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Detailed template

information

# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
Fold:MFS general substrate transporter

1 dipwda_ Alignment 14 Superfamily:MFS general substrate transporter
Family:Glycerol-3-phosphate transporter
PDB header:membrane protein

5 Chain: A: PDB Molecule:multidrug resistance protein d;

z c29fph, Alignment 13 ppBTitle: structure of the multidrug transporter emrd from2
escherichia coli
PDB header:transport protein

. Chain: A: PDB Molecule:|-fucose-proton symporter;

e €307pA, Alignment 12 ppprTitle: crystal structure of the e.coli fucose:proton symporter,
fucp (n162a)

Fold:MFS general substrate transporter

4 dlpv7a_ Alignment 10 Superfamily:MFS general substrate transporter
Family:LacY-like proton/sugar symporter
PDB header:transport protein

. Chain: C: PDB Molecule:proton/peptide symporter family protein;

2 c2xutC_ Alignment 15 ppaTitle: crystal structure of a proton dependent oligopeptide

(pot)2 family transporter.
PDB header:transport protein
hain: A: PDB Mol le:ammonium tran rter family rh-lik

6 3bOyA_ Gl 11 groatelzin' olecule:ammonium transporter family ike
PDBTitle: crystal structure of the nitrosomonas europaea rh protein
PDB header:oxidoreductase

7 c3rkoN . 9 Chain: N: PDB Molecule:nadh-quinone oxidoreductase subunit n;

s Alignment PDBTitle: crystal structure of the membrane domain of respiratory
complex i from2 e. coli at 3.0 angstrom resolution
PDB header:membrane protein, transport protein
Chain: D: PDB Molecule:pts system, cellobiose-specificiic
. component;

8  c3angb Alignment 21 ppBTitle: crystal structure of the transporter chbc, the iic
component from the2 n,n'-diacetylchitobiose-specific
phosphotransferase system

— PDB header:antimicrobial protein
. Chain: A: PDB Molecule:antimicrobial peptide latarcin 2a;

9 c2q9A Alignment PDBT nmr structure of a novel antimicrobial peptide, latarcin
2a,2 from spider (lachesana tarabaevi) venom
PDB header:transferase

- Chain: B: PDB Molecule:cgmp-dependent protein kinase 1, alpha
10 clzxaB_ Alignment 12 isozyme;
PDBTitle: solution structure of the coiled-coil domain of cgmp-2
dependent protein kinase ia
I PDB header:membrane protein, transport protein
11 c3hd6A_ Alignment 14 Chain: A: PDB Molecule:ammonium transporter rh type c;

PDBTitle: crystal structure of the human rhesus glycoprotein rhcg



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pw4a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/d1pw4a_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2gfpA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c2gfpA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3o7pA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c3o7pA_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pv7a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/d1pv7a_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2xutC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c2xutC_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3b9yA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c3b9yA_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3rkoN_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c3rkoN_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3qnqD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c3qnqD_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2g9pA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c2g9pA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1zxaB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c1zxaB_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hd6A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c3hd6A_.11.pdb

PDB header:lipid transport
Chain: A: PDB Molecule:apoa-i peptide;

12 clodrA_ Alignment
13 clodgA_ Alignment -
14  clodpA_ Alignment -
15 dlvkzal Alignment o
16 dirhla2 _Alignment

22 PDBTitle: peptide of human apoa-i residues 166-185. nmr, 5
structures2 at ph 6.0, 37 degrees celsius and peptide:dpc mole
ratio3 of 1:40
PDB header:lipid transport
Chain: A: PDB Molecule:apoa-i peptide;

22 PDBTitle: peptide of human apoa-i residues 166-185. nmr, 5
structures2 at ph 3.7, 37 degrees celsius and peptide:sds mole
ratio3 of 1:40
PDB header:lipid transport
Chain: A: PDB Molecule:apoa-i peptide;

22 PDBTitle: peptide of human apoa-i residues 166-185. nmr, 5
structures2 at ph 6.6, 37 degrees celsius and peptide:sds mole
ratio3 of 1:40
Fold:Barrel-sandwich hybrid

13 Superfamily:Rudiment single hybrid motif
Family:BC C-terminal domain-like
Fold:Toxins' membrane translocation domains

13 Superfamily:Colicin

Family:Colicin



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1odrA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c1odrA_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1odqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c1odqA_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1odpA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c1odpA_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vkza1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/d1vkza1.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1rh1a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/d1rh1a2.16.pdb

PDB header:cell adhesion

Chain: B: PDB Molecule:integrin beta-3;

PDBTitle: platelet integrin alfaiib-beta3 transmembrane-
cytoplasmic2 heterocomplex

17  c2kncB_ Alignment 13



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2kncB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/13dfd6e42c9d4900/c2kncB_.17.pdb

