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Full-length transcriptome sequences and the identification of putative genes for
flavonoid biosynthesis in safflower
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Summary
Background Tkﬂowuoflbeumowa((mh—nML)&MMMhWMWRMkW”WWWM
Flavonoids are the primary bioactive components in safflower, and their d interest. Previous studies mostly used second-generation se-
quencing platforms to survey the putative flavonoid biosynthesis genes, F«-mmawmuumnmmv«uwm
Mnnmo-u.wmymndy
Resalts: High-quality RNA was extracted from six types of safflower tissuc. The RNAs of different tissues were mixed equally and used for multiple size-fractionated li-
h-h(l-zbludl-ﬂ)l&mym n««mmma«mhl-zuhz-nmumnhmm; 10.43Gb clean data and 38,302 de-
d. 44 unique were full length flavonoid genes were char-
mumm«um 'mm Iy Mmkﬂvﬂe‘iﬂodﬂhﬂmw&snd&mhumw
The under McJA  were also d, 9 genes are significantly up-regulated and 2 genes are significantly down-regulated. The gencs in-
MMnWM-Mmmem M&hSSR-dthNAndmndyzdmwMy
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