TLHARN 2 (Jiangsu J.of Agr.Sci.) ,2015,31(6) :1191~1198
http: //www.jsnyxb.com 1191

BENE, HFE B E,5%. K Dof sk N F R A2 5EWE B0 [ 1] 7005 R 244 ,2015,31(6) :1191-1198.
doi : 10.3969/].issn. 1000-4440.2015.06.001

KT Dof EREAFHRENEESEMERFESTN

whlE, RABE, W E, # &K, % Z, BHIN
(HEBR VO e A ARk 2 B/ VT 9048 IRV T AR 25l AR 9 4 R T A S 6 22/ VT 5 48 XS AR ol 5 3R B LR 7 03 JR) A1) g
O VLI e 223300)

WE: N THELERAKT YRR Dof 7% 5%B T K IEEEA LY FRHE , AR TFFEXT 30 7K Dof i 5% [
FHEFT T RIS RINRESEMI 00T, 456 8 AR EIERR) T2 LLXT 455 BAH T 12 505 T A ik IR 24 BLAT o AR <1 1)
Dof Z5RI AN XK SURIIT | A B A= 5t Dof S0 [R) PR R IR 1) SR 288 3 M 3R I S T B IR FE AL EPE
A BEFENE . FIT MeMe P #E— 250387 T /KFE Dof % 5% IHl F MR M B P ARAE , 45 R 5 AT A — 2tk i
‘n‘xﬂbé12liﬁﬁ%ﬂ%rjdmﬁ%,ED#JEJ%T%M%Dof%lﬁmki“a?li%u&ﬂ(ﬁilﬁﬁﬁﬁ%ﬁzmﬁfﬁW%ﬂﬁlﬁjﬂﬁ)%%ﬁ%é
@ﬁiaﬁ% A AN R AR JE— ST T KRS Dof FERAE R R 21 1 3235, 45 SR WoR &84 Dof FERFE 5%

R ZEFRO B IR 2RI, T Dof FERIAE AL B AR B R R5E X 2L Dof ST RS HiX Sekp E AN EH o

KW KA Dof HRIR T 50 ; #EALs T

hESES: S511.035.3 XHkFRIREG . A XEHS:. 1000-4440(2015)06-1191-08

Identification and bioinformatics analysis of Dof transcription factors
family in rice
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(School of Life Sciences ,Huatyin Normal University/ Jiangsu Key Laboratory for Eco-agriculture Biotechnology around Hongze Lake/ Jiangsu Collaborative
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Abstract: For the genome-wide identification of rice Dof transcription factors, the functional domain of 30 rice Dof
genes were clustered and analysed. Together with the protein sequences alignment, it was comfirmed that all Dof genes con-
tained the highly conserved domain. Clustering analysis revealed the Dof genes were highly homologous in rice and other
plants ( Arabidopsis , Brachypodium distachyom and Sorghum bicolor). The MEME-defined motif characteristic of Dof genes
family was in accordance with the results of protein clusting analysis. The existence of the intraspecific and interspecific

chromosome replication between rice and other plants was confirmed by chromosome replication analysis. The expression

pattern of rice Dof genes in different tissues showed that
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Fig.1 The conservation analysis of Dof domain in rice
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Fig.4 Chromosomal locations, region duplications,and predicted clusters of rice Dof genes
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Table 1 Duplicated Dof genes in rice chromosomes
Pefa kX B
A 1 ®EFE2  EHKAN  Ka Ks  Ka/Ks
B B
0s01g48290 0s01g55340  Small/10 0.61 0.64 0.95
0s01g64590 050536900 Large/432  0.34 0.53 0.64
0502g45200 0s04g47990  Large/341 0.21 0.56 0.38
0502549440 0509229960  Small/10 0.61 0.79 0.77
0502g49440 0s06g17410 Large/163  0.35 0.58 0.60
0s03g07360 0s10g26620  Large/91 0.38 1.25 0.30
0s03g60630 0s07g13260 Large/100  0.28 0.70 0.40
0s03g60630 0s05g02150  Small/8 0.57 0.65 0.88
0s04g58190 0s10g35300  Small/6 0.73 0.87 0.84
0s06g17410 050929960  Small/9 0.70 1.00 0.70
0s12g39990 0s03g42200  Large/81 0.04 0.12 0.33

K< XI5 %, Ka: TF 1 X A€ 8% ; Ka/ K E ) X 2 55 ]
IR A
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T HAT B RIA (R IEALZ T RIBHIE A X
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Fig.5 The chromosome synteny and replication of Dof genes in rice and Brochypodium distachyon ,and in rice and sorghum
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Fig.6 Heatmap representation and hierarchical clustering of rice Dof transcription factor genes in different rice tissues
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