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Transcription Sequencing and Its Application on Discovering the Gene Resources
of Wild Soybean
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(Crop Institution of Anhui Academy of Agricultural Science/Key Lab of Crop Quality Improvement of Anhui Province,Hefei 230031, China)

Abstract; As the original ancestor of the cultivated soybean,wild soybean has abundant genetic diversity and holds a variety of
excellent genes. The molecular and genomic research of the wild soybean genes was less documented. This study summarized
the basic principle, experiment process, data analysis and the current application status of transcription sequencing, and also
prospected the influence on the gene resources exploitation and germplasm enhancement and molecular design breeding of soy-
bean based on the application of transcription sequencing to wild soybean. The in-depth research of wild soybean to the molecu-

lar level has great theoretical significance and practical value to excavation and utilization of the wild soybean resources.
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ARG AECE 1K, B 5 R, REAS AR I B B 2L
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SERCR AR B AT B DAL AT A BE A A, A R
M R BT ZK . A A0 SeqClean 2%
RT3 1 DX ORI 5t & P 471, B il cDNA SCJ% 1Y



6 1] =

A5 T SR AN P B A BB A DR 7 R DA 9 DU i b ) 1o 847

PCR 519 K% Bt )45 1 =5 51 7 577 51 ( clean reads )
Piee 2R . AR R R i R A A B PR A Y E s, T
53 A 27 K PR A 1Y) T R A 6 TG 2 2% ik
DRIZEL 8 DA Sk T P 2 26 % T A ik TR 2 48 vl 2%
RN B AR AT IR 38 7 8 5 B 2 7 B 2H
b AR e DT BE U 1) 152 AT B DR A A —
oA, IR AL E AL A BWA (SOAP (SAM-
tools \MAQ F1 ZOOM . # Jl F> Ay W5 & I e 6 A
YIS skl g2 it 7 — AR e S 1)
VI o I A B R Bl T LA 225 0 0 AR
HEEL SR F M Sk ) 7 4H 25 ( de novo sequence assem-
bly) 77k, H Al Sk I 20 2% 1) FH kA4 SOAPd-
enovo , Velvet , Oases , Abyss Fll ALLPATH f;"f:“é] . LA
SOAPdenovo( Version 1.03) #f4:3E47 M\ Sk I s 2H 2
), e BAT —E K overlap AYBEECHHE A
N R B, X 2 R BeAR Z O Contig (H &
) o 1 Contig Xl i Hemlh b, ik — D PF 23K 15
scaffold (HEZR) B, JFHI“ N7 SEAb b [R] 25 B, fe &
B N de b WA R FE K B AR TOAR T4, B
Z N Unigene (BL—JEN#E) . [ Li %7 55—yt
KAVYFPRESE 1T 4 3L 21 de novo JUJF, Mk T
JPEAE T &Iz M T K JC R 2 2% 1
B,

1.3.2 RREBASE WFERIHE 45
53] K& unigenes , 25158 B P8 77 1615 2 clean reads,
FEHEATIAL . T — 25 EX) unigenes FE4THE A T AE
TR S MR SR Z5 A AR ARL, e W] U8 iY) Jt
LG A WE B 2% Tk, 84T BLAST #2744 15 3|
1) unigene 5 23 AL R B AR 11 5T 47 KidiE 122 E A 7 AR
RIPE L X, X5 2 A 74 (0 5 R 25 4 i A7 Ak, 7T s
BRI , Wi S AT LA K SNP Z3 B4, A4l 5k
PRI IR TR AIRE ] Y 63k 22 57 L) S GO THAE 2 2%
PEE I3 M F Pathway (2514 & 48 707, BE A2 #E I
KRFNFEDH g D RE B A BB W L A, B A% T2
R 805 2 : GenBank (http ://www. ncbi. nlm.
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Horr 21 ANMEE IR RIS 9 TN SRR S
ik, GENALE, A 65 ANEIE TR R
PAIY X LELE R B Y miRNA e {54
SR T PR G B A A, Wang %5 fE 8T
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F A0 AH AL B X, 28 35 051 A~ FE B,
KEGG 7344 11 056 M@ TACHHE R LA, L&
S KA W) AR A AR B A ) B AR 1Y)
P Sun 2550 F) T 454 90 )% R 75 36 [ 75 7
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NS B WS AR EZE LA 1 4> CYPA50
F14 A~ UDP J£[H, Hao %5100 55 45 i it 40 5 A
DGE $ RN L. G AZ A TR GY , %55 tH 23 515 4 uni-
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Lo, PR S KF- X AR ) 5 LA Al RELE #E 1k
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X REE /N RNA 647 T, 5 mirBase 204 2 He
XP3E 50 SRS miRNA GE0% , 24915 B4t
e T CIREEA 1Y 185 4~ miRNAs K%, 3 & BTG
BHESIY) ARIE SN . B 2502 miRNAs FE ™A (1 3
A EBAYIIAL G B, BEAME K B — 285K [ 3% 8T
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P
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B R R 2=
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o 2R LA PR  52 77 56 B R L, R AR R R Bk
R A EE EE DOR IR, R B A R T, 12
3 P A R B AL BT U 0, G S R A B U
RELT b R, 90 58 R 1 i st AL B AL o Bl R
AR R SRR B RIS B . RO E R
S AR R LRI IAT R 2t R AT A 52, 20 2o B B A R
LA g D 5 B B R LR A R A R 1)
BER G5, LA P R AR R H
SR, H AT A2 R AT ST £ AR P AL G2 5L
BT, T B R S R 2 2= F 5y AR W)y
T AAIFTE R DR A R MR A E R S 2R A
FEYT AL R T b AT AP Y R 2 DR Y ) L
e N P B R SEAE 1 2 M3 C poR s )
BT 2R R AR TR AR IE, O i RAEY) 70 1
YA TSR AL TR R .l B SR L D R R
P24 B AR R ELRR I KA 22 e BRI, T e s R
SN e PN Al i i v e A= B9 Sk, DT 4R 31 76 A T
YAl A R AR A PR G S A R TA, AR L8 15
PUEAOC BTN o B i 4L e A B8 R 4 B S A
5L BERE D B AE R T AR A R AR A Y
LR AR, T Y 2 ] g — 2D T SR D S
FIRWE AT HTEE D R B TARIC T & g A P
Py M RERE R 73 2 5507 18, RS A 1 43 R
TARCH B E Rl e IL K F R o 7 B g
BB o K22, R P Sre 2L 0 7 5 A 92 4 B A R
GRS SN e/ MUIRCEVE ST NCA- R E SIS
T B R Rt e A A= 7 52 8K, Sk 3 [ Rl vl
Frek A AR AL 52 Bt A W) SO Aly, F 3 1) 1 R 2 5% R
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