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Fig.4 Genome annotation workflow



146

e gk Lk ¥ ¥

532 45

JE A BRI P L 5 1 AR AR AL SE LY con-
tig J¥ 9, ¥ 41 4 5 CONSENSUS, % 2 &M% 3
SN THERW T I T 5 24 5 5 & Sk Ros iy 2
Wy drm . AR EAH THERNITH ., K6

-10

0

H QLOF_A05. abi iX 2% J7 5] 1) W &1, 18] v il £k 45 3l
R T A [ 1 B 5 DA B A AN B R 1 43 A 6 . (R s
W] LU GSAS 7 48 #2419 I fh 4 11 2% 5505 ok K
M CONSENSUS J¥ 1] # §f 22 Jo 5

10 20 30 40

A 1 i il it | G5 elr DR
CGCTAGCTCGCCGCAGCCg@ABGACCGAGCGCAGCGAGTLAI

gCTRGCTCGLCGCAGCEg@aBgaCCoAGCGLAGLGAGTLAL

cgetagctCGCCGCAGCCEaaeGACCGAGCGLAGCGAGTCAL

5

Fig.5

FIIHEER

Sequence assembly results

& 6

Fr 51 3 15 ) R 51 1 B

Fig.6 The peaks of the sequence assembly

22 EEAHSHRIE

FIHE 4 TAEG S M “tRNAScan” 15 g2 17 1
ARG HEER T L 41 B A9 (RNA SRR, 35 4328 17 45
RULE 7 AR 8, B 7 R E (RNA KI5 B, &
15 & B tRNA 0973 1) 44 F (sequence name) . & i
1 tRNA 150, (RNA (92 56 ANk £ & 15 R
(tRNA Begin #l Bounds End) . %1z & F: g i 25 11
DL K %015 F (tRNA Type #1 Anti Condon) . &% F
Intron B U5 A1 & 1 & {5 B (Intron Begin
Bounds End) LA & #50ill 11 73 {6 (Cove Score)., &l 8
J2I 47 “tRNAScan” 5 55 A2 LA (RNA Y ¢ 1
MZEH L BVE 7 P i 2E 1 %% tRNA g % 1) tRNA
M 454, gi| 347750429 | ref | NC_004350. 2| 7R

Sequence tRNA
Name tRNA # Begin
gil347750429|refINC_004350.2 1 18486
gil347750429|refINC_004350.2 2 2201
gil347750429|refINC_004350.2 3 22120
gil347750429|refINC_004350.2 4 22220
gil347750429|refINC_004350.2 S 22302
B 7

Fig. 7

FEBI 445 . trnal (18 486~18 558) %7~ tRNA J¥
GITEHE P4 47 B tRNA JFEHIKBEH 73 bp, 5%
18 G IR T Ala, 9 i & 3L 1R 1Y % 15 F TGC
TE tRNA JFHI Y 34~36 {3 B [, 78 3 R 2l o i 4
18 519 ~18 521,43 {H H 73. 48,45 2 174 1 T
tRNA )75 i )5 11746t T (RNA 1 Z 451
. Kb s A R X (GGGGCCT
CCTCGGA) X %5 X, A IR IE X, T¢C X Fl
AR, MR G2 R A B nT LAE T Ak A
B R 9 N AT LLE B T
QIR Z XA, KR FA R EH 1 AR 1
AN L e T DX % 45 R TR AT 0 A L L R
B,

Bounds tRNA Anti Intron Bounds Cove

End Type Codon Begin End Score
18558 Zla TGC 73.48
22090 Val TAC 76.80
22192 msp GTC 74.51
22292 Lys TTT 80.04
22383 Leu TAG 62.25

WK E EE A t(RNA A& R

Predicted results of Streptococcus suis genome tRNA
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Predicted tRNA Secondary Structures:

gil347750429|refINC_004350.2|.trnal (18486-18558)

Type: Ala Anticodon:

e | b | L |

TGC at 34-36 (18519-18521)

Length: 73 bp
Score: 73.48

| b | E | b |

Seq: GGGGCCTTAGCTCAGCTGGGAGAGCGCCTGCTTTGCACGCAGGAGGtCAGCGGTTCGATCCCGCTAGGCTCCA

Str:
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Fig.8 The secondary structure prediction results of Streptococcus suis genome tRNA
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Fig.9 The secondary structure of the first tRNA of the Streptococcus suis genome forecast
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GSAS :an integrative analysis system for sequence

HUANG Yu LI Ping LI Ru-miao WEI Xiao-mei HU Bin WANG Jian-yong

College of Science , Huazhong Agricultural University sWuhan 430070,China
Abstract In analyzing gene sequences, various heterogeneous data analysis and a variety of soft-
ware and algorithms should be integrated. The interactive graphical interface is a prerequisite. A software
system named GSAS (gene sequence analysis system) based on Java-based J2EE environment was pro-
posed. The system provides a unified data, algorithm interface and visualization graphical interface, not
only integrates a variety of key sequence analysis algorithms and tools, but also achieves the integration
of heterogeneous data. The workflow mechanism of GSAS provides a collaborative study solution for an-
alyzing gene sequence.
gene sequences; sequence analysis; interface; integrative; software system
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