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Detailed template

information

# Template Alignment Coverage 3D Model Confidence
1 c3giaA_ Alignment

2 c3lrcC_ Alignment

3 c2jInA_ Alignment

4 C2Xxq2A_ Alignment

5 c3dh4A_ Alignment

6 d2a65al Alignment

7 c2w8aC_ Alignment

8 c3hfxA_ Alignment

9 c2kncA_ Alignment

10 clujlA_ — Alignment

11 c2p8zS_ Alignment_

% i.d. Template Information
PDB header:transport protein
19 Chain: A: PDB Molecule:uncharacterized protein mj0609;
PDBTitle: crystal structure of apct transporter
PDB header:transport protein
18 Chain: C: PDB Molecule:arginine/agmatine antiporter;
PDBTitle: structure of e. coli adic (p1)
PDB header:membrane protein
11 Chain: A: PDB Molecule:mhpl;
PDBTitle: structure of mhpl, a nucleobase-cation-symport-1
family2 transporter
PDB header:transport protein
10 Chain: A: PDB Molecule:sodium/glucose cotransporter;
PDBTitle: structure of the k294a mutant of vsglt
PDB header:transport protein
9 Chain: A: PDB Molecule:sodium/glucose cotransporter;
PDBTitle: crystal structure of sodium/sugar symporter with bound
galactose from2 vibrio parahaemolyticus
Fold:SNF-like
14 Superfamily:SNF-like
Family:SNF-like
PDB header:membrane protein
Chain: C: PDB Molecule:glycine betaine transporter betp;
9 PDBTitle: crystal structure of the sodium-coupled glycine betaine2
symporter betp from corynebacterium glutamicum with bound3
substrate
PDB header:transport protein
10 Chain: A: PDB Molecule:|-carnitine/gamma-butyrobetaine
antiporter;
PDBTitle: crystal structure of carnitine transporter
PDB header:cell adhesion
15 Chain: A: PDB Molecule:integrin alpha-iib;
PDBTitle: plateletintegrin alfaiib-beta3 transmembrane-
cytoplasmic2 heterocomplex
PDB header:membrane protein
Chain: A: PDB Molecule:potassium voltage-gated channel
23 subfamily h
PDBTitle: solution structure of the herg k+ channel s5-p2
extracellular linker
PDB header:translation
5 Chain: S: PDB Molecule:elongation factor tu-b;

PDBTitle: fitted structure of adpr-eef2 in the 80s:adpr-2
eef2:gdpnp:sordarin cryo-em reconstruction



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3giaA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c3giaA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3lrcC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c3lrcC_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jlnA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2jlnA_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2xq2A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2xq2A_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dh4A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c3dh4A_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2a65a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/d2a65a1.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2w8aC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2w8aC_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hfxA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c3hfxA_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2kncA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2kncA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ujlA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c1ujlA_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2p8zS_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2p8zS_.11.pdb

PDB header:membrane protein, transport protein
Chain: D: PDB Molecule:pts system, cellobiose-specificiic
component;

12 c3gngD_ Alignment

13 c3b8eC_ Alignment_
14 difftb2. Alignment_
15 c2zxeA_ Alignment_
16 Cc2bbjB_ AIignment_

2 PDBTItle: crystal structure of the transporter chbc, the iic
component from the2 n,n'-diacetylchitobiose-specific
phosphotransferase system
PDB header:hydrolase/transport protein
8 Chain: C: PDB Molecule:sodium/potassium-transporting atpase
subunit
PDBTitle: crystal structure of the sodium-potassium pump
Fold:Transmembrane helix hairpin
Superfamily:Cytochrome c oxidase subunit|l-like, transmembrane
9 region
Family:Cytochrome c oxidase subunit|l-like, transmembrane
region
PDB header:hydrolase/transport protein
7 Chain: A: PDB Molecule:na, k-atpase alpha subunit;
PDBTitle: crystal structure of the sodium - potassium pump in the
e2.2k+.pi2 state
PDB header:metal transport/membrane protein

12 Chain: B: PDB Molecule:divalent cation transport-related protein;

PDBTitle: crystal structure of the cora mg2+ transporter



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3qnqD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c3qnqD_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3b8eC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c3b8eC_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1fftb2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/d1fftb2.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zxeA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2zxeA_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2bbjB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c2bbjB_.16.pdb

PDB header:oxidoreductase

Chain: H: PDB Molecule:cytochrome c oxidase;

PDBTitle: structure of cytochrome c oxidase from rhodobacter2
sphaeroides (eq(i-286) mutant))

17  clm57H_ Alignment 11



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1m57H_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e6d5274f683171fb/c1m57H_.17.pdb

