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Supplementary Figure 1.



A Template Model
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Supplementary Figure 2.
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1 ----MKFKNVVLSILCIFVFALTACSSN-—-————-—-———-— TN--GKEEGS--GKLKVVTTYSIIYDMVKQIGGEKVEIHS-60

1 -—--M-KKLGTLLVLFLSAIILVACAS---—-————-—-————-—-——-— GKKDTTSGQKLKVVATNSIIADITKNIAGDKIDLHS-58
1 - MIRERICACVLALGMLTGF--=-==——=————— THAFGSKDAAADGKPLVVTTIGMIADAVKNIAQGDVHLKG-59
1 ----MLHKKTLLFAALSAALWGGATQAA-———————————————————————— DAAVVASLKPVGFIASAIADGVTETEV-51
1-MATSFASRGGLLASGLAIAFWLTGCGTAEVTTSNAPSEEVTAVTITEVQGETEEKKKVLTTFTVLADMVONVAGDKLVVES-80
1--———- MGKRMSLILGAFLSVFLLVACSS——-—-—-————-—-————-———— TGTKTAKSDKLKVVATNSIIADMTKAIAGDKIDLHS-59

61-LVPIGANPHEYDPLPKDVMKMTDADMVLYNGLNLEEGG-AWFKKLLKTANKSEKDAPVYKVSEGV---EAIYLETKGLE--135
59-IVPIGODPHEYEPLPEDVKKTSEADLIFYNGINLETGGNAWFTKLVENAKKTE-NKDYFAVSDGVDV---IYLEGONEK--133
60-LMGPGVDPHLYTATAGDVEWLGNADLILYNGLHLE-——--—-— TKMGEVFSKLRGSRLVVAVSETIPVSQRLSLE----E--127
52-LLPDGASEHDYSLRPSDVKRLONADLVVWVGPEME--—--AFMOKPVSKLPGAK--QVTIAQLEDVKPLLMKSIHGDDDDH-125
81-ITRIGAEIHGYEPTPSDIVKAQDADLILYNGMNLER----WFEQFLGNVKDVP----SVVLTEGIEPIP--IADGPYTD--149
60-IVPIGQDPHEYGPLPEDVEKTSNADVIFYNGINLEDGGQAWFTKLVKNAQKTK-NKDYFAVSDGIDV---IYLEGASEK--134

136-—=—=———————- KEPDPHAWMNIKNGILYAENVKKALIKEDPKNKEFYTKNADNYVAELQKLHDETVNRIHQIPEEKRFL-203
134---—=———————- GKEDPHAWLNLENGIIFAKNIAKQLSAKDPNNKEFYEKNLKEYTDKLDKLDKESKDKENKIPAEKKLI-201
128---—=———————— AEFDPHVWFDVKLWSYSVKAVYESLCKLLPGKTREFTQRYQAYQQQLDKLDAYVRRKAQSLPAERRVL-195
126-DHAEKSDEDHHHGDFNMHLWLSPEIARATAVATIHGKLVELMPQSRAKLDANLKDFEAQLASTETQVGNELA--PLKGKGY-203
150-—====-—=-——-—- KPNPHAWMSPRNALVYVENIRQAFVELDPDNAKYYNANAAVYSEQLKAIDRQLGADLEQVPANQRFL-216
135-—==————————- GKEDPHAWLNLENGIIYSKNIAKQLIAKDPKNKETYEKNLKAYVAKLEKLDKEAKSKFDAIAENKKLI-202

204-ISSEGAFKYFGKAYDIKTGYIWEINSENQGTPDQIRDVVSVIQTNKVPALFVETSVDRRSMETV-—-——— SKETNVPIAGT-278
202-VISEGAFKYFSKAYGVPSAYIWEINTEEEGTPEQIKTLVEKLRQTKVPSLFVESSVDDRPMKTV--——— SQDTNIPIYAQ-276
196-VTAHDAFGYFSRAYGFEVKGLQGVSTASEASAHDMOELAAFIAQRKLPAIFIESSIPHKNVEALRDAVQARGHVVQIGGE-275
204—FV?IDAYGYFEKQFGLTPLGHFTVNPEIQPGAQRLHEIRTQLVEQKATCVFAEPQFRPAVVESV ————— ARGTSVRMGT--277
217-VSCEGAFSYLARDYGMEEIYMWPINAEQQFTPKQVQTVIEEVKTNNVPTIFCESTVSDKGQKQV--—-— AQATGARFGGN-291
203-VTSEGCFKYFSKAYGVPSAYIWEINTEEEGTPDQISSLIEKLKVIKPSALFVESSVDRRPMETV--—-— SKDSGIPIYSE-277

279-IFTDSLGKSGEDGDTYLKMMKWNIDTIINGLOQK---——--— 311
277-IFTDSIAEQGKEGDSYYSMMKYNLDKIAEGLAK--—-——-—— 309
276-LFSDAMGDAGTSEGTYVGMVTHNIDTIVAALAR-——-——-—— 308
278---LDPLGTNIKLGKTSYSEFLSQLANQYASCLKGD-——--— 310
292-LYVDSLSTEEGPVPTFLDLLEYDARVITNGLLAGTNAQQ-330
278-IFTDSIAKKGKPGDSYYAMMKWNLDKISEGLAK-—-————— 310
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