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LPTSFDPRDGSKWPACKDSLNHVRDQGSCGSCWAFGAAEAMTDRICIASNGONNFYLSAEDLTSCCDSCG
cttcoc hhheeccttcccchhhhhhhhhhhhheeeettcccceeechhhhhhheectt
MGCEGGYPSAAWDYFQSTGLVTGGDWNSNQGCYPYQLQACDHHVTGKYQPCGDIQPTPACANSCQNNATW
‘hhhhhhhhtttc CCCEECET! ECECECC! aloqals]
SSDKHFGASSYSVGTDQQSIMTEIYTNGPVEASYDVYADFVSYKSGVYQHVTGDY LGGHAVKIIGWGVDG
ceeee hhhhhhhhhttccceeeeeehhhhheeccceeeecc ceeeeeeeccct
STPYWIVANSWNNDWGNNGEFFNILRGSDECGIEDGIVAGI PKVSSKKH
tcceeeeeccccttttttteeeeecccccttecchheeet
Sequence length : 258
SOPMA :
Alpha helix (Hh) : 47 is 18.22%
Extended strand (Ee) : 45 is 17.44%
Beta turn (Bt 2 25 1is 9.69%
Random coil (Ce) : 141 is 54.65%

Fig. S1. Secondary structure prediction of the Cathepsin B from Hordeum vulgare sequence by

SOPMA.
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Fig. S 2. The topology of cathepsin B from Hordeum vulgare structure given by PDBsum.
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Fig. S 3. Ramchandran plot analysis of Cathepsin B from Hordeum vulgare.



