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PDB header:protein transport
Chain: C: PDB Molecule:pyocin-s2;
: structure of the fpvai-pyocin s2 complex

PDB header:protein binding
Chain: D: PDB Molecule:ysf3;
PDBTitle: sf3b10-sf3b130 from chaetomium thermophilum

Fold:OB-fold
Superfamily:Bacterial enterotoxins
Family:Bacterial AB5 toxins, B-subunits

PDB header:hydrolase

Chain: D: PDB Molecule:putative putative pngase f;

PDBTitle: crystal structure of putative peptide:n-glycosidase f
(pngase f)2 (yp_210507.1) from bacteroides fragilis nctc 9343 at
2.30 a3 resolution

PDB header:toxin

Chain: A: PDB Molecule:venom peptide u3-sytx-sthla;
PDBTitle: high resolution solution nmr structure of the spider
venom peptide u3-2 scytotoxin-sthla

PDB header:transcription
Chain: A: PDB Molecule:neurogenic locus notch homolog protein 1;
: notchl transmembrane and associated juxtamembrane

PDB header:immune system

Chain: A: PDB Molecule:cyclic extended pep.1;

1 solution structure of cyclic extended pepl(cyc.ext.pep.1)2
for autoimmune myasthenia gravis

Fold:SH3-like barrel
Superfamily:Translation proteins SH3-like domain
Family:C-terminal domain of ribosomal protein L2

1 c5o0dwC_ Alignment

2 c5hy7D_ AIignTent

3 dlprtf_ :ignment

4 c3ks7D_ Alignment

5 c5fzvA_ Alignme:

6 c5kzoA_ Alignm;

7 C2jrwA_ Alignn;t

8 dlvgoal Alignment

9 dlpb5a_ Alignment —

Fold:Notch domain
Superfamily:Notch domain
Family:Notch domain



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5odwC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c5odwC_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5hy7D_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c5hy7D_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1prtf_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/d1prtf_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ks7D_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c3ks7D_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5fzvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c5fzvA_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5kzoA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c5kzoA_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jrwA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c2jrwA_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vqoa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/d1vqoa1.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pb5a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/d1pb5a_.9.pdb

PDB header:toxin
Chain: A: PDB Molecule:shk homolog ask132958;

PDBTitle: ask132958: a minimal homologue of shk identified in the
transcriptome2 of anemonia sulcata

10 c5wcvA_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5wcvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4aeea552306e7380/c5wcvA_.10.pdb

