
                                                                                                                            .             *: * *  ** ** * :***:*:**.* ** :::*:.: *::.*: 
gi|110625965|ref|NP_082755.1| --------------------------------------------------------------------------MGEAEVGGTGAPGDKGPGEAAPSPAEETVVWSPEVEVCLFHAMLGHKPVGVNRHFHMICIRDKFSQNIGRQVPSKV    76
gi|109469357|ref|XP_001074536.1| MEKRVESFLTGCLKEVHKTVPGNIKEEASLRCACADPGTRRSRALRVRALHTKCACAEPVVAFLAPGARRSPAAMGEAEVGGTGAPGDKGPGEAAPSPAEETVVWSPEVEVCLFHAMLGHKPVGVNRHFHMICIRDKFSQNIGRQVPSKV   150
gi|8922764|ref|NP_060740.1| --------------------------------------------------------------------------MGEAEVGGGGAAGDKGPGEAATSPAEETVVWSPEVEVCLFHAMLGHKPVGVNRHFHMICIRDKFSQNIGRQVPSKV    76
gi|119905592|ref|XP_873377.2| --------------------------------------------------------------------------MGEAEVGGGGAAGDKGPGEAATSPAEETVVWSPEVEVCLFHAMLGHKPVGVNRHFHMICIRDKFSQNIGRQVPSKV    76
gi|118100688|ref|XP_417408.2| --------------------------------------------MGEAEGGAAAAVEKPPLPAAGPG-TAAAVAAAAAAVAAAAAAAASAP-EPGVPAEEAVVVWSPEVEVCLFHAMLGHKPVGVNRHFHMICIRDKFSQNIGRQISSKV   104
gi|41152249|ref|NP_957030.1| --------------------------------------------------------------------------MGEAET----VPSDEKPAETGVCTAEESIVWSQEVEVCLFHAMLGHKPVGVNRHFHMICIRDKFSQNIGRQVSSKV    72
gi|19921846|ref|NP_610417.1| --------------------------------------------------------------------------------MMAKDKGLAVAGTAAPLPAALDHEWSAEEELQLFHAMEGLRPVGINKHFYMSCIVQRLSKSLNREMPSEL    70
gi|158300208|ref|XP_320195.4| --------------------------------------------------------------------------------FIAIDTVAMMAAVREKQELEQNLEWTAEEEAQLFLAMDGVKPVGINRHFFMACIVERLSRSLQREISSEA    70
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gi|110625965|ref|NP_082755.1| IWDHLSTMYDMQALHESEI-LPFPNPERNFVLPDEIIQEVREGKVVIEEEMKEEMKEDVDP----HSGADDVFSSSGSLGKALEK-SSKDKEKNSSDLGCKEGA-DKRKRSRVTDK-----VLTANSNPSSPSAAKRRRT   204
gi|109469357|ref|XP_001074536.1| IWDHLSTMYDMQALHESEI-LPFPNPERNFVLPDEIIQEVREGKVVIEEEMKEEMKEDVDP----HSGADDVFSSSGSLGKALEK-SSKDKEKNSSDLGCKEGA-DKRKRSRVTDK-----VLTANSNPSSPSAAKRRRT   278
gi|8922764|ref|NP_060740.1| IWDHLSTMYDMQALHESEI-LPFPNPERNFVLPEEIIQEVREGKVMIEEEMKEEMKEDVDP----HNGADDVFSSSGSLGKASEK-SSKDKEKNSSDLGCKEGA-DKRKRSRVTDK-----VLTANSNPSSPSAAKRRRT   204
gi|119905592|ref|XP_873377.2| IWDHLSTMYDMQALHESEI-LPFPNPERNFILPEEIIQEVREGKVIIEEEMKEEMKEDVDP----HNGADDVFSSSGSLGKATEK-SSKDKEKNNSDLGSKEGP-DKRKRSRVTDK-----VLTANSNPSSPSAAKRRRT   204
gi|118100688|ref|XP_417408.2| IWDHLSTMYDMQALHESEI-LPFPNIEKNFILPDELIQEVREGKVMIEEEVKEEIKEEMET----HTGPEEVFAPSGSLGKTTEKPSSKEKEKTSSDSGSKEGS-DKRKRNRVTEK-----VLNANSNPSSPSAAKRRRT   233
gi|41152249|ref|NP_957030.1| IWDHLSTMYDMQALHESEI-LPFPNSEKSFVLPEEIIQDVKEGKVGSEDDVKEEFKEESDPPATHEEGSNSSVKTSERSSSGREKERAEKGASGESGSGMKESTGEKRKRSRAVEK-----VMNS-SNPSSPGGAKRRRT   205
gi|19921846|ref|NP_610417.1| IWRHLGTMYKLKELDDLES-LPFPNEEREFSLPEQDY-GTLQTKKTVEVHANEEAAEAQSAPPTAETNGKAPPATKTPVPTNSTKDGDKKP-VAKPQEQLPKRP-AKRTRGSMSNE-----SISPSTTPPPVQSNKRRRI   201
gi|158300208|ref|XP_320195.4| VWSHLRTLYNLKALDELEPPVPFVSDESEFCLPESEFSAAIAKRRQEDAERAAKTPVPSSARQDAKDGDKDDKDVKDRGETGSSKMKPKNSDNAGNHDSGPKRS-QKRTRGSLSTEPGHSNASSPANTPPNGPSTKRRRI   209
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