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Fig. 2 Phylogenetic tree (a),conserved motif (b) and gene structure (¢) of FtCCT gene family in F. tataricum
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Fig. 3 Conserved domain of FtCCT gene family in F. tataricum
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Table 1 Physicochemical properties of FtCCT gene family in F. tataricum
. ya = 7. A =]
S D REEAN TR I 5 A DRk
Gene ID umber o Jojecurar Theoretical pl rand average
amino acids (aa) weight (Da) of hydropathicity
FtPinG0006802300. 01. T01 254 28 506. 62 5. 40 —0.070
FtPinG0008789300. 01. T01 251 24 460. 34 5. 86 - 0.675
FtPinG0007624400. 01. TO1 280 23 431.93 7.56 -9.180
FtPinG0008422500. 01. T01 346 39 349. 17 5.28 -0.776
FtPinG0004084100. 01. T01 117 13 882. 15 5. 81 —1.475
FtPinG0007042800. 01. T01 217 24 969. 69 7.17 -0.925
FtPinG0009271200. 01. T01 245 28 135. 74 6.17 —1.049
FtPinG0004578000. 01. T01 275 30 855. 76 5.31 —0.468
FtPinG0004615800. 01. T01 280 31 326. 54 5.53 —0.380
FtPinG0001582600. 01. T01 227 26 143. 52 5.44 -0.530
FtPinG0009564600. 01. T01 378 41 234. 24 5. 66 —0.334
FtPinG0004072200. 01. T01 281 31 151. 97 7.36 -0.371
FtPinG0003402900. 01. T01 376 4 082.90 5.52 —0.432
FtPinG0003531700. 01. T01 394 38 323. 00 6.01 —0.255
FtPinG0006138300. 01. T01 254 27 914. 32 5.51 —0.345
FtPinG0009408600. 01. T01 327 36 302. 66 6. 31 —0.522
FtPinG0008999600. 01. T01 371 41 072. 56 5.91 -0.631

FtPinG0003122700. 01. T01 376 42 553. 85 6.05 - 0.668
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&k
Continued table 1
LTI AN A=Y . )
amino acids (aa) weight (Da) of hydropathicity
FtPin(G0000881000. 01. T01 265 29 461. 10 6. 26 —0.752
FtPinG0008738000. 01. T01 356 40 364. 42 7.71 -0.790
FtPinG0007821700. 01. T01 606 68 023. 00 6. 04 —0.691
FrPinG0006374000. 01. T01 391 43 083. 77 4. 96 —0.556
FtPinG0005510100. 01. T01 537 60 598. 89 6. 00 —0.745
FtPinG0004756400. 01. T01 160 18 352. 63 7.74 —0.827
FtPinG0003375700. 01. T01 185 21 025.74 9.51 —0.908
FtPinG0005620000. 01. T01 302 32 932.18 6.11 —0.768
FtPin(G0002597300. 01. T01 635 70 527. 61 5.87 -0.783
FtPinG0003751600. 01.T01 419 45 833. 02 4. 96 —0.455
FrPinG0005184600. 01. T01 753 82 741.52 6.01 —0.821
FtPinG0005690000. 01. T01 310 35 031. 36 5.92 -1.083
FtPinG0000614000. 01. T01 397 43 516. 39 5.42 —0.620
FrPinG0006024400. 01. T01 414 45 045. 81 4.98 —0.519
FtPinG0009634400. 01. T0O1 269 20 528. 68 7.66 -0.710
FtPinGG0005619800. 01. T01 293 32 063.96 6.05 —0.545
FrPinG0002885200. 01. T01 295 32 443.75 5. 87 —0.889
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Fig. 4 Phylogenetic tree of CCT gene family from F.

tataricum and Arabidopsis
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Bioinformatics and Expression Analysis of CCT Gene Family in
Fagopyrum tataricum

SHI Taoxiong,ZHAO Jiali, TIAN Tao,CHEN Qingfu, DENG Jiao

(Research Center of Buckwheat Industry Technology.Guizhou Normal University, Guiyang, Guizhou,550001,China)

Abstract; CCT transcription factor plays an important role in the regulation of plant flowering, growth and
development,as well as resistance to abiotic stress. The CCT gene family of Arabidopsis thaliana was used
as the reference sequence in this study. The FtCCT gene family members of Fagopyrum tataricum were
screened out by bioinformatics tools, including local BLAST and conserved domains. The physicochemical
properties,chromosome distribution, gene structure, phylogenetic evolution and expression level were ana-
lyzed. The results showed that a total of 35 FtCCT genes were identified in F. tataricum where the introns
ranged from 1 to 8. The encoded protein had 117 — 753 amino acid residues with isoelectric points of 4. 96 —
9.51,all of which were hydrophilic proteins. Chromosomal mapping analysis showed that these genes were
distributed on all 8 chromosomes. The FtCCT gene family contains 10 conserved motifs and 5 conserved do-
mains,and all of them contained CCT conserved domains. Phylogenetic analysis showed that CCT gene fami-
ly of F. tataricum could be divided into three subfamilies like A. thaliana ,among which the CMF subfamily
had the most members. The expression levels of 35 FtCCT genes in roots,stems,leaves and flowers of F. ta-
taricum were different. There were more members with high expression levels in leaves and flowers,and only
a few members were highly expressed in roots and stems. This study lays a foundation for further analysis of
CCT gene regulation in flowering period and growth of F. tataricum.

Key words: Fagopyrum tataricum ,flowering, FtCCT ,phylogenetics,expression analysis
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