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Abstract: AUX1/LAX family members are the major auxin influx carriers,which are widely participated in
plant growth and development. However, little information is available about the AUX1/LAX family in
moso bamboo (Phyllostachys edulis). In this study,a total of 8 AUX1/LAX genes were identified in Mo-
so bamboo genome. According to gene structure, conserved motif and phylogenetic relationships, the
PheAUX1/LAXs were classified into two classes. The expression patterns of AUX1/LAXs based on tran-
scriptome sequencing data indicated that four AUX1/LAX genes belonged to class [ exhibited high ex-
pression levels in winter bamboo shoot. The PH 02Gene38722. t1-a class [l member showed high expres-
sion level in outward-rhizome. Expression analysis based on qRT-PCR indicated that six AUX1/LAXs
showed high accumulation level during moso bamboo shoot growth,indicating the significant importance of
AUX1/LAXs during moso bamboo shoot growth. Our study can provide a theoretical foundation and some
experimental evidence for further functional verification of the PheAUX1/LAX.
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Table 1 The primers used for gqRT-PCR analysis

FEH 1D Em5IH FAEEIR]

PHO02Gene05025. 11 TTCGTCTGGGAGAAGCTCAT TGTAGACGGTGAAGCTGACG
PHO02Gene14146.¢1 AAGACGGTGACTCCAACACC TTTCTGGTCCGGTACTCCAC
PHO02Gene11253. 11 GTCATCCAGTGGTTCGAGGT GGACCAGATGCGGTAGTTGT
PHO02Genel17079.¢1 GTCATCCAGTGGTTCGAGGT GGACCAGATGCGGTAGTTGT
PHO02Gene46624. t1 CGTCAGCTTCACCGTCTACA GCACTGGTAGCACTTGGTGA
PHO02Gene07716.¢1 CGTCAGCTTCACCGTCTACA TGTCGATCTGCCTGATGAAG
PHO02Gene37523.t1 GCATGAAGAGCTTCCTCTGG CCATGAAGCCGTAGAAGAGC
PHO02Gene38772.t1 CGTCAGCTTCACCGTCTACA GAACGTGTCGATCTGCTTGA

PHO02Gene39512. 11

TACATCTCGGCCTTCTTGCT

CAGACAAGTCGCCGTAGTGA
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Table 2 Physicochemical properties of putative PheAUX1/LAX gene family
HH % IR/ aa Sy F i /u i G4 5 Ao
PHO02Gene05025. t1 530 58 732.24 8.85 0 B FEE vt
PHO02Gene14146. ¢1 524 58 205. 49 8.9 28 A5 3 P B Y
PHO02Gene11253.¢1 534 59 132. 68 8.81 LU VNS N
PHO02Gene17079. ¢ 1 530 58 704. 23 8.99 248 5 3 P B Y
PHO02Gene46624. ¢ 1 476 53 315. 35 8.93 28 5 3 P B Y
PHO02Gene07716. ¢ 1 477 53 155. 22 8. 27 2 5% 200 B A% L 9 5T Y
PHO02Gene37523.¢1 514 57 360. 31 9.08 248 BB 3 P B Y
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Fig. 1 The phylogenetic tree and motif analysis of putative AUX1/LAX gene family in moso bamboo
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Fig. 2 The gene structure analysis of putative Phe AUX1/LAX
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Fig. 3 Gene location and co-linearity analysis of the putative AUX1/LAX gene family
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Fig. 5 Expression analysis of putative PheAUX1/LAX in different growth stages of moso bamboo shoot
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