[bookmark: _GoBack]Query about Function assignment for MrMiyagi gene 97
Need help deciding on the function of MrMiyagi gene 97 (gene 100 in phamerator). It is an Orpham.
BLASTp in NCBI & phagesDb hits holliday junction resolvase with phage Fowlmouth, q59: s7, coverage 52%, pecent identity 96.97%, e-value 1e-25 (https://blast.ncbi.nlm.nih.gov/Blast.cgi).
However, HHPred data hits at DNA Helicase, PDBe, Thermus thermophilus, d1ixsa_, 28.92%, 92.41% as well as RNA POLYMERASE SIGMA FACTOR CNRH; TRANSCRIPTION, ECF-TYPE SIGMA and on RuvA_C ; RuvA, C-terminal domain. The hit at Holliday junction DNA helicase ruvA/RuvB(E.C.3.6.1.3) has a probability of 78.61%. I am therefore conflicted on what function to settle for:  holliday junction resolvase, DNA Helicase or RNA polymerase sigma factor?
https://toolkit.tuebingen.mpg.de/jobs/MrMiyagi_gp97
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https://www.rcsb.org/structure/4CXF
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This is the HHPRED link to the Sigma factor reference sequence
https://toolkit.tuebingen.mpg.de/jobs/Nurujay_Gp52

image2.png
Find similar proteins by: Sequence | Structure

Entity ID: 1

Molecule Chains Sequence Length
RNAPOLYMERASE SIGMAFACTOR A 191

CNRH

Find proteins for P37878 (Cupriavidus mefaliidurans (strain ATCC 43123/ DSM 2839
/NBRC 102507/ CH34))

Protein Feature View )

Organism

Cupriavidus
metallidurans CH34

Details

Mutation(s): 0 @
Gene Names: cnrH, Rmet_6207, RM200
86

Go to UniProtks:

Full Protein Feature View for

parsre
Molec. Procassing i

st “Polymera

[secstruc AN

Find similar proteins by: Sequence | Structure

Entity ID: 2
Molecule Chains Sequence Length
CNRY B 95

Find proteins for P56621 (Cupriavidus mefalidurans (strain ATCC 43123/ DSM 2839
/NBRC 102507/ CH34))

Protein Feature View ).

Organism

Cupriavidus
metallidurans CH34

Details

Mutation(s): 0 @
Gene Names: cnrY, ORFOb, Rmet_620
5. RMe0088

Go to UniProtks:

Full Protein Feature View for





image1.png
Vis

Hits

Aln

dlixsa_

ACXFA

PF07499.13

d1bvsal

dicukat

cd14332

1RP3_G

SWURA

3MzY A

SelectAll  Forward  Forward QueryA3M  Model using selection

a.5.1.1 (A?) DNA helicase RuvA subunit, C-terminal domain
{Thermus thermophilus [TaxId: 274]}

RNA POLYMERASE SIGMA FACTOR CNRH; TRANSCRIPTION,
ECF-TYPE SIGMA, ANTISIGMA; HET: SO4; 1.75A
{CUPRIAVIDUS METALLIDURANS CH34}

; RuvA_C ; RuvA, C-terminal domain

a.5.1.1 (A:148-203) DNA helicase RuvA subunit, C-terminal
domain {Mycobacterium leprae [Taxld: 1769]}

a.5.1.1 (A:156-203) DNA helicase RuvA subunit, C-terminal
domain {Escherichia coli [TaxId: 5621}

UBA_RUVA_C; C-terminal UBA-like domain of holliday
junction ATP-dependent DNA helicase RuvA.

RNA polymerase sigma factor FliA; TRANSCRIPTION,
SIGMA FACTOR; 2.3A {Aquifex aeolicus} SCOP: a.4.13.1,
2.177.1.1, 2.4.13.2; Related PDB entries: 15C5_A 1RP3.A
1RP3_C 1RP3_E

ECF RNA polymerase sigma factor; Sigma-anti-sigma
complex, zinc binding motif; 2.6A {Bacillus subtilis subsp.
subtilis str. 168}; Related PDB entries: SWUR_B SWUQ_B
SWUQA

RNA polymerase sigma-H factor; PSI, MCSG, Structural
Genomics, Midwest; 2.5A {Fusobacterium nucleatum
subsp. nucleatum}
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