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2100 BioanaLyzer 7381 RNA $£HUF &, B4 RNA
2 A Oligo(dT) By il BR & 4R » 11 R AT Uk L 2R 45 2
K75 mRNA, Ko B 4ifb 1) mRNA BEALFT W7 hg
FrBEL I G AL G138 5% 545 08 cDNA, cDNA
2o aliAl R PR R i 8 52 S A S i poly A A
JP4e Sk R 4 SO LR B A% S EALIT .

B0 P I A5 10 JR 4R reads(raw reads) 453 i &
Ab B A5 B 5 B i A9 reads (valid reads), %% 5
Trinity" F2JF %t valid reads #EAT M\ Sk 2H 25 , 46 25 i
4 3t AN BE F-2E K 19 unigenes.,

P4H 25 Fr A9 A9 unigenes i 19 BlastX™ B85 Xt 5]
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KOG A EAT 4387 IR A E<<1 X107 iTERE.
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25000 F

20000

15000

oSk

10000

GC % &= 8 BOW By SN H 5 R Y 45 4 L 2 fig Ak
A5 B J P 2 B L 7 9 ) L AR IR 2 — . GC B it
A3 B4 A1 02 5 DU st PR i 4l R 1 GC 43
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SEIEZS A3 33X I 55— 7 TS B 1 o e AT
2.2 unigenes YJHEE R KA G5 Hr
2.2.1 JFHNFEIEARRLE 2
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2 FHRG5SMH

2.1 WP ECHE A 2

P AL 28 Tllumina Hiseq2500 15 & M 77 37
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# 1 BLASTERILE

B unigenes §¥/ %% B/ %
Swiss-prot 35616 39.50
NR 55 197 61.21
Pfam 38 967 43.21
KEGG 22 961 25.46
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28.8%

Bl 2 NR B Fh o A

2.2.2 unigenes i KOG Zfg 5

FAZ W) 8 M AR 2R 1 R R Ceukaryotic
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A3 A S B, W K KOG Z e 28 ) b e 4 1 5 He
oLt RE B R R R K A2, L 6286 g%
(13. 60 % ) unigenes; HK 2“5 5 & FHLH " & T
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TELE WU A L AT Mol 25 2B 4 05 2 75 B[] 5 1A
e [F BRI R 58 L, A T R — 2D o M 22 e R IR AR I Y
HY 22T e, Ml KEGG (Kyoto encyclopedia of
genes and genomes) " B 28 X 07 1 Ol K 225 S5 R
B FEH 4T D RE /3 28 FN Pathway 1B, BEWE 1 o A
B AR AR Forpr 22 S BRI, 4 R R 4 266
%% unigenes #EBER] 192 MU EIE P, HdE
Fde 2 0 RAZ IR (ko03010) . A 162 453 [H 5 Hik
JETE R R HERE A (ko00500) , 47 156 FkFE A,
2.2.6 5 PR A AR G HE A Y 7

T W) A S T 5, 3 i D A AR A K
REDEEEZYEM., Hrh E KK (zeatin-
riboside, ZR)J&—Fl 4l il 43 24 2, 76 3 B F 5 Bk 2F
2L pathway RS RS, KT ZR WED A
I 7R (ko00908, WA 6 7 7 ) Hh LA e B L A (A
IO ERFIR, TRRNED A A%

(00 o SRR

Bk MR A GRS T, BRI
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APT) fE Ak = B & N 46 5 — 9% 1R (dimethylallyl
pyrophosphate, DMAPP) 9 5 )5 #5 Jt A1 5% 7% 3] 9 iR
BRAT bz R A E R RS — 25, AdPT I
EEARRA MR HER ., 25 20 Ao R R
FRAG R AL (CYP735 A) i Ak b — 28 19 7= W) T 1l I
XEKRK, BRI IEIREY, XPINIEHAEEE
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mevalonare pathway
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AtIPT] Isapenienyl- Lrans-Z.calin
I ATP I- nboside 5 =
oo —QI—-—K 25 L1120 {cypaisa Qe O O Prenyl-tRNA
| DMAPE trphosphate DMAPP
; Qarp © RNA
AP 4 Tsapentenyl- Lrang-Zealin
= - ADP - 1 nboside cis-Prenyl-
______ B Y ET3SA C 0 :
. O 25 LI [EARSSELL) diphesphate tRNA
DMAPE
Qapp
ATPT Lrans=Yealin Dihydrozeatin
1 3,578 Isopenienyl- ntwsmli: N |1bns[d$ , -
— AMD ey monephosphate monophosphate cis-Zeatin
0 > CYPT35A] o nboside
DMAPP monephosphate
©amp
Mainly from lsapentenyl- trans-Zeatin Dihvydrozeatin
deoxyxylulose pathway adenosing N nhoside ¥ nboside cis=7ealin
0 nboside
Adening Tsapentenyl-
ening adening trans-Zeatin ¢ i : ;
O ademing s :l‘ T C Dihydrozeatin els-Featin
A-MeihyThut-
2-enul O Dihvdro-
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O TGTT3C O (CTS 700
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adenpsing -metlnonine Acdtale ) carine glucose glucose
irans-Agalin- ey
. O 7001
O-glucoside
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O-p-D- - /
O
Xylosy lrgatin rOx1
O uie-n-O
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Bl6  TORFEM AP A MR (ko00908) T B
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TE 53 1 15| Wk Z, B® (indole-3-cetic acid, TAA) AL
Wikt ERA 5 MRNZEFRE, BT
B 760, 5 % AR 3 (ko00380) X 45 i 2 (3= 3), M)
Wk SR (A= )6 R S DA 8 B B O Iy, b — SRR
ook 0 &R R €0 2 R LR W Y VR R B
JEt ), TR S — A i | W — 3- 2 TR AL T
g | W — 3- £ T E it 199 1 T 2 Ak L ms | W 2 R

®3 HERGBEXNERRZEIER

KB PZY_ PJ

Gene ID pacy 2
/bp FPKMFPKM

comp44878_c0_seqd 1683 10.42 1.37

R T

4 RR
compl33640_cO_seql 696 6.63 0 -

S AL B

oM R
comp47752_cl_seq2 838 0 4.92 L

JIid S
comp216751_cO_seql 263 5.98 0  FEILIRBIRHE
comp211781_cO_seql 212 5.62 0  &IEFRBRHET

n5| Wk — 3- 2 e
comp34804_cO_seql 414 11.93 0.66 -

AL

W5k — 3- 2
comp24334_cO_seql 298 9.80 1.42 .

e

5|k — 3- 2
comp42922_cl_seql 301 16.41 4.85 -

=g ia
comp49877_cO_seql 822 23.16 4.27 WilREF A
compd9877_c0_seqd 844 40.49 9.81 iRl A
comp49877_cO_seq6 821 19.75 2.89 HENREF A
comp49877_cO_seq?7 845 46.93 0.97 BilREE A

comp53749_c0_seql 3284 86.19 28.00 JRIH%& &M

W&k
comp39838_cO_seqb 965 19.96 0.97 '

4

12-%-H ) —
comp48844_c0_seqd 737 10.07 1.19 L

H 32 R RIBEEFE B GO Bl e 3 25 3 i 75
2 ( Abscisic acid, ABA) 4 ¥ & W & & (GO.
0009688) , fL#E compl5580 c0O_seql.comp24334 cO
_seql Fll compl7177 ¢c0_seql, H:H compl7177 cO
_seql BEAE S 9- M-I A I B N = RO A R
JE ABA E WA R OC HE Y L e SR T 2R 2R Y
FPKM {2} 4. 58,25 FPKM {61 ) 0. 85, 7] LI &
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B[ 7N ESRIBIEFE Y pathway & EF] o
JBR IR A A 8 & 42 R (ko00592) 5 1T 3E bR R 42 45 IR

FIFR (jasmonic acid. JA MR IGYI TR . X 7 4%
R A A A2 A T 5 B 2 b BT JRR 2 1) 1 3 A
JER AR A AR AR o 1 B, OF Hax 7 /> 25 R 7R Bk 2
M R IR T 2R R 3 TR .

H K55 Z (gibberellin, GA,) [ 25 5 ik &
R H 3R 3] — 4 (comp36256 _¢0_seql, 707 bp, GO
0009686) , 1T B N AR - DL 5E A2 M R R AL i . I T A
TENH-I BRI ARG R 12 B, R ER
B B R ) A B AR BR ZE ) FPKM {E R 7. 6, 7F
250 FPKM {HN 17, 45, %A ZE P Rk K
TR ZE TR,

3 4 it

AR S g 38 £ 0 PP AR P ) 9 1) 2 B Bk
ZERER 2 55 300 09 2504700 P 4307, 3R A5 R o B PR R
FE R R RE T AW s S R
B o IAAABALZRJA 1 GA, 5 it = A AH
RHEPR 1 22 51 A O T e 10 5 B AT TR R AR AH G
(22 5 R IKFE DL 43 7 5 K B : ZRVIAA L ABA 1 JA
X 4 PR G A B AR SC R TR BR ZF P i R ik i
KRFZEPIRIB R M GA, A ARSI 56 3L X 1
W Rk BT AP REE,

AR SO SRR 53 A 2 Bk 25 e s A i 3R
IKIE ML .90 175 4% unigenes F 55 197 5545 3| [q] 7 44
BB 34 975 2% unigene AJ e T8 TIE %
T )5 3 S 2 B S R AR BB R Y AR AR S
i O R AR AR B AR BB OR . BRI BB
S5 IR A2 13 M B 3 K, 3K 1E R T 8 B TR 42 48 R0
BRI ZAAERNMES . ASCGE S5 5
P R AR AR DG BE R D BB K KB 5
R KRB LA . (H R A AR N 5 K Y
2R IHARERHLANE R KN 2ES, X ZEH TN
BRI SR B YR A — R V)L TR X 28 D JR rp Al
RES 52 B R AR SE 0, 5 S0 AR 22 03 i SE [ 52
AT L it o 4 R TR ) 2 5 3R R O, DR AR T T 1
BWMERXNEREHRFERKEFEmW, 75, BEERE
i I BRI SEA BR O o3 BT e AR R R TR Y R A T
O o DT 48 7 B 5 R 7E 1 BBk 2 th AR 00 K A
BT e w EEAE R 2 E T
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Transcriptome Analysis of Pinellia Bulbil Based on
High-throughput Sequencing Technology

YE De s YANG Zhili» L1 Donghai, XU Tao
(College of Life Science, Zhejiang Sci-Tech University, Hangzhou 310018, China )

Abstract: The transcripton of bulbil and stem from Pinellia was sequenced by high-throughput sequencing
technology. A RNA-seq library was established, which contained 6.5 GB raw data, as well as 122 282 962 pieces
of valid reads with an average length of 103. 84 bp. After Denono assembly, 90 175 unigenes were obtained with
an average length of 751 bp. In addition, the length distribution, GC content and expression level indicated that
the data had good quality and high credibility. A total of 55 179 unigenes were annotated in NR database, and 46
237 unigenes were categorized into 25 KOG classifications. 31 622 unigenes were assigned to 57 GO terms which
contain three main categories. Furthermore, sequenced results between bulbil and stems from Pinellia were
compared to study differentially expressed genes and then 19 genes were found related to anabolism genes about
7R, TAA, JA, ABA and GA;. The analysis results showed that the expression level of genes of ZR, IAA, JA and
ABA in bulbil were more high than in stem, except GA;.
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