015728 4 PXVEEDITIG.[2] .KAGRIVMELFNDIVEXKTAENFRCLCTGE. [ 6] .YRGCGFHRVIKDEMIQGGDETRHNGTGG E. histolytica
LRQG45%¢ 11 PIVEFDVSIG. [2] .EVGRMKIELFADIVEXTAENFRQFCTGE. [ 9] . YRGCTEHRVIKDEMIQGGDEVNGDGTGI 87 Zebrafish
NP_610224 17 PVNEFDIAVG. [2] .EIGRMIFELFADTVERTAENFRQFCTGE. [ 9] .YRKGASFHRVIKDEMIQGGDEVQGDGTGV 93 Fruit fly
B53522 179 PRVEFDISID. FELFADVVEKTAENFRALCTGE. [11] . YKEGCPFHRIIPQFMCQGGDETRMNGTGG 257 T. gondii
AAR1177% 4 PRVEFDVTEN. {ELRGDVVEKXKTAENFRALCTGE. [ 4] . YKGSPFHRVIPSEMCQGGRETRQNGTGG 75 C. farreri
AAC05639 4 PIVEEDITAD. EMELYADDVEXTAENFRALCTGE. [11] . FRGSTEFHRVIPNEMCQGGDETRGNGTGG 82 €. reinhardtii
ERR42521 7 DXVFEDITIG. [2].PLGRITMGLFGSIVEKTAENFKKLCTGE. [ 4] .YREGSTFHRVIPKFMIQGGDETNHENGEGG 78 G. lamblia
12K4 2 4 PTVEFDIAVD. [2] .PLGRVSFELFADKVEXTAENERALSTGE. [ 4] .YRGSCFHRIIPGFMCQGGDETRENGTGG 75 Human
CRET76450 12 PLVFEDITLG. [2] . PLGRITFELFKDVVERTAENFRQFCTGE. [10] . YKEGSKFHRIIPNEMCOGGDELNGDGTGS 8% N.
015729 78 KSIYGTKEADEAFTVKH. [1] . XPGMLSMANAGENTNGSQEFITTVPCPWLDGKHVVEGOVVEGYDVVKMIENN 147
BRQG459¢ 88 CSIYRGPEADENFRMKH. [1] . GPGLLSMANSGPGINGCQFFITCTKCDWLDGKHVVEGKVVDGLLVMRKIENV 157
NP_610224 94 . [1] . SEGLLSMANSGKETINGCQFFITCAKCNFLDGREVVEGRVLDGLLIMRKIENV 163
B53522 258 . [1] .EPFLLSMANAGPNTNGSQFFITTVPCPWLDGKHEVVEGKVVAGQEVVKMMERE 327

76 . [1] . GEGVLSMANAGENTINGSQFFLCTARTEWLDGREVVEGSVVEGMDVVKKIESY 145

83 . [1] . GPGVLSMANAGPNTNGSQFFLCTVETAWLDGRHVVEGKVCKEGMDVVKKVEGY 152

79 GCLSMANAGPNTNGSQEFLTVADTAWLDGKEVVEGRVLDGMDVVKAIETT 147

76 . [1] .GPGILSMANAGPNINGSQFFICTAKTEWLDGREVVEGKVKEGMNIVEAMERE 145

90 . [1] . TEGLLSMANAGENINGSQEFITTVPT PELDGRKEVVEGKVVDEMDVVKKMENT 160
01572% 148 .[7].PKKAVVIADCG 165 E. histolytica
RRQ94566 138 .[7].PKLPIVVSQEG 175 Zebrafish
NP 610224 164 .[7].PKLPVTISQEG 181 Fruit fly
B53522 328 .[€].PKCRVEISSCG 344 T. gondii
AAR11779 146 .[€].TSEKIIVADCG 162 C. fa
AAC05639 153 .[€] .TRATFRIADCA 16% C. re
EAR42921 148 .[7].PVEKVVIRDCG 165 G. lambl
12K4 2 146 .[€] .TSKKITIADEG 162 Human
CRAE76450 161 .[9].PNLDVVIRQCG 180 N. crassa

Figure S3. Sequence alignment for the most similar members of the PPIAse
CyP-type and the 18 kDa CyP from Entamoeba histolytica. All proteins are
identified with NCBI Accession number, and the alignment was carried out in CDD
data base °. Amino acids in the active site are in yellow boxes and conserved
residues are in gray boxes.



