
                                                                     *.*:. * ::::  .:************* ********************:**********...**.:* ***********:****:******:********.***:*: *****
gi|170784838|ref|NP_003005.2| ------------------------------MFLSILVALC-LWLHLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAILAIEQYEELVDVNCSAVLRFFLCAMYAPICTLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSW   119
gi|114612874|ref|XP_519048.2| ------------------------------MFLSILVALC-LWLHLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAILAIEQYEELVDVNCSAVLRFFLCAMYAPICTLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSW   119
gi|7710094|ref|NP_057896.1| ------------------------------MLRSILVALC-LWLRLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAILAIEQYEELVDVNCSSVLRFFLCAMYAPICTLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSW   119
gi|16758312|ref|NP_445996.1| ------------------------------MLLSILVALC-LCVRLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAILAIEQYEELVDVNCSSVLRFFLCAMYAPICTLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSW   119
gi|115495121|ref|NP_001069232.1| ------------------------------MLLSILTALC-LWLRLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAILAIEQYEELVDVNCSAVLRFFLCAMYAPICTLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSW   119
gi|73981695|ref|XP_540377.2| ------------------------------MQLAVLAALCCLGLRLALGVRGAPCEAVRIPMCRHMPWNITRMPNHLHHSTQENAVLAIEQYEELVDVNCSSLLRFFLCAMYAPICSLEFLHDPIKPCKSVCQRARDDCEPLMKMYNHSW   120
gi|118086184|ref|XP_418831.2| MAVGAAPDTECGRTQGRRLRRRLRRRRRRRRMLRALVAVS-LWLRVSPRAQGAPCEAVRIPMCRPMPWNITRMPNHLHHSTQENAVLAIEQYEELVGTGCSPVLPFFLCAMYAPICTLEFLYDPIKPCRSVCQRARDGCEPIMRRYNHSW   149
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  *:*****:********************: ..          : *    :*:  . :**:***.****:***:*****:****:*:*:*..***:****:**:*:**  **.::****:******** : * ********* ***:***:
gi|170784838|ref|NP_003005.2| PESLACDELPVYDRGVCISPEAIVTDLPEDVKWIDITPDMMVQERPLDVDCKRLSPDRCKCKKVKPTLATYLSKNYSYVIHAKIKAVQRSGCNEVTTVVDVKEIFKSSSPIPRTQVPLITNSSCQCPHILPHQDVLIMCYEWRSRMMLLE   269
gi|114612874|ref|XP_519048.2| PESLACDELPVYDRGVCISPEAIVTDLPEDVKWIDITPDMMVQERPLDVDCKRLSPDRCKCKKVKPTLATYLSKNYSYVIHAKIKAVQRSGCNEVTTVVDVKEIFKSSSPIPRTQVPLITNSSCQCPHILPHQDVLIMCYEWRSRMMLLE   269
gi|7710094|ref|NP_057896.1| PESLACDELPVYDRGVCISPEAIVTDLPEDVKWIDITPDMMVQERSFDADCKRLSPDRCKCKKVKPTLATYLSKNYSYVIHAKIKAVQRSGCNEVTTVVDVKEIFKSLSPIPRTQVPLITNSSCQCPHILPHQDVLIMCYEWRSRMMLLE   269
gi|16758312|ref|NP_445996.1| PESLACDELPVYDRGVCISPEAIVTDLPEDVKWIDITPDMMVQERSFDADCKHLSPDRCKCKKVKPTLATYLSKNYSYVIHAKIKAVQRSGCNEVTTVVDVKEIFKSSSPIPRTQVPLITNSSCQCPHILPXQDVLIMCYERRSRMMLLE   269
gi|115495121|ref|NP_001069232.1| PESLACDELPVYDRGVCISPEAIVTDLPDDVKWIDITPDMMVQERPLDIDCKRLSPDRCKCKKVKPTLATYLSKNYSYVIHAKIKAVQRSGCNEVTTVVDVKEIFKSSSPIPRTQVPLITNSSCQCPHILPHQDVLIMCYEWRSRMMLLE   269
gi|73981695|ref|XP_540377.2| PESLACDELPVYDRGVCISPEAIVTDLPDDVKWIDITPDMMVQERPLDVDCKRLSPDRCKCKKVKPTLATYLSKNYSYVIHAKIKAVQRSGCNEVTTVVDVKEIFKSLSPIPRTQVPLITNSSCQCPHILPHQDVLIMCYEWRSRMMLLE   270
gi|118086184|ref|XP_418831.2| PDSLACDDLPVYDRGVCISPEAIVTDLPEAAS----------NGR----ECRSRGQERCRCKKTKPTLSTYLAKNYSYIIHAKVKSVERGNCNEITTVVEVKDILKSSMPITQSQVPLLTNSSCQCPPLQPKQDVLIMCYEWRSRLMLLD   285
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  .******:***.:*  :**:**:** :** :.*:: *.*:.   **...*...: . .  :****  *:*.. * :: *:   
gi|170784838|ref|NP_003005.2| NCLVEKWRDQLSKRSIQWEERLQEQ-RRTVQDKKKTAGRTS---RSNPPKPKGKPPAPKPASPKKNIKTRSAQKRTNPKRV--   346
gi|114612874|ref|XP_519048.2| NCLVEKWRDQLSKRSIQWEERLQEQ-RRTVQDKKKTAGRTS---RSNPPKPKGKPPAPKPTSPKKNIKTRSAQKRTNPKRV--   346
gi|7710094|ref|NP_057896.1| NCLVEKWRDQLSRRSIQWEERLQEQ-QRTIQDKKQIASRTSRTSRSNPPKSKGRPPAPKPASPKKNIKARSAPKKSNLKKSAS   351
gi|16758312|ref|NP_445996.1| NCLVEKWRDQLSRRSTQWEERLQEQ-QRTTQDKKQIASRTS---RSNPPKPKGRSPASKPASPKKNIKARSAPKKSNPKKSTS   348
gi|115495121|ref|NP_001069232.1| NCLVEKWRDQLSKRSIQWEERLQEQ-QRTAQDKKRTAGRTS---RSNAPKPKGKPPAPKPASPKKNIKARSAPKSTNPKQA--   346
gi|73981695|ref|XP_540377.2| NCLVEKWRDQLSKRSIQWEERLREQ-RRTVQDKKRTAGRTS---RSNTPKPKGKPPAPKPASPKKTIKARSAQKRTNPKKV--   347
gi|118086184|ref|XP_418831.2| GCLVEKWKDQLNKRFKRWEQRLQEQKQRTARSKNQNAGRSG---RSGASKPSNKNTNTLVSSPKKATKTRNGQKETKAKKV--   363
                         .......310.......320.......330.......340.......350.......360.......370.......380...


