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Paeonia ludlowii in Tibet Stamens Disc Research

ZHAO Fan, ZENG Xiu-li, ZHANG Shan-shan
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Abstract ; [ Objective ] The present paper aims to explore the causes of the stamenization of the stamens of Paeonia ludlowii in Tibet. [ Meth-
od] Morphological observation of the stamens and normal plants of the buds of Paeonia ludlowii in Tibet was carried out. The transcriptome
analysis was performed by RNA-seq technique, and a large number of unigene sequences with different expression were obtained. The com-
parison was performed by GO and KEGG pathway analysis. [ Result] It was found that Paeonia ludlowii petal plants in Tibet were superior to
normal plants in terms of crown width, long branches, short branches, stem diameter and number of flower buds. The growth of long and
short branches was smaller than that of normal plants. GDSL esterase/lipase Atlg54790, polygalacturonase-inhibiting protein 2 genes in-

volved in stamen petalization. [ Conclusion] Tt is the most likely that the polygalacturonase-inhibiting protein gene is involved in the stameni-

zation of Paeonia ludlowii.
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Table 1  Statistics on morphological indexes of peony mutants and normal plants

; et " 21 - ey HREH(A) o
oy S (m) BH(m)  BHGem) R EGem) BT g )
Types Crown width long branch stem diameter short branch stem diameter growth
flower buds
IEH bR 2.00 1.80 +0.14bB  1.50 +0.34bA  0.80 +0.22aA  0.96 +0. 16aA 11.50 0.39
AR bk 2.32 2.20£0.23aA  1.91 £0.22aA  0.80 £0.35aA  1.00 +0.21aA 15.00 0.35
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Table 2 Sampling at different times

SRAE T[] £

Sampling time Number of samples

i ik

Number Remarks

2017.4.18 6 b
(B ARHAL)

2017.5.10 6 bR
(B LETEAL)

2017.6.24 6 Mt

(HLEEHAL)

AR SEAK 2017-2-H . 2017-2-1,2017-2-]

AR SRk 2017-1-A 2017-1-B [2017-1-C

1E# 8k 2017-1-D 2017-1-E 2017-1-F

FE AT 50 ml LA

TEH# 2017-2-D 2017-1-E . 2017-1-F
AR Sk 2017-3-A 2017-3-B ,2017-3-C
TE##k 2017-3-D 2017-3-E 2017-3-F

2.3.2 KRN LEMBEF LR E X
RNA BEAHEAT 1 % WS HE B VKA DU RNA B 52
A B fit DL R 2% 3 5 LR k5500 436 B 146 T A
A4l  Z4E(S 2100RNA Nano 6000 Assay Kit (Agi-
lent Technologies, CA, USA) #:illl RNA #£ 5 19 52 &
PEFIMREE . B RNA FEAK G 4% 5, JHAH A Oligo
(dT) R 2 mRNA 01453 () mRNA FPoinA
Begz op il il Bl B R B, 7E DA B 89 mR-
NA it , S TERENLT |4 & B cDNA 25 1 4%,
FEhnAZE #pi . ANTPS . RNaseH #ll DNA polymerase 1
ARLEA IR cDNA 45 2 5 , 2834 QIAQUick PCR i3] &

alifbIfhn EB 22 il pe e . VML 4lifk f5 1y 8% oD-
NA B TR AE R INGRIE A il iy 423k b 3, A%
Jo 28 35 1 W R 0 F Uk Rl ) RN e BT i AT
PCR 3%, AT 58 WA~ SCE i 45 T4 o
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2.4.1 ZFAEeKI NFRPELIE, T LIS
i TESTO1 A1 CONTRILO1 2 5 3L (K G %% 272 4~ I
PEILH 200 4~ FEILHE 72 4~; TESTO2 HI CONT-
RILO2 2 S 3L[H %0 2526 4~ FIHEEA 1403 4~ F

R3 18 MHARE R BRI R EAE T AR

Table 3 The test name corresponding to the 18 sample information names

EAE AN Wit 5 [ZAETUN S|
Sample name Test number Sample description Grouping
2017-1-A FT01 17 A Rk TESTO1
2017-1-A FT02 pi IR Y S TESTO1
2017-1-A F103 pia TESTO1
2017-1-A FCO1 BT, W B CONTRILO1
2017-1-A FCO2 pi I S CONTRILO1
2017-1-A FCO3 A6 IEE R CONTRILO1
2017-1-A FT04 R E Rk TEST02
2017-1-A FT05 167 A Rk TEST02
2017-1-A FT06 17 78 B bk TEST02
2017-1-A FCo4 165 IEH R CONTRILO2
2017-1-A FCO5 B8, IE R Bk CONTRILO2
2017-1-A FC06 TG IR CONTRILO2
2017-1-A ST01 T, AR Rk TEST03
2017-1-A ST02 T, AR bk TESTO3
2017-1-A ST03 R, AR B bk TEST03
2017-1-A SCo1 R, E 3Bk CONTRILO3
2017-1-A SC02 FhF, IF H B CONTRILO3
2017-1-A SC03 R, IEH Bk CONTRILO3
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lism (A7 2 BRI 1 11 USSR
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