
                                 ** *  * **     * :* * .*:*: * .. .* ****: ********::  *: . *:::* :.*:*.:*:**::*** .  * :*:*.**  :***:  .* *  . .  :.***** ** * : ***** .*::**  . ::*::
gi|4505865|ref|NP_002650.1| MGHPPLLPLL-LLLHTCVPASWGLRCMQCKTNGDCRVEECALGQDLCRTTIVRLWEEGEELELVEKSCTHSEKTNRTLSYRTGLKITSLTEVVCGLDLCNQGNSG-RAVTYS--RSRYLECISCGSSDMSCERGRHQSLQCRSPEEQCLD   150
gi|57113947|ref|NP_001009031.1| MGHPPLLPLL-LLLHTCVPASWGLRCMQCKTNGDCRVEECALGQDLCRTTIVRMWEEGEELELVEKSCTHSEKTNRTLSYRTGLKITSLTEVVCGLDLCNQGNSG-RAVTYS--RSRYLECISCGSSNMSCERGRHQSLQCRNPEEQCLD   150
gi|73948230|ref|XP_533652.2| MGHPLLLPLLGLLLQTCVPVSWSLQCMLCGTTGKCQVEECTPGQDLCRTTIMRIWEDGDELEVVERGCTHPEKSNRTMSYRTGMKIITLTEAVCGTNLCNKPTSG-RVSPFPRTRSRYLECVSCGSSDLSCERGLDQSLQCRSPTEQCVE   150
gi|27806067|ref|NP_776848.1| MGQPLLLLLL---VYTYIPGSWGLRCLQCENTTSCSVEECTPGQDLCRTTVLSVWEGGNEMNVVRKGCTHPDKTNRSMSYRAADQIITLSETVCRSDLCNKPNPG-RDATVS--RNRYLECASCSSTDLSCERGWDQTMQCLKSRDQCVD   150
gi|7242179|ref|NP_035243.1| MGLPRRLLLLLLLATTCVPASQGLQCMQCESNQSCLVEECALGQDLCRTTVLREWQDDRELEVVTRGCAHSEKTNRTMSYRMGSMIISLTETVCATNLCNRPRPGARGRAFP--QGRYLECASCTSLDQSCERGREQSLQCRYPTEHCIE   150
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gi|4505865|ref|NP_002650.1| VVTHWIQEGEEGRPKDDRHLRGCGYLPGCPGSNGFHNNDTFHFLKCCNTTKCNEGPILELENLPQNGRQCYSCKGNSTHGCSSEETFLIDCRGPMNQCLVATGTHEPKNQSYMVRGCATASMCQHAHLGDAFSMN-HIDVSCCTKSGCNH   300
gi|57113947|ref|NP_001009031.1| VVTHWIQEGEEGRPKDDRHLRGCGYLPGCPGSNGFHNNDTFHFLKCCNTTKCNEGPILELENLPQNGRQCYSCKGNSTHGCSSEETFLIDCRGPMNQCLVATGTHEPKNQSYMVRGCATASMCQHAHLGDAFSMN-HIDVSCCTKSGCNH   300
gi|73948230|ref|XP_533652.2| VVTHR---GLEDSPRDEHHTRGCGNLPGCPGPTGFHNNHTFHFLQCCNTTKCNAGPVLELQNLPLNGLQCFGCEGNSTHGCSSEETSLIACRGPMNQCLDATGTNGLGNPSYTVRGCATPSWCQSLHVAEAFSMT-HLNVSCCTGNSCNH   300
gi|27806067|ref|NP_776848.1| VITHR---SLKENPGDERHIRGCGILPGCPGPTGFHNNHTFHFLRCCNTTKCNAGSVLELQNLPPNGLQCYSCEGNGAHRCSSEETFLIDCRGPMNQCLEATGTKGLRNPSYTIRGCAAPSWCQSLHVAEAFDLT-HVNVSCCTGSGCNH   300
gi|7242179|ref|NP_035243.1| VVTLQ---STERSLKDEDYTRGCGSLPGCPGTAGFHSNQTFHFLKCCNYTHCNGGPVLDLQSFPPNGFQCYSCEGNNTLGCSSEEASLINCRGPMNQCLVATGLDVLGNRSYTVRGCATASWCQGSHVADSFPTHLNVSVSCCHGSGCNS   300
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gi|4505865|ref|NP_002650.1| PDLDVQYRSGAAPQPGPAHLSLTITLLMTARLWGGTLLWT   340
gi|57113947|ref|NP_001009031.1| PDLDVQYRSGAAPQPGPAHLSLTITLLMTARLWGGTLLWT   340
gi|73948230|ref|XP_533652.2| PILDHQPRIGSAPRPGPAHLSLTVTLLLTARLWGGTLLWT   340
gi|27806067|ref|NP_776848.1| PARDDQPGKGGAPKTSPAHLSFFVSLLLTARLWGATLLCT   340
gi|7242179|ref|NP_035243.1| PT-------GGAPRPGPAQLSLIASLLLTLGLWG-VLLWT   340
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