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Full-length transcriptome sequences and the identification of putative genes for
flavonoid biosynthesis in safflower

Jiang Chen'*", Xiaohui Tang® ', Chaoxiang Ren'~, Bin Wei', Yiyun Wu'~, Qingh i .)h e
St -u_Lx\J.,;lmmqupuhux_Bg»m\\w;unuj‘umlhub)umym.-ﬂ u of Chinese Medicine Resources, Chengdu 611137, Sichuan
? College of Ph Chengdu U y of Traditional Chinese Medicine, Chengdu 611137, Sichuan
* College of Agronomy, Sichuan Agricul y, Chengdu 611130, China
:Mouhmcomﬂ;meqmllylolhewuk
To whom dence should be adds d. E-mail: peixjin@ 163 com;
Summary
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Flavonoids are the primary bioactive components i safflower, has interest. Previous studies mostly used second-generation se-
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thesis in safflower, we carry our study.
Resalts: High-quality RNA was extracted from six types of safflower tissue. The RNAs of different tissues were mixed equally and used for multiple size-fractionated li-
u-mu-zz-s-u-as)m-yw m«ummua«mml-zuhmmululhmmx 10.43Gb clean data and 38,302 de-
d. 44 unique were full length flavonoid genes were char-
wumwmu' i mm ly mmuwmmumm-wa&mhumw

under McJA were also d, 9 genes are significantly up-regulated and 2 genes are significantly down-regulated. The gencs in-
MM-MMnMMMmuM Bm&ss&-dheRNAnlbldyldnowM

] -m ‘ I ‘,,,g!,,
1’::4. | .
= ‘ I -!-.J-:-,!

o
=

i

B .,.........":.. ...*...."-‘.z.----'~
lﬂi
lﬂ

ne H'r udltl:ni’
shoesrorg ot Phascondes




-

Fommidiee imencional: alion.of GennineSfedici

HRPEHAEZFKES logo:




