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Figure 7 
 

Ta  LRYKVIK-HPNLVTVKDMLEEPSLAG-----FRDDCIRNLFMLDSSKR-----FYLISALYDTEVNWKV  75 
Cn  IAHPDVISHAPVKGAAEWKAELT--LASANHATTPLTKTLLFKPKTAKSAVPTPVMVLAQENTETPSGA 123  
Um  IQTEKAVKHAAATSPESWRSAVADVASSLGLTSQNFTKTVVFKPKTAKTAAPTPVVLIAKDDSEYNTGA  81  
Pf  INFKEVK-HGLAATIKDLLEMNLE-------NSTNILKNLFLKDKKKN-----YFLICTLNNKTVDLKN  86  
Py  INYKEVK-HGKVNSIKEILDLNLE-------KSENVIKNLFLKDKKKN-----YFYLCVANWKKLDLKN  85  
Cp  INYSKFD-HDATPNMESMVEVLKEQ---AEKHNTDFAKNLLIKSKGNEG----LFFVLAHHETDTKMKN 111  
Pt  VADG-----------------------------TAYVKNLLYVDKKSN------YYLILANHTTQVGKL  42 
Sp  TDDLKLVEHQEVSNGATWASALQS---TKDVPSHALTKTIVLKPKTAKSQTVVPIILAALETTSTPSGI  80  
Sc  VNEKPPA-ESAVA-----------------------VKSLVFKPKTPKSATPVPIVVVALQSTTTPSAL  56  
Kl  IN----ASDDAVV-----------------------VKSLVFKPKTPKSQTPVPIVVVALHSTTTPSGL  53 
Cg  LSD—KPA-DAVA------------------------VKSLVFKPKTAKTATPVPIVVVALQSTNTPSPA  52 
Ag  LD----A-ECAAP-----------------------VKQLVFKPKVAKSAIAVPVVVVALQSTTTPVGV  52 
Dh  LATV—-SSESAVS-----------------------TKTLVFKPKTAKSATPVPVVVFALQSTQTPSPV  55 
Ca  LATV-ASPENGKALP---------------------TKSLIFKPKTAKTATPIPLFVFALQDTTTPSNL  58 
Ec  TPNAKTIAELVEQFN---------------LPIEKTVKTLL-V-KAVEGSS-FPQVALLVRGDHELNEV 307  
           K279 K284  
 
Ta  LRKGLNV--NKLHMGDENDMLSLLG--VGRGNLTPFSAMNDTEN-KVRVLFDIRLKS--K---V--DVV 132  
Cn  IGKLLEL--KELRLASEDLIKEVIPSAASKDDVSAFALS-NPVPETLHLLLDAELAKSEE------QHA 164  
Um  IAKHIGQ--KEMRLAAPEVLKEFLN--ATKDDVSALSITKDNASQ-LIAILDASLATSTD------HFA 139  
Pf  LSNILKT--NNLRFVDENNLNNILN--IQPGCLSPLAIKNDKEN-IVKLYFDEEIKN-------MQEVI 143  
Py  VSTQLKT--SNLRFVDDENLKNILN--VNPGSLTPFSIKSDKDN-IVKLYFDEDIKN-MD------EVI 142  
Cp  LGQIFGVSGNKLRLADEDVLNDTLK--VKRGCLTPLSLIFEK-SGGIQVYFDECLKD--------KKVF 169  
Pt  FWKTLGLSSGNIRLSKEEQIADALK--SSKGNVNPFAVANDTNNLVKNIIIDEELTKFQR-------LA 103  
Sp  AAKAVGS--KEARMAAADLVEEVFG--IPPTDVGIFSVNKENAS-KVHVVLDAALIQH-N---G--LLA 138  
Sc  IANATSS--KDPRLARDDLVKQAFQ--SESARAFILGDLANATS-NFHLLIDHELGTV-D---G--DTI 114  
Kl  IASVTST--KDPRLARDELFQSQFK--IQSGKEFHLGHLAQAEG-AFKLLLDQQLVAL-A---D--DTV 111 
Cg  IAHHSGL—-KDPRLARDELFQSFFK—-CETAKGFTLAYLTNAES-EFKLLIDNNLESV-A---P--ETL 110 
Ag  VAHASGS—-KDPRLARDELFQSHFG—-VETAKAFDLSHLEQAQH-GFQLLVDRELAAL-A---D--EAA 109 
Dh  IAKAAGV--KEPRLAKDDLVTEFFT--V-SAKEVSIANLHKDLAGKIKLVVDENITKA-S---D--DTV 113 
Ca  IAKSAGV--KEPRLAKDDLVEEFFK--T-TTKEVSIANLSKELAGKIKIVIDDNVLKA-AK--N--EEL 117 
Ec  KAEKLPQVASPLTFATEEEIRAVVKAGP--GSLGPVNMP-------IPVVIDRTVAAMSDFAAGANIDG 367  
                                  GXXXP         D350  
 
Ta AHPLSNDQSVVMKMEDML--KFLTQINHFPTFL-PLNDLDSTTHVNNID-KNSVNSNNTVNSVNTNEKNK 198  
Cn VHLTSSATTLLIKGSDIK-A-YLDSLV-EGEGVKIVDFA------------------------------- 200  
Um VHASSSEQTLFMTGAEIA--KYLQS---TGVKLEVIDFAKLKAEAATPAAKASAPSSSSASAPGST---- 200  
Pf IHPLHNYSSLYIKTQDVI--KFCES---FNHAPEYVQIKEDTTSKARVDKKED--VQEEMAKNE------ 200  
Py IHPMHNYSCIYVKTTDVI--KYCDL---HNHTPEFINLSDSKDTENQNIKRDDSNINEESSKD------- 200  
Cp VHPLTNTESFSIHINDIV--KFAES---CGKKVKWF---------------------------------- 200  
Pt LHPIENTTTIEISLDDLQN-KFLKA---INRQCKVIQLTDSAAKQELEQEKDQQNLQTLAITVKKSDFSE 168  
Sp FHPSSSAKTVFVSPAAVQ--TYLKS---VGVNPIIVDFSAPGSATAPSKPAAQKKKAEPSKNDAAIE--- 200  
Sc LQLN--D-STYMKKSDMM--KFLNN---FEDSQKVVDFSQEVSKETATEGKKQQKKQQPSKAGTAAAAAA 176  
Kl LQLN—-D-EKFVKKSDLIG-KYLNS---FEP--LEVDFSQVV-----EVAKKEASAPAPAKS-------A 160 
Cg LQLN—-D-ELSIKKSDLC--SFLSQ---FDQYKQIVDFSVEIK----KEAQPKQKKEKPAQT-------N 161 
Ag VGLS--G--VAVEKGALM--AYLQK---HGA--VEVDFAQEVQ-----AAAPKAKKGAAVVK------ES 158 
Dh LELSTASAKASISAKVLN--EYIAS---TGIEVVSVDFSAEQAAAPAADTS----KKDALK---KEKKDD 171 
Ca LKLSTQSSAAVLSAKTVV--EFLQS---TGIEIIEVDFSAEPTQAPASASPGGSGAAASSK---KEKQGR 179 
Ec KHYFGINWDRDVATPEVADIRNVVAGDPSPDGQGAGDPSPDGQGRLLIKRGIEVGHIFQLGTKYSEALKA 437  
    H369 
 


