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

1 c2y9jt_ Alignment 48.0 18

PDB header:protein transport
Chain: T: PDB Molecule:protein prgh;
PDBTitle: three-dimensional model of salmonella's needle complex
at2 subnanometer resolution

2 c1is7F_ Alignment 35.1 17
PDB header:hydrolase/protein binding
Chain: F: PDB Molecule:gtp cyclohydrolase i;
PDBTitle: crystal structure of rat gtpchi/gfrp stimulatory complex

3 d1wpla_ Alignment 35.1 17
Fold:T-fold
Superfamily:Tetrahydrobiopterin biosynthesis enzymes-like
Family:GTP cyclohydrolase I

4 c1yj7A_ Alignment 32.8 15

PDB header:protein transport
Chain: A: PDB Molecule:escj;
PDBTitle: crystal structure of enteropathogenic e.coli (epec) type iii
secretion2 system protein escj

5 c4otnB_ Alignment 31.9 14

PDB header:transferase
Chain: B: PDB Molecule:eukaryotic translation initiation factor 2-
alpha kinase 4;
PDBTitle: crystal structure of the c-terminal regulatory domain of
murine gcn2

6 d1a8ra_ Alignment 30.2 27
Fold:T-fold
Superfamily:Tetrahydrobiopterin biosynthesis enzymes-like
Family:GTP cyclohydrolase I

7 c4uqfB_ Alignment 26.8 17

PDB header:hydrolase
Chain: B: PDB Molecule:gtp cyclohydrolase 1;
PDBTitle: crystal structure of listeria monocytogenes gtp
cyclohydrolase i

8 d1wura1 Alignment 25.0 17
Fold:T-fold
Superfamily:Tetrahydrobiopterin biosynthesis enzymes-like
Family:GTP cyclohydrolase I

9 c1wm9D_ Alignment 25.0 17

PDB header:hydrolase
Chain: D: PDB Molecule:gtp cyclohydrolase i;
PDBTitle: structure of gtp cyclohydrolase i from thermus
thermophilus hb8

10 c4fylB_ Alignment 13.4 9
PDB header:translation
Chain: B: PDB Molecule:ribosome hibernation protein yhbh;
PDBTitle: high-resolution x-ray structure of hpf from vibrio cholerae

11 c1gcmA_ Alignment 11.8 47
PDB header:transcription regulation
Chain: A: PDB Molecule:gcn4p-ii;
PDBTitle: gcn4 leucine zipper core mutant p-li
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1 c3uz0A_ Alignment 71.5 23
PDB header:transport protein
Chain: A: PDB Molecule:stage iii sporulation protein ah;
PDBTitle: crystal structure of spoiiiah and spoiiq complex

2 c2xhcA_ Alignment 52.6 28

PDB header:transcription
Chain: A: PDB Molecule:transcription antitermination protein nusg;
PDBTitle: crystal structure of thermotoga maritima n-utilization
substance g2 (nusg)

3 c3tufA_ Alignment 48.4 21
PDB header:signaling protein
Chain: A: PDB Molecule:stage iii sporulation protein ah;
PDBTitle: structure of the spoiiq-spoiiiah pore forming complex.

4 c1m1gB_ Alignment 47.4 27

PDB header:transcription
Chain: B: PDB Molecule:transcription antitermination protein nusg;
PDBTitle: crystal structure of aquifex aeolicus n-utilization2
substance g (nusg), space group p2(1)

5 c2lq8A_ Alignment 43.2 25
PDB header:transcription
Chain: A: PDB Molecule:transcription antitermination protein nusg;
PDBTitle: domain interaction in thermotoga maritima nusg

6 c2qsfX_ Alignment 37.8 24
PDB header:dna binding protein
Chain: X: PDB Molecule:uv excision repair protein rad23;
PDBTitle: crystal structure of the rad4-rad23 complex

7 c2m2eA_ Alignment 30.1 22

PDB header:transcription regulator
Chain: A: PDB Molecule:dnaj homolog subfamily c member 2;
PDBTitle: solution nmr structure of the sant domain of human
dnajc2, northeast2 structural genomics consortium target hr8254a

8 d1oqya2 Alignment 27.6 37
Fold:RuvA C-terminal domain-like
Superfamily:UBA-like
Family:UBA domain

9 c3hq2A_ Alignment 24.6 17
PDB header:hydrolase
Chain: A: PDB Molecule:bacillus subtilis m32 carboxypeptidase;
PDBTitle: bsucp crystal structure

10 d2d00a1 Alignment 24.4 29
Fold:AtpF-like
Superfamily:AtpF-like
Family:AtpF-like

11 c4mzpC_ Alignment 24.0 25
PDB header:hydrolase
Chain: C: PDB Molecule:mazf mrna interferase;
PDBTitle: mazf from s. aureus crystal form iii, c2221, 2.7 a
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1 c1yj7A_ Alignment 88.4 21

PDB header:protein transport
Chain: A: PDB Molecule:escj;
PDBTitle: crystal structure of enteropathogenic e.coli (epec) type iii
secretion2 system protein escj

2 c2y9jt_ Alignment 76.6 16

PDB header:protein transport
Chain: T: PDB Molecule:protein prgh;
PDBTitle: three-dimensional model of salmonella's needle complex
at2 subnanometer resolution

3 c2qsfX_ Alignment 45.0 23
PDB header:dna binding protein
Chain: X: PDB Molecule:uv excision repair protein rad23;
PDBTitle: crystal structure of the rad4-rad23 complex

4 c3uz0A_ Alignment 40.5 20
PDB header:transport protein
Chain: A: PDB Molecule:stage iii sporulation protein ah;
PDBTitle: crystal structure of spoiiiah and spoiiq complex

5 c2lq8A_ Alignment 39.8 25
PDB header:transcription
Chain: A: PDB Molecule:transcription antitermination protein nusg;
PDBTitle: domain interaction in thermotoga maritima nusg

6 c2xhcA_ Alignment 36.5 27

PDB header:transcription
Chain: A: PDB Molecule:transcription antitermination protein nusg;
PDBTitle: crystal structure of thermotoga maritima n-utilization
substance g2 (nusg)

7 c3tufA_ Alignment 33.3 20
PDB header:signaling protein
Chain: A: PDB Molecule:stage iii sporulation protein ah;
PDBTitle: structure of the spoiiq-spoiiiah pore forming complex.

8 c1m1gB_ Alignment 31.3 27

PDB header:transcription
Chain: B: PDB Molecule:transcription antitermination protein nusg;
PDBTitle: crystal structure of aquifex aeolicus n-utilization2
substance g (nusg), space group p2(1)

9 d1oqya2 Alignment 30.8 37
Fold:RuvA C-terminal domain-like
Superfamily:UBA-like
Family:UBA domain

10 c3hq2A_ Alignment 29.0 17
PDB header:hydrolase
Chain: A: PDB Molecule:bacillus subtilis m32 carboxypeptidase;
PDBTitle: bsucp crystal structure

11 c4mzpC_ Alignment 28.0 25
PDB header:hydrolase
Chain: C: PDB Molecule:mazf mrna interferase;
PDBTitle: mazf from s. aureus crystal form iii, c2221, 2.7 a

Figure'S2:'Results'of'the'Phyre'searches'for'the'FliFCspecific'domain'

1       10        20        30        40    

Query_Sequence        L            S I  R E  L    G                          V       I    S I    NVHA VT TSGRD NDAQLKFAND E R QR   AI  P V NG    Q  A

Template_Sequence      L            S I  R E  L    G                          L       L    Q M    SARV IS FPADS VSSPRAEKAR Y A EQ   QS  T E VL    H  Y
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Query_Sequence        V                    I DL            D   V   P V V               T   M          M         L      S A V NYKTLADGKPLPL ADQ KQ E  TREA GFSDKRG T N VNS 

Template_Sequence      V                    I DL            D   V   P I I               S   A          I         V      K N T KSDK........H KSK TA I  VAKE KTMK... . A TFE 

 


