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BLASTnZ:

Search a nucleotide database using a nucleotide query

»NCBI/ BLAST/ blastn suite/ Formatting Results - WBASBNANO14
Edit and Resubmit  3ave Search Sirategies b Formatting options b Download

Nucleotide Sequence (11018 letters)

YoulfT3How to read this page  Blast report description

Query ID Icl|32635 Database Name nr
Description None Description Nucleotide collection (nt)

Molecule type nucleic acid Program BLASTN 2.2.28+ b Citation

Query Length 11018

© No significant similarity found. For reasons why,click here

QOther reports: b Search Summary




BLASTXZ:

Search protein database using a translated nucleotide query

Color key for alignment scores
<40 4050 50-80 80-200
Query

I I I I
2000 4000 6000 2000

—

Max Total Query
SCOME SCOMe  COVEr

Description

I- Rechame: Full=0RFB polyprotein: Contains: RecName: Full=Papain-like protease pd8; Contains: RecName: Full=Putative RNA-directed RMNA 320

[" hypathetical protein [Cryphonectria hypavirus 1] >sp|004350.1IPOLE CHPVE Rechlame: Full=ORFB polyprotein: Contains; RecName: Full=Pa 318

[" ORFB[Cryphoneciria hypovius 1] 36
[" polyprotein [Cryphonectria hypovirus 2] =qb|4AA20137 1] ORFB [Cryphonectria hypavirus 2-NB5S] 288
[" putative RNA helicase [Aaaricus bisporus virus X 201

[" hypothetical protein FoHVgp2 [Fusarium graminearum hypovirus 1] 204
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5 chvlFH o) B A 25 38 LX) - 7 ORFB

Conserved domains on [zi6s619864/5p/Q9YTU2]] Viewfulresut__| @

RecName: Full=CRFB polyprotein; Contains: RecName: Full=Papain-like protease p48; Contains: RecName: Full=Putative RNA-directed RMA
polymerase/helicase

Graphical summary show options »
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ATF binding site
putative Mot binding site

Specific hits DEXD<
Superfanilies Peptidase DUF 3525 m
Hulti-donains bENDe
7 H

Search for similar domain architectures | @ Refine search @

List of domain hits "
H

Description Pssmld Multidom E-value
[+IDEXDc[cd00046], DEAD-like helicases superfamily. A diverse family of proteins involved in ATP-dependent ... 238005 yes 3.49e-08

[+IDUF3525 super family[cl13472], Pratein of unknown function (DUF3525); This family of proteins is functionally uncharacterized. This protein is found 152474 no 0e+00
[+lPeptidase_CA[pfam03569]. Peptidase family C8: 112389 no 7.03e-116
[+IDEXDc[smart00457), DEAD-like helicases superfamily; 214692 yes 3.20e-07
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MR A5 2 H 1 e 13 AT TR FH expasy i ProtParam  tool 3 BT CHV L Y BEAL 14 i

(http://web.expasy.org/protparam/)

Ala (A) 228 7.2% Arg (R) 209 6.6%
Asn (N) 116 3.7% Asp(D)181  5.7%
Cys (C) 38 1.2% GIn (Q) 108 3.4%
Glu (E) 190 6.0% Gly (G) 195 6.2%
His (H) 87 2.7% lle(l) 164 5.2%
Leu (L) 286 9.0% Lys (K) 161 5.1%

Met (M) 79 2.5% Phe (F) 153 4.8%
Pro (P) 200 6.3% Ser (S) 187 5.9%
Thr (T) 157 5.0% Trp (W) 81 2.6%
Tyr (Y) 127 4.0% Val (V) 218 6.9%
Pyl (O) O 0.0% Sec(U) O 0.0%


http://web.expasy.org/protparam/

Estimated half-life: - 7 8
The N-terminal of the sequence considered is M (Met).
The estimated half-life is: 30 hours (mammalian

reticulocytes, in vitro).
>20 hours (yeast, in vivo).

>10 hours (Escherichia coli, in vivo).

Instability index: N2 %€ 225X
The instability index (I) is computed to be 41.74

This classifies the protein as unstable.
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Phosphorylation potential
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HetPhos 2.8: predicted phosphorylation sites in Sequence
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N-glycosylation potential
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(Threshold=0.5)

SegName Position Potential Jary N-Glyc
agreement result
Sequence 464 NPST 0.5694 (6/9) + WARNING: PRO-X1
Sequence 560 NCSP 0.1567 (9/9) -
Sequence 566 NVTA 0.6567 (9/9) ++
Sequence 957 NATS 0.5447 (6/9) +
Sequence 980 NRSG 0.4026 (7/9) -
Sequence 1291 NPSE 0.6023 (8/9) + WARNING: PRO-X1.
Sequence 1342 NCTT 0.5744 (7/9) +
Sequence 2009 NVTE 0.6227 (8/9) +
Sequence 2144 NTSD 0.5884 (7/9) +
Sequence 2243 NPTA 0.5460 (4/9) + WARNING: PRO-X1
Sequence 2799 NLTV 0.6472 (9/9) ++

HA566 5 279912 3 M A i M 34k m] 8 M B K
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