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Abstract  Legume species are an important oiseed crop in tropical and subtropical regions of the world. Recently,
next-generation sequencing technology. termed RNA-seq, has provided  pawerful approach for analysing the Transcriptome. This
study is focus on RNA-seq of five legume species which are Arachis L. (The peanu) of SRRI212866, Cicer arietinum L.
of SRR627764, Phaseolus vulgaris L. of SRRI283084, Trigonella foenum-graccum L. of SRROGG197 and Vicia sativa L. of
‘SRRAD3901. from NCB database. Comparaive study focuses on various important features lke; reads were generated with NSO,

s  gencs; among these, how many enes were annoated
with gene ontology (GO) functional categories and sequences mapped o ptfways by searching against the Kycto Encyclopedia of
‘Genes and Genomes pathway ddabase (KEGG). These data will be useful for gene discovery an functional studies and the large

p hese five legume specie.

Keywords  De Novo assembly; Bioinformatics; Legume species; Sequence assembly and annotation
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CLC GENOMICS WORKBENCH 7 (/1] T
De novol A%, {1 BRi\ % # H i Mismatch
Cost = 2, Insertion Cost = 3, Deletion Cost = 3,
Length Fraction = 0.5, Similariy Fraction = 0.8, Word
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H LRI
Tabe 1 Species comparison bsed on sequence
Speces SRRNumber __Res 34GC Content Plaform
‘Arachs hypogaea L SRR1ZEE  TaMpos 465 lumina Hiseq 2000
Cicerarietinum L. SRRETSA 35M spots a8 Humina
Phaseolus vulgars L. SRRLEWES  aMgos 464 llumina Hiseq 2000
Trigonellafoenumgraccum L. SRROSS197  627117spats 452 454 GSFLX
Vica sativa L SRRA0L 12aMgos 424 llmina Hiseq 2000
#£2NGSQC TH AR
Table 2 NGS QC Toolkit Result
Speces Total number ofTotal number of readSTotal number of Total number of basesPercentage of HQ
veads  (Original(High Qualty (HQbases  (Original(High Qualty (HQJeads
File) Filter fil) Fie) Filter fil)
‘Arachis hypogaea L 70620 7216150 0200 30807500 S84
Cicer arietinum L. 1902207483 1942030133 1904983 1904950 s0.99%
Paseolus vulgaris L. 20444852 13416027 002580492 684ILSTT 6553
Trigonell fonum-raeaim L. 627117 600237 ka5 177287 o7.15%
Vica sativa L 2055 19 608945295 504485011 a2
3 FEFRA K
Table 3 Contig messurement n Lengih
Speces NSO Winmum  Meimm  Aversge Count (Contigs)
‘Arachs hypogaea L. w1 6635 s 10024
Cicerarietinum L. 29 39 w05 4678
Phaseolus vulgars L. W W s36 02 6999
Trigonella oenum-graccum L 470 86 23 a5 7256
Vida sativa L. s w7 6080 s03 28
2.4 BLASTX A blast2GO HyZhRER AR 2.4.20{LiY(EC) 5 2
2.41 BLASTX ESEMITI K BRI, FULE

1A 10-6 1 E LA (132 7 BLASTX LU 551 45
A0 A 7SI FE LR . BLAST 45 A B Rh i £
BHITRE
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Table 4 Blast Result comparison

S ALE S T IORE, AR AN A 5 09 = A 5
HHF(KS).

Species Wihou Bletwithout  BlstWith _ Blstwith  MappingAmnotaed  Total Sequences
Resuts s Reslis_ Resuts Sequences
rachs pogaea L E) ) ) e e
Cice aretinu L. sz 2056 s T o5 a8
Phaseolus ulgaris L 102 2501 e w9 e
Trigonela fosnum-graecum L. 167 255 w s e
Viasativa L o 1w 3w 50 2z
ESECHH
Table 5 Enzyme Code (EC) Clssification
Species Oridoreducts—ses_Trasferses _Hycrolases Lysses _lsomerases _Ligses _Total
rachis ypogaea L ) o w e w1
Cicer aretinu L. s « 7 0 s PR
Phaseolus ulgaris L 110 = a7 n » 2 s
Trigonela fosnum-graecum L. 148 10 m uom w s
Viiastiva L s 27 s w & w
K660 #%
Table & Gene Ontology (50) Clsificton
Species v ot
rachis pogaea L w1z @) 352 (3290 2607 @5%) o
Cicer aretinu L. 916 (40%) 734 (32%) 654 (28%) 20
Phascolus ulgaris L ) 1168 (31%) 520 (22%) w2
Trigonelafoenum-graccum L. 2792 (26%) 407 (430) 2980 29%) 10179
Viasativa L 7025 (31%) 5615 (31%) 5520 (32%) 16761
PHLWEGO LA MMk &5 TR, s MICHBEE RIS R
PRSI, S R AR SR
BARERAREEN, SRBLEUMILE 7 Kecok
XM E SOOI . X TR Toble7 KEG Resul
G e SN TN S— [ —
ARBETA T REFAEL, TARIIULE  Arcgs mpogaea L Fra——
E#IWEGOL A, Cicer arietinum L. 786 i
i L 629 89

i e L1922 87

USSR RRERT, FEEROLEERE o w

&, WitsReE, W-REEREERER,
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Figure 1 WEGO Tool Result of Arachis hypogaa L.

25 SR

TR BC (SSRER IE) 2 H) i 1E it Pl A
EHEIHHT RIRIIN 5 T 45 id(Zhang etal). AT
HIESSR, Flper Il AMISAIY %7 # ¥ 5%H) . #8
1k TSSRIZEATR, LR T AP RSSRES R

8 FRA Y SSR il
“Table 8 Sttistics of SSRs identified in transeripts

VEAMMEE . B AR5 1ISSRA W IF ISSR, Bl
JRR AT BISSRA Z K AT BISSR. SUATER %)
R T /M AR BSSR. T X IFRISSR
FNHAFRESSR, (ETER S EA b S EH R Y
BEN.

SSRMining ‘Species
Avachis Cicer Phaseolus  Trigonella ViciasativaL.
hypogeea L. arietinum L. _vulgaris L. foenum-graecum L

Total number of sequences examined 1084 30678 6999 7256 2748

Totalsize of examined sequences (op): a60s095 27932177 2110290 3226271 11444673

Total number of dentifed SSRs: a2 5228 1405 3107 1150

Number of SSR containing sequences: 649 a1 1304 2101 1085

Number of sequences containing more then one SSR: 74 681 3 ur %

Number of SSRs present in compound formation: 48 37 2 ur ®

Distributionto diffeent repeattype casses:

Mono-nucleotide %5 2019 1218 2569 2

Dinucketide 164 1271 4 25 u3

Tri-nuclotide 29 1818 % 3 529

Tetra-nucleotide 10 ® 7 2% 10

Penta-nucleotide 2 17 2 10 3

Hernucleotide 2 > 1 2 3
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HYFERETER. HRA TR RUEEFC
01 I 0 Y A A 5 R T £ 3Lt
HARH H UL (Libault et al., 2009) .
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Table 9 Plant Transcription Factor Result

Species At st different failes
Arachis hypogaa L. [
Gier arietinum L. o7
Phaseolus vulgaris L. a

Trigonela foenum-grascum L. 45
Vicia sativa L, 8

3%

RSN FNCBISURF 1 AT SR
#aftde novoflF 7 H, LLFIH —(Xiluminafl
ASATUFIETRNA-seq/h BT 4 AL e 5 00
AT 5 RO AR, BRI
BT B RS 8 AL LR
R BRI YR T 2 2 i,
R R, RO, RAK R A
[ FHAIEAT T de novosh LR, A4181ER S
5 DR ST 004 TR SR AR 18
FIAT A AU R S AN ST, KR
O HOVER 19 VA TR ) T LA IS

142 WS AR T
Figure 2 Plant Transcription Factor Result of Trigonella
foenum-graecum L.
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