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Determination of Paeoniflorin of Cultivated Peony Root in
Mudanjiang by HPLC

LI Yufeng, ZANG Xiaodan, CAQ Yang
(Heilongjiang Agriculture Economics Vocational College, Mudanjiang, Heilongjaing 157041)

Abstract: Using the method of HPLC, seedling root of herbaceous peony seedlings were used as test
materials in Mudanjiang city, the effect of the different physiological age of seedling cultivation of
peony root and different size of peony seedling root on the secondary metabolites of paconiflorin were
studied. The results showed that in Mudanjiang cultivated seedlings of peony root in 7 years before the
content of paeoniflorin was increased with the number of years of cultivation. It had the highest
content of paeoniflorin in 7-year-old peony seedlings. After 7 years of cultivation the content of
paeoniflorin was not increased with the growth of the year. The content of paeoniflorin in the same age
was gradually increased with the increase of the content of paeoniflorin.
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Table 1 List of primers
HERS HEEZTK LiEsI5-3D THE4G-3D
Gene ID Gene name Forward primer (5'-3") Reverse primer (5'-3")
Unigene 49771 ARR-B GCCCATCCAACATCTCCAAACA TTACCATTCTGAGCAGCCACCC
Unigene 13139 HSF ATTTCTTGGAACACCGATGGGACG GTTGAGTTGCCTGACGAAGCTGGA
Unigene 22314 MYB TTGATCCCAATACTCACAAACCC TCGTATGATTCTTCTTCCGATGC
Unigene 18837 WRKY GGACGGACATGACTGGGATA GCOGAATGACAAAGAGGTGGG
Unigene 28598 GAPDH GCAAGGACTGGAGAGGTGGA AGTGGGAACTCGGAAGGACA
N o A
FHEE SRR T, % F bHLH . bZIP S B 1%
2 #ERE9H R TR,
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Note; A, Bud germinating stage (April 26t ); B, Leaves fully expanded stage (May 26 ) ; C, Full-bloom period (June 26t%); D, Rap-
id growth period of fruit (July 26™) ; E. Fructescence (August 26™); F. Leaves senescence (September 26t%) ; G. Petioles; H. stems; L.

roots.
1 FEEKMEEBINEARNR FENERET oRT-PCR E1E
Fig.1 Verification of transcription factors in different periods and tissues of E. senticosus by gqRT-PCR
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Exploring Transcription Factors in Eleutherococcus senticosus

LONG Yuehong, SONG Ju,GUQO Hongyu, YOU Pengsheng, XING Zhaobin
(College of Life Sciences,North China University of Science and Technology, Tangshan, Hebei 063000)

Abstract; The leaves of Eleutherococcus senticosus were used as experimental materials, the high-

throughput sequencing technology (Illumina HiSeq 4000) was used to sequence the transcriptome,in

order to {ind transcription factors from the transcriptome with the bioinformatic way. And then the

gRT-PCR was used to analysis correctness of transcription factors with 6 kinds of stages and 3 kinds

of tissues of E. senticosus. The results showed that the transcriptome of E. senticosus was 8. 34 Gb,and

it contained 77 087 Unigenes. There were 485 transcription factors in it, which involved in 36 families.
By qRT-PCR analysis, the difference of Unigene 49771, Unigene 22314, Unigene 13139 and Unigene
18837 was highly significant in different growth stages and organs (P<Z0. 01).

Keywords: Eleutherococcus senticosus ; transcriptome; transcription factors; saponins



