
                                    :   :  *  . *.* :        :         *: *. *.   * .*** *  *: . .  : *** : :  .: :* *.: ..  :   :    .   *    *:*.::  : **** * ** * :    :: **  ::* ***
gi|6679239|ref|NP_032824.1| --MWVRQVPWSFTWAVLQLSWQSGWLLEVPNGPWRSLTFYPAWLTVSEGANATFTC--SLSNWSEDLMLNWNRLSPSNQTEKQAAFCNGLSQPVQDARFQIIQLPNRHDFHMNILDTRRNDSGIYLCGAISLHPKAKIEESPGAELVVTE   146
gi|62655427|ref|XP_237422.3| --MWVQQVPWSFTWAVLQLSWQSGWLLEVLNKPWRPLTFSPTWLTVSEGANATFTC--SFSNWSEDLKLNWYRLSPSNQTEKQAAFCNGYSQPVRDARFQIVQLPNGHDFHMNILDARRNDSGIYLCGAISLPPKAQIKESPGAELVVTE   146
gi|73994347|ref|XP_543338.2| --MGSRRGPWPLVWAVLQLGWWPGWLLDSPDRPWSPLTFSPAQLTVQEGENATFTC--SLADIPDSFVLNWYRLSPRNQTDKLAAFQEDRIEPGRDRRFRVMRLPNGRDFHMSIVAARLNDSGIYLCGAIYLPPNTQINESPRAELSVTE   146
gi|134085948|ref|NP_001076975.1| --MGTPRALWPLVWAVLQLGCWPGWLLEASSRPWSALTFSPPRLVVPEGANATFTC--SFSSKPERFVLNWYRKSPSNQMDKLAAFPEDRSQPSRDRRFRVTPLPDGQQFNMSIVAAQRNDSGVYFCGAIYLPPRTQINESHSAELMVTE   146
gi|167857792|ref|NP_005009.2| --MQIPQAPWPVVWAVLQLGWRPGWFLDSPDRPWNPPTFSPALLVVTEGDNATFTC--SFSNTSESFVLNWYRMSPSNQTDKLAAFPEDRSQPGQDCRFRVTQLPNGRDFHMSVVRARRNDSGTYLCGAISLAPKAQIKESLRAELRVTE   146
gi|118095138|ref|XP_422723.2| MALGTSRTMWDSTEAALVVLCVLLLCCNPPLAGCHQVTLFPATLTRPAGSSATFICNISMENSSLEFNLNWYQKTNNSNPQKIAGIIRNIPQKKMEKYRLFNNTP---VFKMEILNLHQNDSGFYYCGLITFSRSDKVVESSHSQLVVTE   147
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gi|6679239|ref|NP_032824.1| RILETSTRYPSPSPKPEGRFQGMVIGIMSALVGIPVLLLLAWALAVFCSTSMSEARGAGSKDDTLKEEPSAAPVPSVAYEELDFQGREKTPELPTACV--HTEYATIVFTEGLGASAMGRRGSADGLQGPRPPRHEDGHCSWPL   288
gi|62655427|ref|XP_237422.3| RILETPTRYPRPSPKPEGQFQGLVIVIMSVLVGIPVLLLLAWALAAFCSTGMSEAREAGRKEDPPKEAHAAAPVPSVAYEELDFQGREKTPE-PAPCV--HTEYATIVFTEGLDASAIGRRGSADGPQGPRPPRHEDGHCSWPL   287
gi|73994347|ref|XP_543338.2| RTLEPPTQSPSPPPRLSGQLQGLVIGVTSVLVGVLLLLLLTWVLAAVFPRATRASVGERTLGTPMKEGPDAAPVFTLDYGELDFQWREKTPEPPAPCAPEQTEYATIVFPGRP--ASPGRRASASSLQGAQPPSPEDGPGLWPL   288
gi|134085948|ref|NP_001076975.1| AVLEPPTEPPSPQPRPEGQMQSLVIGVTSVLLGVLLLPPLIWVLAAVFLRATRGGCARRSQDQPPKEGCPSVPAVTVDYGELDFQWREKTPEPAAPCVPEQTEYATIVFPGR--------RASADSPQGPWPLRTEDGHCSWPL   282
gi|167857792|ref|NP_005009.2| RRAEVPTAHPSPSPRPAGQFQTLVVGVVGGLLGSLVL--LVWVLAVICSRAARGTIGARRTGQPLKEDPSAVPVFSVDYGELDFQWREKTPEPPVPCVPEQTEYATIVFPSGMGTSSPARRGSADGPRSAQPLRPEDGHCSWPL   288
gi|118095138|ref|XP_422723.2| APEKTNTID-EPSEEESSPPDHIKAVLLGTLLLAGVIVLLLFGYIIINNRRADVQKPS-SGNTLAEVKPPVVPVPTVDYGVLEFQRDPHSQVPLETCPAEQTEYATIVFPEEKPITPERGKRHKDERTWQLPSQPC--------   281
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