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7S B B .2019-12-11 Abstract: Using young panicles of extra-large grain
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(BE2018357) 5 IR IR A 7 Ml 5 A Ak & 5 H ( CARS-

Nipponbare. Expression levels of genes were counted by
fragments per kilobase of transcript per million fragments

mapped (FPKM) method. Functional annotation, enrich-
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TEE RS A fb(1984-) 5 ARG UT A, -1 | BB RFSE b4, 5 ment and metabolic pathway of the differentially expressed
ARG AL FBFSE. (E-mail) liangwenhua0228@ 126. genes (DEGs) were analysed by using GO and KEGG da-
com tabases. The results showed that 3 618, 4 183 and 5 254

BIESE SKIEAR , (Tel)025-84390314 ; ( E-mail ) zhangyd@ jaas.ac.cn DEGs were obtained in the early, middle and late stages of
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young panicle development, and a total of 4 374 DEGs were annotated with gene ontology ( GO), mainly involving DNA

binding, cellular processes, signal transduction, cell proliferation and material transfer, etc. The analysis results of KEGG

database analysis indicated that DEGs referred to 119 metabolic pathways, mainly including starch and sucrose metabolism,

protein processing in endoplasmic reticulum, hormone signal transduction, cyclin and so on.
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&1 HT qRT-PCR RiZHHHISIHFET
Table 1 Primers used for qRT-PCR expression analysis

%N 1D EFFIHIFES] (5—3") RGPS (5'—3")
050820531600 AGGAGTTTGATGAGGCCAAG GCGTGTAGTATGGGCTCTCC
050520187500 GCTTGAGCGGCGTGGGCAT TCCTCTGCAAGAACGCGTGGC
050220244100 TTATGCCTGTAACTGAGCCATCTC CGCAACCGCACAGGAAA
050720603300 GAGGCCACAGGGAAGATGCAA GGAATATTTATATTTCTTCTATAGTTTAATCTTCA
050320407400 ACGCTGCCTCCAGATGCTGCAG CACTTGCTCTGCACAAACAGCG
050320646900 TAACAACATGACGCCTCCACCTG GTTTCTGCAGCCACTACAACAGC
051120247300 ATGAGGGAGTGCATCTCGAT CAAGATCGACGAAGACAGCA
050520158500 TTTGGCTCTACAGCGGTGATG TGTTGAGGGGAACCAGGTGA
050320687700 GCTCGCCATTGCCAAGCT TTCAGAAAGGGAACAACGAACAC
0s04g0580700 CCACCACCAGATATTGACT CCTCCTCCATTGCTTCTT
0s09g0309600 TCTGATGGGCATCGACAACG GGCGCACTCGAAGGAGACG
0s02g0638650 GATGTCCTTGCCGAATCA GCTACTGCCGAACGATAT
0s06¢0147500 CGCTAGTTTTCGTCATGGTTCC TCGCTCCGTTTTGAGTGCTG
05120114800 GAACCTCAACATGGGCAACG TGCAGCAAGAAAATAAACAAAGCT
050120944200 TCGCAACATCAAAGCAAAACC TTCACCACCTGCCCTCCC
0s03g0712800 TCTGGACCTGTTGATGAC GGAGGATGACTTCACTGT

0s03g0718100 CCACTATGTTCCCTGGCATT

GTACTCAGCCTTGGCAATCC
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Fig.1 Differences of grains phenotypic characteristics between TD70 and Kasalath
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857 017 0924%, “F- #4345/~ J37 3CFE A5 3147 612 061
UG read, PEAT KBRS 205 e A A AL A
P PR SCERAF Y clean read &

45 474 692%%, i#id FastQC KX} clean U4 1)
P B AT R 45 R SR 18 AN 3 SC 2 A 1Y
Q30( ] ?mﬁﬁzﬁﬁ%ﬁ 99. 9% 1) read ) eIk Ky
91.9% , ffm N 93. 0% , V-3 9 92. 2% , 7] UL ¥ Ji
I, %'Jﬁﬁ Tophat #1443, 85 I ¥ 15 1) 19 &5 1
clean Z(4f IR S F A, WK 2 T LI,
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clean B4 b X 31 22 5L K 4 1) B AR SRy 83. 2%,
HEAE 90.9% , HRE Sk LT ( Unique alignment )
FH A 0 3 AL e — 7 59 A R R 74, 4% ~

x2 WERHEIEGItRSKEHEDEEAR

85. 1% , 34 79. 9%, TD70 Lbxk 322 He K 241 11
HER I 2 5 F Kasalath , 3% 7 5 2 404 A5 22 18] 3 [
HIM 215,

Table 2 Summary of sequencing data and comparison of genomes in rice young panicles

JEUf read %X JR R IR EL clean read %%

clean TRIEEL  clean BUHEAY Q30  LLXT LB H I

R L Xt E1 5%

RS (%) (bp) (%) (bp) WOl (%) A0 read (%) B read (%)
K-P1-1 50 169 832 7 525 474 800 46 707 476 7 006 121 400 92.1 83.3 74.4
K-P1-2 47 188 462 7 078 269 300 45 000 530 6 750 079 500 92.4 84.5 75.9
K-P1-3 49 602 626 7 440 393 900 46 918 000 7 037 700 000 92.1 83.5 74.8
K-P2-1 49 225 574 7 383 836 100 47 381 448 7 107 217 200 92.1 83.8 74.9
K-P2-2 43 373 592 6 506 038 800 41 170 490 6 175 573 500 92.1 83.4 74.5
K-P2-3 43 643 418 6 546 512 700 40 994 012 6 149 101 800 91.9 83.2 74.4
K-P3-1 47 660 926 7 149 138 900 46 702 074 7 005 311 100 92.5 85.2 77.2
K-P3-2 52 126 028 7 818 904 200 49 520 066 7 428 009 900 93.2 84.6 76.5
K-P3-3 50 338 604 7 550 790 600 47 574 644 7 136 196 600 93.0 83.9 75.9
T-P1-1 48 229 842 7 234 476 300 46 639 190 6 995 878 500 91.9 89.9 83.6
T-P1-2 47 388 156 7 108 223 400 45 872 434 6 880 865 100 92.2 90.2 83.8
T-P1-3 46 000 146 6 900 021 900 44 593 750 6 689 062 500 92.5 90.9 85.1
T-P2-1 46 012 598 6 901 889 700 44 057 950 6 608 692 500 92.0 90.3 84.5
T-P2-2 47 148 816 7 072 322 400 45 549 038 6 832 355 700 92.2 90.4 84.4
T-P2-3 48 715 176 7 307 276 400 46 348 178 6 952 226 700 92.3 90.5 84.8
T-P3-1 47 004 134 7 050 620 100 45 015 864 6 752 379 600 92.1 90.5 84.8
T-P3-2 42 895 246 6 434 286 900 41 018 196 6 152 729 400 91.9 90.6 84.8
T-P3-3 50 293 916 7 544 087 400 47 481 114 7 122 167 100 92.0 89.4 83.3

A1 857 017 092 128 552 563 800 818 544 454 122 781 668 100
Sy 47 612 061 7 141 809 100 45 474 692 6 821 203 783 92.2 87.1 79.9

K %75 Kasalath; T 3275 TD70;P1 P2 Fl P3 /> SR F 2] 1~3 cm 4~7 cm H1 8~ 10 em KEEMILNHE ;1.2 3 2 BIHCREEA M 3 M Y2 TR,
JEHAEARE clean BRI Rl 745 3| E‘Jl‘éﬁﬁ%ﬁ;mad FRiEEK ,clean read FornTEEE, Q30{J“'Jf‘ﬂ)&%(ﬂﬁ%iﬁ 99. 9% 1) read,

2.3 2 PNKFEM RIS R R AR BT
9T 43T TD70 Fil Kasalath 75 7K 75 22 R 1) 41 i

HRIKIEI SIS 2 5 BEX BAAE | DA
IR SR R 34 7 07 B2 JR 2 A O 2248 ( Sppanicleman cor-

relation coefficient, SCC) 2371 H1 3 153537 ( Princi-
pal component analysis, PCA) , &5 5w, B IFEA
(4 3 AN A=y 1 A2 1) A R fRH O R ECK 0. 947 2,35
WM FREAR A Y 2 2 B B BE, A
2A TR [F]— 7K AR A ABEAS ] i 300 1 AR A ] A, 77
TERR SCAE 5 2 A /KRS A AR [F] % 75 I 399 ) 2y Rl )
fAAE—RE 225, TDT0 TSI (P2 A P3) B REAAT
— 5 IRHARLAE T 5 T30 179 22 53 85K, Kasalath 147
RSN, I 2B FTLAE 2 K FE A RHE
T (P1) Ahilirh kil HAT B IR 22 55 WA KA 4))
ﬁlﬁ’ﬁiﬁ RS (P2 P3) AR RS TS Y 25 5

— K KR 2 DK FEARHE S A F R

FikiG e LB E 5, 1] (82 1 AR WK R kR K
INZES IR
24 2NKBHBSERERRIEZERSH

HRAE Cufdiff PARTINZE SR, g 22 R IR 1Y
PR Rg<0. 05, 22 R IAMEE =2, %] TD70 5 Kasal-
ath AN[FER/NGHEAY 3 4 L4 (TD70-P1/Kasalath-
P1.TD70-P2/Kasalath-P2 , TD70-P3/Kasalath-P3 ) i
TERFRIEHA S, 45R R, PLIIAS 6184
2 RIRFEN  FHord2 4365 [ RERIA, 1 182 4>
HH T IHZE S P2 MHL3154 183 ML BRI,
Horp2 368 iR 2635, 1 815 2K T A 3Rk
P3 WK 1425 S5 3R S BIES 2544~ Firb2 426
AL LR IR, 2 828N IR N FRIE . M Al 3A
AL BEE KL L 2 MR 22 R R E 1
SEPEH L LR JE A 2 N S 5 3NVl
KBRS, MNEFRIRILFSCKE (E 3B) Fil,



806 AR 4l 2% M 2020 4F 55 36 B 4

TE3ABTIIER 2 BRI A 1 7424, 76 PL, 990 4.2 0961, Ui Bl /K& 4 A7 AN [ & 3 B 01 1)
P2 P3 WP A 2 SRR RN A 1 0554, 2=k BEA PRy g A [ i 0 S A

A

1.0
0.878 1 0.867 3/0.784 8 0.823 1/0.828 0/0.838 0/0.838 9/0.832 4 P.777 50.7837

o
N

g
o

0.805 6/0.849 6/0.853 2/0.840 8/0.842 7|0.842 7/0.793 2/0.803 4/0.791 3 b
0.875 0/0.789 0/0.836 2/10.839 1/0.837 8/0.841 8/0.840 1 P.779 7f 0.790 6 0.781 7 c 0.8
0.790 0/0.789 2/0.809 5/0.839 1/0.831 5/0.829 3/0.802 8/0.814 7/0.813 1 4 % 07
0.878 1 0.792 0/0.833 3/0.825 9/0.833 5/0.825 5/0.8300/0.831 6 o
0.867 3 0.8750 0.7823/0.830 5/0.830 6/0.835 6(0.822 8/0.8302/0.8326 ¢
0.784 8 0.805 6/0.789 0 0.777 6/0.836 3/0.816 9/0.817 0
0.8231/0.849 6/0.836 2 0.8021/0.788 0 0.8072/0.817 6/0.811 1/0.8159
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P.777 i 0.793 210.779 7/0.839 1/0.833 3/0.830 5 0.8021/0.797 3 m
0.783 7/0.803 4/0.7906 |0.831 5/0.825 9/0.830 6 0.788 0 0.793 2 n
0.791 3/0.781 7/0.829 3/0.833 5/0.835 6/0.777 6 0.807 2/10.811 3 o
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0.8131/0.8316/0.8326/0.817 0/0.815 9/0.825 3/0.854 1/0.855 2/0.880 8 r
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Fig.2 Correlation between transcriptomes of two rice materials at different young panicles development stages
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Fig.4 The qRT-PCR analysis of differentially expressed genes in two rice cultivars
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Fig.6 Analysis of differentially expressed transcription factors in two rice materials
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