
Hg    1 -----------------------------LIKAFHLLISLPMCASAALSAFAFLDDSEAE
At    1 ----------------------------------------MATHPEALRRERILNSKLYF
Lj    1 -----------------GPLLLLSPCDSLEPSLPMSSS-SSGTDALALARNRILSSKLYF
Mt    1 IPDNHHRVKSVYRWLCHYFIHPSPPLKYLHRATPMSSPPSCSAADDTLMRNRILSTKLYF
Ce    1 --------------------------------------MSSDKFKLDTLFDDNDEIIEPD
Gr    1 -----------------------------------------------EFLQKHSEMPNVG
Ts    1 ----------------------------------------PRVRGRRSVFKICEVLGIMS

Hg   32 IDWDERCPIVYSEDYNISFFGIEKCHPFDSNKWGNVFRFLIASGALVESAVLRPIEAKKE
At   21 DVPLSKVSIIYSSSYDISFMGIEKLHPFDSSKWGRVCKFLVSDGFLEEKAIVEPLEASKI
Lj   43 DVPPSKVPLIYSESYDISFLGIEKLHPFDSSKWGRICGFLVSFDVLDKKCIVEPLEASKD
Mt   61 DVPPSKVPLIYSDSYDISFLGIEKLHPFDSSKWGRICKFLISFGVLDKNRIVEPLEASKD
Ce   23 GADVKKRNVAYYYHKDVGHFHYGQLHPMKPQRLVVCNDLVVSYEMPKYMTVVESPKLDAA
Gr   14 VQDHYRKRVAYYYDSNVGNYYYGQGHVMKPHRIRMTHHLLLNYGIYRHLDVYRPFPASLE
Ts   21 RTDDSKKRVCYFYDPDIGNYMFSPNHDMKPIRVRMVHCLVYEYQLYRHVTIMEPHRATPD

Hg   92 HLLLVHSKKYLRSLNGRF----TLTRILEVGLVLLFPICLIDRRILRPMRIQTGGTVLAA
At   81 DLLVVHSENYLNSLKSSA----TVARITEVAPVAFFPNFLVQQKVLYPFRKQVGGTILAA
Lj  103 DLLVVHSESYLNSLKESS----NVATIIEVPPVALFPNCLVQNKVLFPFRKQVGGTILAV
Mt  121 DLLVVHSESYLNSLKESS----NVAKIIEVPPVALFPNCLVQRKVLFPFRKQVGGTILAA
Ce   83 DISVFHTEDYVNFLQTVTPKLGLTMPDDVLRQFNIGEDCPIFAGLWDYCTLYAGGSVEGA
Gr   74 DMTRFHSEDYMKFLRNATPEN-LRQFNKQMLKFNVGEDCPVFDGLFEFCQLSSGGSLAAA
Ts   81 EMKIFHDEDYIDMLRRAKPEH-MNCNLDALSYYNIGDDCPLFDGIFEYCQITTGGSIAGA

Hg  148 RVSLIR--GWAINIGGGFHHASEGKGGGFCVYADVTLAIKLLFANELIKSAMIVDVDAHQ
At  137 KLATER--GWAINIGGGFHHCTAERGGGFCAFADISLCIHFAFLRLRISRVMIIDLDAHQ
Lj  159 KLAKER--GWAINVGGGFHHCSAE------------------------------------
Mt  177 KLAKER--GWAINVGGGFHHCSAENGGGFCAYADISLCVHFAFVQLNISRVIIIDLDAH-
Ce  143 RRLNHKMNDIVINWPGGLHHAKKSEASGFCYVNDIVLGILELLK--YHKRVLYIDIDIHH
Gr  133 VKLNKQKAEIAINWMGGLHHAKKSEASGFCYTNDIVLGILELLK--YHKRVLYVDIDVHH
Ts  140 QSLNSGEYDIAINWAGGMHHAKWYKASGFCFVNDIVLAILQLLK--KHQRVLYVDIDCHM

Hg  206 GNGHETDFASDSRVYILDL-----------------------------------------
At  195 GNGHETDLGDDNRVYILDMYNPEIYPFDYRARRFIDQKVEVMSGTTTDEYLRKLDEALEV
Lj      ------------------------------------------------------------
Mt      ------------------------------------------------------------
Ce  201 GDGVQEAFNNSDRVMTVSFHRFG-QYFPGSGSIMDKGVGPGKYFAINVPLMAAIRDEPYL
Gr  191 GDGVEEAFYTTDRVMTVSVSQIPAIFFPGTGELKVIKFL--MNSFLG-------------
Ts  198 GMGVEEAFYTTDRVMTISFHKFG-NFFPGTGNYDSIGYGKGLHYAVNFPLH---------

Hg      ------------------------------------------------------------
At  255 ASRN---------FQPELVIYNAGTDILDGDPLGLLKISPDGITSRDEKVFRFAREKNIP
Lj      ------------------------------------------------------------
Mt      ------------------------------------------------------------
Ce  260 KLFESVISGVEENFNPEAIVLQCGSDSLCEDRLGQFALSFNAHARAVKYVKSLGKPLMVL
Gr      ------------------------------------------------------------
Ts      ------------------------------------------------------------

Hg      ------------------------------------------------------------
At  306 LVMLTSGGYMKSSARVIADSIENLSRQGLIQTRPE-------------------------
Lj      ------------------------------------------------------------
Mt      ------------------------------------------------------------
Ce  320 GGGGYTLRNVARCWALETGVILGLRMDDEIPGTSLYSHYFTPRLLRPNLVPKMNDANSAA
Gr      ------------------------------------------------------------
Ts      ------------------------------------------------------------

Hg      ------------------------------------------------------------
At      ------------------------------------------------------------
Lj      ------------------------------------------------------------
Mt      ------------------------------------------------------------
Ce  380 YLASIEKETLACLRMIRGAPSVQMQNIVGIRLDEIEQIEENERLQKSSKSSIEYEVGKVS
Gr      ------------------------------------------------------------
Ts      ------------------------------------------------------------


