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背景

N6-Methyladenosine (m6A )

Wang,	  X.;	  He,	  C.,	  Dynamic	  RNA	  modi7ications	  in	  posttranscriptional	  regulation.	  Mol	  Cell	  2014,	  56	  (1),	  5-‐12.	  
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序列：YTHD2_HUMAN(410-544)   程序:blastp 参数:默认 数据库:Reference Protein  物种:Arabidopsis thalina  Query: yth
Description Max score Total score Query cover E value Ident Accession

Select seq ref|NP_565205.1| uncharacterized protein 
[Arabidopsis thaliana]

216 216 53% 4.00E-65 39% NP_565205.1 At1g79270 Y6 528 aa  

Select seq ref|NP_187912.2| protein ECT5 [Arabidopsis 
thaliana]

218 218 30% 8.00E-65 56% NP_187912.2 At3g13060 Y8 634 aa 

Select seq ref|NP_851236.1| evolutionarily conserved C-
terminal region 3 protein 
[Arabidopsis thaliana]

208 208 38% 1.00E-62 46% NP_851236.1 At5g61020 Y13 495 aa  

Select seq ref|NP_187955.2| CIPK1 interacting protein 
ECT2 [Arabidopsis thaliana]

211 231 34% 2.00E-62 54% NP_187955.2 At3g13460 Y9 667 aa 

Select seq ref|NP_974954.1| evolutionarily conserved C-
terminal region 10 
[Arabidopsis thaliana]

208 208 35% 3.00E-62 47% NP_974954.1 At5g58190 Y12 528 aa 

Select seq ref|NP_001185240.1| uncharacterized protein 
[Arabidopsis thaliana]

209 209 28% 5.00E-62 58% NP_001185240.1  At1g55500  Y5  599 aa  

Select seq ref|NP_174117.2| uncharacterized protein 
[Arabidopsis thaliana]

202 225 31% 4.00E-60 58% NP_174117.2 At1g27960  Y2 539 aa

Select seq ref|NP_175245.1| uncharacterized protein 
[Arabidopsis thaliana]

203 203 29% 1.00E-59 52% NP_175245.1 At1g48110  Y4  639 aa  

Select seq ref|NP_001030629.1| CIPK1 interacting protein 
[Arabidopsis thaliana]

195 195 31% 2.00E-58 51% NP_001030629.1 At3g03950  Y7 428 aa 

Select seq ref|NP_188359.2| evolutionarily conserved C-
terminal region 6 
[Arabidopsis thaliana]

199 220 38% 2.00E-58 50% NP_188359.2 At3g17330  Y10 595 aa

Select seq ref|NP_172452.3| evolutionarily conserved C-
terminal region 11 protein 
[Arabidopsis thaliana]

184 184 30% 5.00E-54 47% NP_172452.3 At1g09810  Y1 470 aa  

Select seq ref|NP_192934.2| YTH family protein 
[Arabidopsis thaliana]

77.8 77.8 26% 5.00E-18 32% NP_192934.2 At4g11970 Y11 444 aa 

Select seq ref|NP_174334.2| cleavage and 
polyadenylation specificity 
factor CPSF30 [Arabidopsis 
thaliana]

75.9 75.9 27% 3.00E-17 27% NP_174334.2 At1g30460 Y3   631 aa 
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 tr|F4HWS5|F4HWS5 ARATH Uncharacterized protein OSArabidopsis thaliana GNECT7 PE4 SV1

 tr|Q1JPL5|Q1JPL5 ARATH At3g17330 OSArabidopsis thaliana GNECT6 PE2 SV1

 tr|Q9FPE7|Q9FPE7 ARATH Putative uncharacterized protein At1g79270 OSArabidopsis thaliana GNECT8 PE2 SV1

 tr|Q0WR25|Q0WR25 ARATH Putative uncharacterized protein At3g13060 OSArabidopsis thaliana GNECT5 PE2 SV1

 tr|F4KDJ9|F4KDJ9 ARATH Evolutionarily conserved C-terminal region 10 OSArabidopsis thaliana GNECT10 PE4 SV1

 tr|Q56XH8|Q56XH8 ARATH Evolutionarily conserved C-terminal region 11 protein OSArabidopsis thaliana GNECT11 PE2 SV1

 tr|Q3MK94|Q3MK94 ARATH AT3G03950 protein OSArabidopsis thaliana GNECT1 PE1 SV1

 tr|F4K1Z0|F4K1Z0 ARATH Evolutionarily conserved C-terminal region 3 protein OSArabidopsis thaliana GNECT3 PE4 SV1

 tr|F4I0C2|F4I0C2 ARATH Uncharacterized protein OSArabidopsis thaliana GNECT4 PE4 SV1

 tr|Q9LJE5|Q9LJE5 ARATH AT3g13460/MRP15 10 OSArabidopsis thaliana GNECT2 PE2 SV1

 tr|Q500V8|Q500V8 ARATH At1g27960 OSArabidopsis thaliana GNECT9 PE2 SV1

 sp|Q9Y5A9|YTHD2 HUMAN YTH domain-containing family protein 2 OSHomo sapiens GNYTHDF2 PE1 SV2

 sp|Q7Z739|YTHD3 HUMAN YTH domain-containing family protein 3 OSHomo sapiens GNYTHDF3 PE1 SV1

 sp|Q9BYJ9|YTHD1 HUMAN YTH domain-containing family protein 1 OSHomo sapiens GNYTHDF1 PE1 SV1

 sp|Q9H6S0|YTDC2 HUMAN Probable ATP-dependent RNA helicase YTHDC2 OSHomo sapiens GNYTHDC2 PE1 SV2

 sp|Q96MU7|YTDC1 HUMAN YTH domain-containing protein 1 OSHomo sapiens GNYTHDC1 PE1 SV3

 sp|A9LNK9|CPSF ARATH 30-kDa cleavage and polyadenylation specificity factor 30 OSArabidopsis thaliana GNCPSF30 PE1 SV1

 tr|F4JPV2|F4JPV2 ARATH YTH family protein OSArabidopsis thaliana GNAt4g11970 PE4 SV1
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基本信息

Entry name：Q3MK94_ARATH 
Submitted name: AT3G03950 protein 
Gene：ECT1 
Organism：Arabidopsis thaliana (Mouse-ear cress) 
Status：Unreviewed 
Experimental evidence at protein level

YTH domain(245-384)

(428 aa)AT3G03950 protein
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重复序列预测
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化学性质分析

����!

10



����!

0"

2"

4"

6"

8"

10"

12"

1"

���� �

A" C" D" E" F" G" H" I" K" L" M" N" P" Q" R" S" T" V" W" Y"

11



����!

12



13



����! ����!

YTHDF2 with m6A !
(human)!

  vaccum electrostatics !
YTHDF2                             AT3G03950      !

 !
!m6A!

YTHDF2 magenta !
AT3G03950 cyan !

14



功能分析

组织特异性表达
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特异性表达功能分析
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功能分析
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功能分析
定位
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功能分析
定位
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功能分析
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功能分析
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总结

• 1 通过序列分析可知YTH结构域蛋⽩白在拟南芥中含量丰富，可能
具有重要的功能 

• 2 通过结构分析可知ECT1蛋⽩白C端的YTH结构域与⼈人类YTHDF2⾮非
常相似，应该起到结合m6A的作⽤用，⽽而不同的N端结构域应该发
挥不同的功能，且ECT1预测 的溶剂可及性好，表达纯化可能相
对容易 

• 3 通过亚细胞定位，表达特异性，信号序列预测，相互作⽤用蛋⽩白
等可以推测其功能
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