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label

auth

group PDB>ATOM</PDBx:group PDB>

type_ symbol>N</PDBx:type symbols>

label atom id>N</PDBx:label atom id>
label comp_ id>THR</PDBx:label comp id>
asym id>A</PDBx:label asym id>
label entity id>1</PDBx:label entity id>
label seq id>1</PDBx:label_ seqg_id»>
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Cartn_y>14.099</PDBx:Cartn_y>
:Cartn_z>3.625</PDBx:Cartn_z>
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comp 1d>THR</PDBx:auth comp_ id>

:auth_asym id>A</PDBx:auth asym id>

auth _atom id>N</PDBx:auth atom_ id>

pdbx PDB model num>1</PDBx:pdbx PDB model num>

[ (b) ZV 555k @) |
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