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050 100150200250300
N 256 aa

CCTCATGTGCCTAACAACCATGA +1 | 11 aa
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T B 6] P 51 45 4 22 S /0N, e AT A 3R A AR
VT, N Sk 2 B HE B AtFLALY L AtFLA20 FiI
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Effects of AtFLA22 Gene on Fertility in Arabidopsis thaliana

LIN Jiayu, LI Jinhong, FENG Xiangchi, ZHOU Minghui, WANG Ning, CHEN Yifei, LI Meina
(College of Life Sciences, Guangzhou University, Guangzhou 510006, China)

Abstract: Fasciclin-like arabinogalactan proteins (FLAs) are widely distributed in various plants and are

involved in plant growth and development. AtFLA22 was identified through RNA-seq from previous study of

other group, and its function may be related to anther and pollen development. In order to explore the function

of AtFLLA22, heat map was drawn according to the data from eFP Browser database, and meanwhile qRT-PCR

experiments were performed and further confirmed that AtFLA22 was specific expressed in the flowers.

Combined with the above data, it was speculated that AtzFLA22 may be involved in fertility regulation. In

addition,at fla22 mutant was generated by CRISPR/Cas9 and the insertion of adenine at 108 bp may lead to

premature termination of protein translation, and lead to the phenotype with shorter pods and abortive seeds.

In conclusion, we revealed that AtFILLA22 functions in the regulation of male fertility of Arabidopsis thaliana.

Keywords: Arabido psis thaliana ; fasciclin-like arabinogalactan proteins; male fertility
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