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Template Information

Fold:Tetracyclin repressor-like, C-terminal domain

1 d2fd5a2 Alignment 8 Superfamily:Tetracyclin repressor-like, C-terminal domain
Family:Tetracyclin repressor-like, C-terminal domain
Fold:Type |Il secretion system domain

2 dlz21lal Alignment 38 Superfamily:Type |Il secretion system domain
Family:YopR Core
PDB header:protein binding

— Chain: G: PDB Molecule:sigma-e factor negative regulatory

B clyfnG_ Alignment protein;
PDBTitle: versatile modes of peptide recognition by the aaa+
adaptor2 protein sspb- the crystal structure of a sspb-rsea complex

— PDB header:viral protein
4 clemzA_ T Chain: A: PDB Molecule:envelope glycoprotein el;

PDBTitle: solution structure of fragment (350-370) of the2
transmembrane domain of hepatitis ¢ envelope glycoprotein3 el
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