[N s -~ S/
S 1t F A F
COMPUTER SCIENCE

EERSEERARS TR SR
PREIE EIR 918 HERE

5|FEA
PREIR EIR #iE MERE EERESERERSSTOERERTEO D] THENRE, 2022, 49(6A): 27-31.
CHEN Hui-pin, WANG Kun, YANG Heng, ZHENG Zhi-jie. Visual Analysis of Multiple Probability Features of

Bluetongue Virus Genome Sequence[J]. Computer Science, 2022, 49(6A): 27-31.

B SR (SRS IE QISREENE )

Similar articles recommended (Please use Firefox or IE to view the article)

BT R/RB RSB SRR GESERIE S B F o FROSHEI LR
Research of ATC Simulator Training Values Independence Based on Pearson Correlation Coefficient and
Study of Data Visualization Based on Factor Analysis

ITEHIRIF, 2021, 48(6A): 623-628. https://doi.org/10.11896/jsjkx.210200021

ET Web {3 CERERMITTIE

Web-based Data Visualization Chart Rendering Optimization Method

HENIRIE, 2021, 48(3): 119-123. https://doi.org/10.11896/jsjkx.200600038
ERSEER AR IR 2 SCh A AR

Display-oriented Data Visualization Technique for Large-scale Geographic Vector Data

TEHNAEIEE, 2020, 47(9): 117-122. https://doi.org/10.11896/jsjkx.190800121

[EEEE T FROSESHERY DNA 255 R
Visualization of DNA Sequences of Two Kinds of Bacteria Under Firmicutes

HEHREIEE, 2020, 47(11A): 192-195. https://doi.org/10.11896/jsjkx.191200070

SR R SRR R E
High Performance Computing and Astronomical Data:A Survey

THEHAREE, 2020, 47(1): 1-6. https://doi.org/10.11896/jsjkx.190900042


https://www.jsjkx.com/CN/Y2022/V49/I6A/27
https://www.jsjkx.com/EN/Y2022/V49/I6A/27
https://www.jsjkx.com/EN/Y2022/V49/I6A/27
https://www.jsjkx.com/CN/Y2021/V48/I6A/623
https://doi.org/10.11896/jsjkx.210300129
https://www.jsjkx.com/CN/Y2021/V48/I3/119
https://doi.org/10.11896/jsjkx.210300129
https://www.jsjkx.com/CN/Y2020/V47/I9/117
https://doi.org/10.11896/jsjkx.210300129
https://www.jsjkx.com/CN/Y2020/V47/I11A/192
https://doi.org/10.11896/jsjkx.210300129
https://www.jsjkx.com/CN/Y2020/V47/I1/1
https://doi.org/10.11896/jsjkx.210300129

http: /www. jsjkx. com

DOI:10. 11896/jsikx. 210300129

EERSEFEARF I S T RSMER AL 555
BREER' F I O 1B BEE
1l zEAFHEFKR BH 650091
2 EHA TR I REELELLE

(chuipin@foxmail. com)

B9 650224

i E OTAARS AR ARNLEHM ARLEHEA AL FRER, TRFLARF A HTHFORETARRAY 2L A G F
RZ = A AR B HATTAACREGE LD A m, SRR BARLEEGAEDRZ LS Z RS EEALENEZ L4
WERAAM KA SAMENEN S AN BEERFLARFINEF AT N ST ENTARG T X ZAEERELERRAR
HTORIE, SHAGRBREMRT T EAAL, T R ANRF, L AMEE D, ERE N F LAFTRAEF G 6 TAAZILT R B
BERFG IR KR T EEAROEREER AN I T FERGZAL T HERBITNR, TAHAR BRI ALEE
FABAK ROFRRBELEL A TR AERANAREERE.,

. B ERE R G T B F 7

FEZESES TP391

Visual Analysis of Multiple Probability Features of Bluetongue Virus Genome Sequence

CHEN Hui-pin' s WANG Kun', YANG Heng® and ZHENG Zhi-jie!

1 School of Software, Yunnan University, Kunming 650091, China

2 Yunnan Tropical and Subtropical Animal Virus Diease Laboratory, Yunnan Animal Science and Veterinary Institute, Kunming 650224 ,China
Abstract The sequence of a gene determines its structure,and the structure of a gene reflects biological functional traits. There-
fore, scientific data visualization of viral gene sequences has become one of the widely used methods. There is an increasing de-
mand for visual manipulation of biological gene sequences. Therefore,based on the most advanced bioinformatics analysis and hi-
erarchical structured bioinformatics knowledge model, the method of multiple probability measures is proposed to statistically an-
alyze the bluetongue virus gene sequence,and combined with computer visualization methods, the characteristics of the bluetongue
virus under different projections are presented. Compared with traditional virus research methods, this method is intuitive and
concise,and it is easy to use. This method provides rich visualization under different measurement coordinates, reflecting the clas-
sification characteristics of bluetongue virus. Results generated by this method are compared with the phylogenetic tree generated
by traditional biological analysis methods,which could provide references for homology analysis and the study of the evolutionary

relationship of bluetongue virus. It is conducive to in-depth study of bluetongue virus from various angles.

Keywords Bluetongue virus,Probability statistics,Data visualization,Gene sequence
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Fig. 2 Bluetongue virus 6-dimensional visualization images
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