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ObjectMolecule: Read crystal symmetry information.
Synmetry: Found & symmetry operators.
CmdLoad: "Z:/My Documents/pdb3b7e.ent" loaded as "pdb3bre".
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orient
center
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drag matrix
reset matrix

drag coordinates
clean

Ipreset
IFind
Ialign
generate

assign sec, struc,

rename object
duplicate obhject
delete obhject

hydrogens
remove waters
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PDB(Protein Data Bank) 774 LMD
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« HEADER:PDB . IDE{1#%4:&

e COMPND: 73 FIZBE9 5IEH

e SOURCE: 37 E

e KEYWD:F—T—F

o JRNL:ERINT=HE

* REMARK: 18 & TICRET HIFHGE




« SEQRES:HDZ I {F$R
o HET: EZERE (BLAFHRELTH=ZoNTLVEWLED,

WRDFR.AF2 BHEFIGE)
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e HELIX: anlJwyIR

e SHEET:Bv—k

 TURN:Z—Y
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