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.FGV....RLVD.QEI...RLSEMSAQGTDEFMN.VRL.AKL..N.LVRLLGCCVY--EGEKI.I..YLENL..DSHLFDETR
.FGI....RLLD.KEI...RLSKMSSQGTDEFMN.VRL.AKL..I.LVRLLGCCVD--KGEKM.I..YLENL..DSHLFDQTR
.FGI....KLLD.QEM...RLSKTSVQGTDEFKN.VKL.ARL..I.LVRLLACCVD--AGEKM.I..YLENL..DSHLFDKSR
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G.L.VHESP.D
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D..T.TLILSL.GKEVDFIDRPKP.

T.SLVGSL.GKEVDFIDRPKP.

.T.TLVLSL.GKEVDFIDRPKP.

T.SSVGLM.GRETEAIPQPKS.
T.SAVGLM.AREAEVIPLPRS.
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H..T.SSVVWM.GSEATEIPQPKP.VYCLIASYYANNPSSSRQFDDDESW.VNKYTCSVIDA..
D..M.SSVVLM.GSETALIPQPKQ.GYCVSQSSLETYSSWSKLR-DDENW.VNQITMSIIDA..
D..V.SSVMVM.GSETTAIPQPKR.GFCIGRSPLEADSSSSTQR-DDEC-.VNQITLSVIDA.
GSESTTIPQPKA.GYCLERSLLDTDSSSSKQR-DDESW.VNQITVSVLDA.
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