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Transcriptome-wide Identification and Expression Profiling of PEBP Gene Family in Camellia nitidissima

LIU He-xia, DIAO Hui-ling, SHU Yang et al ( College of Biology and Pharmacy, Yulin Normal University, Yulin, Guangxi 537000)
Abstract Phosphatidyl ethanolamine binding protein (PEBP) plays an important role in the formation of flower. In order to konw the function
of PEBP gene family of Camellia nitidissima in blossom, PEBP gene family was selected from the transcriptome database of petal in Camellia
nitidissima with bioinformatics analysis, and their protein properties, functional domains, evolutionary relationships and expression patterns
during flowering were analyzed. The results showed that there were a total of 9 PEBP gene families in the petals transcription of Camellia nit-
idissima, which could be divided into four sub-gene families, such as FT-like, TFL1-like, MFT-like, PEBP-like, etc. The protein family is
mainly composed of acidic, hydrophilic and stable proteins located in the nucleus. In addition, the Motif of this gene family had a certain con-
servative type, and there were some differences in the number and types of conservative motifs. During the flowering process of Camellia nitidis-
sima, the expression level of CnPEBP4 gene increases continuously, which may had a certain regulatory effect on the petal morphological for-
mation of Camellia nitidissima, but other gene family members showed low or no expression. In this study, the sequence and partial functional
information of the PEBP gene family members of Camellia nitidissima were identified, which provided theoretical reference for the study of

flowering regulation and laid a foundation for the study of flowering regulation mechanism of Camellia nitidissima.
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Fig.1 Five developmental stages of floral buds
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Table 1 PEBP gene family information of Camellia nitidissima

S 7 HIERACH ST . AEESE WIRM THERARE RAE
Gene Number of Molecular o~ Instability Aliphatic Grand average Subcellular
name aminoacids weight //kD Pl index index of hydropathicity localization
CnPEBP 1 173 19. 17 5.90 33.32 79. 42 -0. 560 ii)ion:
CnPEBP 2 193 21. 41 8.12 46. 94 90. 88 -0. 144 il aV5R
CnPEBP 3 109 12.33 7.97 44. 41 69. 72 -0. 344 MR A
CnPEBP 4 197 21. 66 8.77 35.33 67.26 -0. 627 Hifion:A
CnPEBP 5 170 19. 24 7.86 49. 35 77.29 -0. 305 HiijiionA
CnPEBP 6 282 28. 04 4.81 32.88 83.58 0.215 EilierA
CnPEBP 7 179 20. 19 7.74 49. 82 79. 89 -0.345 EiiierA
CnPEBP 8 170 18. 47 5. 61 35. 00 68. 94 -0. 491 MR A
CnPEBP 9 199 21.52 5.19 34.64 72. 66 -0.385 g0 ] 023




49 % 13

NERF ATHIMG LR PEBP K H 7kt S AN H 105

2.2 &£1E% PEBP (RrEFE A FIH MEME 7E48 T HXf
THEVEAS BN 9 D AEAS PEBP LR 505 1 5 (AR 7 ik e i3
TT5HT, R 10 ANMRSFIEFAAET PEBP SRR G,
H4 HeAiw 24 8 Motif 1~ Motif 10, %57 (1 37 K &0 6~ 50 A4
LR, A PEBP sy T IELE i 3~6 4~ (181 2.3) 3
i Motif 7 HER R BUE: 2, HA 2 ¥k, Motif 4 Motif 8 H} #fl 3
7R, Motif 2 Motif 5 Motif 6 Motif 9 ¥ i 4 ¥k , Motif 1 HiEH 7

SI

CnPEBP3 - .

————— CnPEBP6 - - .
CnPEBP9 -- l .
CnPEBP1 - . l

CnPEBP4 - . .

U, Motif 3 BB 2, O 9 K. 44 PEBP SRR
AT, K BE PEBP 38 H 41K 5 67 1 AN AR
ML FP & T [Al— 2L R PEBP JEDN 53 R BT AR Motif
AU, YW ENTIE DI RE L n] RE A AL s e Ak, A 2E 57
HBERSE A TP . B AEZS PEBP JENZA IR 27
IIBTAE AR IR HE N S0 Motif BAT— € A RAT L, B £
RS IEPR H AT —RE 2257

0 50

‘;I
00 150 200 250 300

2 &% PEBP ZERRTEEST

Fig.2 Distribution of conserved Motifs of PEBP gene family members in Camellia nitidissima
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Fig.5 Expression pattern of PEBP gene family of Camellia nit-

idissima in petal tissues of flowering
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