Sequence atignnent of DUFI023 protoins (Pfan database accession nurber: PFOSZ59) and roprosentative @ hyorolases. (carbowylestarase and fungal 1ipsso fanities of @ hydrolases in SCOP database). Esch sequenc 15 1dentifiod by NGB gene. identification (gF) nurbor. The g1 runbors. of sequences with known structure are undorined. ncharged

residues 3t dosinantly nydrophobic positions are sarked in yellow axd swall residies (6. A, 5. T, C. £) at sites containing rostly small resicues are shadowed in gray. The corserved catalytic residues 5, © and K are highlightsd xith bokd shite fetter in black backaround. The resides possibly forming oxyanicn hole are sarked in bold red letter. The

diaarans of tre secondary structure lenents for the to wf hydrolase far

5 aro shon balow the corrosponding sequences. The diagrars aro drawn according €0 e Structures of Poudononas fuorescens carboxylestorase (PIC, POS: 1aur, chain &, G113028710) and Fhizorucor miohal fungal Hipaso (PrL, POSE Stal. g3 |404918): blue cylinders and yellow arrovs

reprasent u-hetlcas and [-strands, respectively: f-halrpins S1-54 In PIC and the short u-hallx K2 functloning s *HHd In ReL are atso shasn
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