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gi|118103590|ref|XP_424500.2| AFLGAGIVFGLYHDAIWAFGSNH--LYVTGENATAGIFATYPSQHLNVVNGFFDQFIGTASLIVCVLAIVDPFNNPVPPGLEAFTVGFVVLVIGTSMGFYSGYAVNPARDFGPRLFTAIAGWGTEVFWTGKQWWWVPIVA-PFLGAIAGV   258
gi|145607890|ref|XP_001408145.1| AMVGAAIVYGNYKAAFDFFEGGEGIRTVVGENATAGVFCTYPAPFMTRTGMFFSEVVASAILMLVIYALVDNDAG----HLMPLALFFLIFGIGACFGWETGYAINLARDFGPRLVSYMIGYGDEVWSAGGYYFWIPMVA-PFFGCLLGG   310
gi|19113700|ref|NP_592788.1| AFFGGALAYGYHWSSITEFEGGK----DIRTPATGGCLYTNPKPYVTWRNAFFDEFIGTAVLVGCLFAILDDTNSPPTQGMTAFIVGLLIAAIGMALGYQTSFTLNPARDLGPRMFAWWIGYGPHSFHLYHWWWTWGAWGGTIGGGIAGG   545
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