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Fig.1 The distribution graphs of amino acid content of VvWRKY13
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Fig. 2 The analysis of conserved domain prediction of VVWRKY13

2.3 A% VWWRKY13 IR T3 HiK M/ FEK S

B 45 A0 R SR B 7K / SR 7K 181 P, T ff
FER T B AKE /SRR XS B E R A 254 FN Th sE N A
—EMVER . A ProtScale 40 VVWRKY13 & £ P
F B/ 36 K S AR 4 2 TR 4 (L 188 R i 7K P R R
79 4 AR R K ME R BR B9 AL AR, N 3 FT LLE

Protscale output for user sequence

15r .
Hphob./Kyte & Doolittle —

1.0F
05
0.0
05
-1.0F
-1.5F
=20}
=25
=3.0

Soore

50 100 150 200
Position

B 3 VvWRKY13 SIEEF SIHK M/ 5K ER N
Fig. 3 Predication of hydrophobicity/hydrophilicity for
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SignalP-4.1 prediction(euk networks): VVWRKY13
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Fig. 4 Prediction of signal peptides and trans—membrane regions
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Fig. 5 Phosphorylation site prediction of VvWRKY13
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Sequence length: 226
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Fig. 6 The prediction of secondary structure of VvWRKY13

Note: Hh:a-helix; Ee: g-folding extension chain; Tt:B-sheet; Cc: Random
coil.
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Bioinformatics Analysis of VVWRKY13 Transcription Factor in Vitis vinifera L.

HOU Li-xia, WANG Wenjie, LIU Xin
(Key Lab of Plant Biotechnology in Universities of Shandong Province, College of Life Science, Qingdao Agricultural University, Qingdao,
Shandong 266109)

Abstract: The characteristic of VVWRKY13 transcription factor in grape was analyzed and predicted by bioinformatic
methods in the following aspects: physical and chemical characters, conserved domain, hydrophobicity or hydrophilicity,
signal peptide, transmembrance structure, phosphorylation in amino acid, secondary and tertiary structure of protein,
subcellular localization and molecular phylogenetic evolution. The results showed that VVWRKY13 had molecular weight
25 718. 1 Da,isoelectric point 9. 08 and instability coefficient 60. 87 ;it possessed one conserved WRKY domain,so it was [
type WRKY transcription factor; VVWRKY was a hydrophilicity protein without a signal peptide and transmembrance
structure;random coil and o-helix were the major structural elements of polypeptide chain;subcellular localization result
indicated that VVWRKY13 was located in nucleus very likely. This research would be of great information and values for
its function study.

Key words: Vitis vini fera L. ; VVWRKY13;transcription factor ; bioinformatic
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