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PDB header:hydrolase/hydrolase inhibitor
Chain: A: PDB Molecule:poly(adp-ribose) glycohydrolase;
PDBTitle: the x-ray crystal structure of poly(adp-ribose)
glycohydrolase bound2 to the inhibitor adp-hpd from
thermomonospora curvata

1 C3siiA_ Alignment

PDB header:hydrolase

Chain: L: PDB Molecule:poly adp-ribose glycohydrolase;
PDBTiItle: crystal structure of poly(adp-ribose) glycohydrolase (parg)
from?2 deinococcus radiodurans in complex with adp-ribose (p32)

2 c5zdel Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3siiA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a87e89407af0389e/c3siiA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5zdcL_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a87e89407af0389e/c5zdcL_.2.pdb

