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Detailed template

information
# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
PDB header:transferase
Chain: A: PDB Molecule:pts system, nitrogen regulatory iia
1 c2a0jA_ Alignment 27 protein;
PDBTitle: crystal structure of nitrogen regulatory protein iia-ntr
from2 neisseria meningitidis
PDB header:transferase
Chain: B: PDB Molecule:pts iia-like nitrogen-regulatory protein
2 c3urrB_ Alignment 26 ptsn;
PDBTitle: structure of pts iia-like nitrogen-regulatory protein ptsn
(bth_i0484)2 (ptsn)
Fold:Phoshotransferase/anion transport protein
; . Superfamily:Phoshotransferase/anion transport protein
g dlabja_ Alignment 21 Family:IIA domain of mannitol-specific and ntr phosphotransferase
Ell
PDB header:transferase
Chain: B: PDB Molecule:phosphotransferase enzyme ii, a
4 c30xpB_ Alignment 16 component;
PDBTitle: structure of phosphotransferase enzyme ii, a component
from yersinia2 pestis co92 at 1.2 a resolution
PDB header:transferase
Chain: A: PDB Molecule:phosphotransferase enzyme ii, a
5 C30XpA_ Alignment 16 component;
PDBTitle: structure of phosphotransferase enzyme ii, a component
from yersinia2 pestis co92 at 1.2 a resolution
Fold:Phoshotransferase/anion transport protein
; Superfamily:Phoshotransferase/anion transport protein
6  dla3aa Alignment 23 Family:|IA domain of mannitol-specific and ntr phosphotransferase
Ell
PDB header:transferase
Chain: A: PDB Molecule:mannitol-specific cryptic
7 Cc2093A_ Alignment 16 phosphotransferase
PDBTitle: solution structure of the mannitol- specific cryptic2
phosphotransferase enzyme iia cmtb from escherichia coli
PDB header:transferase
: . Chain: A: PDB Molecule:rmpa;
g c3bjvA_ Alignment 18 ppgTitle: the crystal structure of a putative pts iia(ptxa) from
streptococcus2 mutans
PDB header:transferase
. Chain: D: PDB Molecule:hypothetical protein spy0176;
Z c20qiD . Alignment 13 ppBTitle: structural genomics, the crystal structure of a putative2
pts iia domain from streptococcus pyogenes ml gas
Fold:Phoshotransferase/anion transport protein
. . Superfamily:Phoshotransferase/anion transport protein
10 dlxiza, Alignment 20 Family:IIA domain of mannitol-specific and ntr phosphotransferase
Ell
PDB header:membrane protein
11 clhynQ_ T 20 Chain: Q: PDB Molecule:band 3 anion transport protein;

PDBTitle: crystal structure of the cytoplasmic domain of human2
erythrocyte band-3 protein



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2a0jA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c2a0jA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3urrB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c3urrB_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1a6ja_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/d1a6ja_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3oxpB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c3oxpB_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3oxpA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c3oxpA_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1a3aa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/d1a3aa_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2oq3A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c2oq3A_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bjvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c3bjvA_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2oqtD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c2oqtD_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xiza_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/d1xiza_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1hynQ_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c1hynQ_.11.pdb

20

Fold:Phoshotransferase/anion transport protein
Superfamily:Phoshotransferase/anion transport protein
Family:Anion transport protein, cytoplasmic domain

14

PDB header:lyase

Chain: A: PDB Molecule:pectate |lyase;

PDBTitle: structure of a family 2 pectate lyase in complex with2
trigalacturonic acid

23

Fold:LEM/SAP HeH motif
Superfamily:LEM domain
Family:LEM domain

12 dlhynp_ Alignment
13 C2V8KA_ Alignment
14 digjjal Alignment
15 C3dfgA_ _Alignment
16 dlpcha_ _Alignment

11

PDB header:recombination

Chain: A: PDB Molecule:regulatory protein recx;

PDBTitle: crystal structure of recx: a potentinhibitor protein of2
reca from xanthomonas campestris

22

Fold:HPr-like
Superfamily:HPr-like
Family:HPr-like



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1hynp_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/d1hynp_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2v8kA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c2v8kA_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1gjja1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/d1gjja1.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dfgA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c3dfgA_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pcha_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/d1pcha_.16.pdb

PDB header:apoptosis

18 Chain: B: PDB Molecule:bh3-interacting domain death agonist
pl3;
PDBTitle: structure of mouse al bound to the bid bh3-domain

17 c2voiB_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2voiB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0080f486b8aa6979/c2voiB_.17.pdb

