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Detailed template
information

# Template Alignment Coverage 3D Model Confidence % i.d. Template Information

Fold:Sama2622-like
1 d2pv4al Alignment Superfamily:Sama2622-like
Family:Sama2622-like

Fold:DNA/RNA-binding 3-helical bundle

2 d1k78a2 Alignment Superfamily:Homeodomain-like

Family:Paired domain

PDB header:transferase

Chain: A: PDB Molecule:aminoglycoside phosphotransferase;
3 c3csvA_ Alignment PDBTitle: crystal structure of a putative aminoglycoside

phosphotransferase2 (yp_614837.1) fromsilicibacter sp. tm1040 at
2.15 a resolution



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2pv4a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/eca9cc539067a6e9/d2pv4a1.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1k78a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/eca9cc539067a6e9/d1k78a2.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3csvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/eca9cc539067a6e9/c3csvA_.3.pdb

