
*: .
Cr43 MDDDAPKAAPKAGRRAARTANTWGDDSAAPPEPQKGGFGLDSG----FGGGGGSPRGNAFGAEDSAPPKH 66
Vc43 MDDDGRRAAPKAGRRAARNANSWGDESTSPPEVHKGGFGLDVG----FGEGLSTAHPSQQGGCNDEDASR 66
Gg43 MEAE-RERAEG---PRRPGVPRMGRRARQDVFSGESLS-------------------------------- 34
Ss43 MDDN-LQLGDS---GVVKNVAKLGRRARLAAEQTSSLEES----------------------------RH 38
Hs43 MEDL-LDLDEELRYSLATSRAKMGRRAQQESAQAENHLN------------------------------- 38
Mm43 MDDL-LDLGEERRRSSATSGAKMGRRAHQESTQAENYLN------------------------------- 38
Xt43 MEDV-LDLGEA---PSRRSGVKMGRRARASQENQQE---------------------------------- 32
Bf43 MDGEELDWTTE----NKPREVRTGRRARAAPAFTLEDSAGGIDDDDIGNDIGGGSSVRDIHASWIMPHSF 66
Ph43 MDFKKLRKSSS--KKFMKGGLSFFLSPRDDS--------------------------------------- 29

* : :
Cr43 VASTNFAPSGDDEPAPAPSRQRTGDASGDRPS-RGGAPPSRPPPAEILGEDSKKFVGVSRRKQEQLARGD 135
Vc43 PGPIPPPPS--DEDACVPSRGRTVEVSGERLSGQRTNAPSKPAPTELLGEDSKKFVGLSRRKQEQLARGD 134
Gg43 -RKNSSSASTGEEPPPKPPR-RQGGWAVDPVLAPTKSGKK-------HAEEVED----HRLRQQSQE--- 88
Ss43 VRKSSSSTSMGEVPPPKPAR-RQGGWAEETSGS-AKSGRRPA-----VVEDVED----RRLRPQTPQ--- 94
Hs43 -GKNSSLTLTGETSSAKLPRCRQGGWAGDSVKA-SNGTQT-------GKQQLDLNACYHKTHHRNLGL-- 97
Mm43 -SKNSSLTQTGEAPPPKPPR-RQGGWADDSMKM-AKLGKK-------VSEEMED----HRLRQQNL---- 90
Xt43 -TADASRNQPGREGPPKPLR--QGGWADDSSGP-SKSTKR-------MTEDVED----SRLKQQSLD--- 84
Bf43 IGSYDNARRDQSPGPPRPSR-RQGGWADDTGKE-----KK-----------------SARLRSDSPPR-- 111
Ph43 --KESNVGASGSHTDLMFSRKKISEWNIENVKP------------------------DNKSDTEDN---- 69

:::: * * .. : * : * * : *: * : .
Cr43 DIDLSLLTAVLCSSEQVAEAEDPWDPDIVLTEVASAINAEREKAEGGEAPDDMGGMRDEQGMPMPIKL 272
Vc43 DIDLSLLTGVLCSSDQVQELDEPWDPDIVLTEVASAINTEREKAEGG---DGASGEETSFGKEDIVK- 267
Gg43 EVDLKLLTKVLAPEHELREDDVCWDWDHLFTEVSSELVTEWDVGQSE--------REDHLSVP----- 201
Ss43 EIDLKLLTKVLAPEQEVREEDVGWDWDRLFTEVSSELLTEWDQGEKE--------EQVPLPVL----- 207
Hs43 EIDLKLLTKVLAPEHEVREDDVGWDWDHLFTEVSSEVLTEWDPLQTE--------KEDPAGQARHT-- 213
Mm43 EIDLKLLTKVLAPEHEVREDDVGWDWDHLYTEVSSELLTEWDLLRAE--------KEDPVGPSRYI-- 206
Xt43 DIDLKLLTKVLSPEPEVREENVQWDWDLLFTEVSSELITEWDVGKME--------KEDMLKPSPLVS- 201
Bf43 EIDLKPLAKCLSAETDVLEEDKPWDWDRLFTEVTSELQVEWEAERPK--------EEDEPLPMQG--- 226
Ph43 EVNFRLLIKLLHPESYLNEPDVAWTRDGLLYELFSKINGRKLSD------------------------ 170

.* **.::: :.: :* .* : :.: .:*: * :: :
Cr43 DEVSRKNLKYETLTAGVDGIMEIPELEEEGREDLSNIVAEAPKVRTNKVQGMEELEED-MHYKLPAMDDR 204
Vc43 DDVSRKNLKYEALTAGFDGIMDIPELEDEGREDLSNVVAAAPKIRTNKVQGMEELEED-MHFKLPAMDDR 203
Gg43 ------------VSSEGGDIPVIPDLEEVQEEDLAMQVAAPPSVQVNRVLTYHDLDKDLMKYAAFQTLDG 146
Ss43 ------------GSDDEGDIPVIPDLDEVQEEDLTMQVAAPPSIQVNRVMTYRDLDNDLMKYSAFQTLDG 152
Hs43 ------------ASLEEADIPIIPDLEEVQEEDFVLQVAAPPSIQIKRVMTYRDLDNDLMKYSAIQTLDG 155
Mm43 ------------MGSDDDDIPVIPDLEDVQEEDFVLQVASPPSIQVNRVMTYRDLDNDLMKYSAFQTLDG 148
Xt43 ------------ESDEGEDIPVIPDLEDVQEEDLALQVASPPSVQVNRVLTYKDLDNDLMRHAAFQTLDG 142
Bf43 ------------RDDSDEDIPVIPDLDDVQEEDMATQIAAPPSLQVNKIATYRELDTDLFKQAAFLILDD 169
Ph43 ------------KKDYIDDIPVIPSIDDLCDDGLTYEIAKAPLVGVKNIATYKDLENDILQHSAFANFE- 126
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