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（Ju et al.，2016 ）

JGB, a Negative Regulator of Pollen 

Germination 

jgb mutant pollen germinated faster than wild type in moist 

environment.
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The Gene Structure of Bacteria 

https://en.wikipedia.org/wiki/Gene_structure



The Gene Structure of JGB
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How to Find Promoter 

GenBank GenBank
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Putative promoter and putative TFs

JGB

5' UTR3' UTR 3' UTR

2350 bp

promoter

+179-2171

1398 bp

+1682

How to screen the possible TFs?



Conserved Gene may have Conserved 

Promoter



Orthologous Or Paralogous of JGB



JGB Orthologous Promoters Reserved 

Evolution Feature as their Genes



Conserved motifs can be found in JGB

orthologous Promoter 



Conserved motifs have high score 



The Conserved Region Contained Core CAREs
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Possible cis-acting regulation elements 

in JGB Promoter 



CArG-Box—The Binding site of MADS TFs

AtSEP3 binding sites sequence Logo
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Phylogenetic tree of MADS Gene family  

Zhao et al., Plant cell. 2017



Phylogenetic tree with Syntenic connects

Zhao et al., Plant cell. 2017
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Phylogeny tree with Syntenic connects
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Phylogenetic tree of MIKC*-type MADS  



DNA Binding domain of MIKC*-type MADS  

MIKC

MIKC* 

type



Interactions between MIKC*-S&P Clade

Verelst et al., Plant Physiol. 2007



Interaction between AtAGL30 and AtAGL66



Interaction between AtAGL30 and AtAGL104



Interaction domain between MIKC*-S&P 

Clade

DNA Binding Domain S/P Interaction Domain

MIKC*-type MADS



The Analysis about Domain and Structure of 
MIKC* Family

G10 Group

傅偲黄勋俞琴琴张二禾



Domain Analysis of MIKC* family

Kinds of domains



SRF-type transcription factor

(DNA-binding and dimerisation domain)



MIKC*s  clade

MIKC*p  clade



MIKC*S

MIKC*P



Identity result：

Multi-alignment result:



 AtAGL66

 AtAGL104

 AtAGL67

 AtAGL65

 AtAGL30

 AtAGL94

99

98

53



Structure prediction of MIKC* family



Best Worst

AGL67 AGL65



The rank1 hits of 6 members are all 1n6j 

AGL66 AGL104 AGL67

AGL65 AGL30 AGL104



In SRF, the MADS box has been shown to be 

involved in DNA-binding and dimerization .Proteins 

belonging to the MADS family function as dimers, 

the primary DNA-binding element of which is an 

anti-parallel coiled coil of two amphipathic alpha-

helices, one from each subunit. The DNA wraps 

around the coiled coil allowing the basic N-termini of 

the helices to fit into the DNA major groove. The 

chain extending from the helix N-termini reaches 

over the DNA backbone and penetrates into the minor 

groove. A 4-stranded, anti-parallel beta-sheet packs 

against the coiled-coil face opposite the DNA and is 

the central element of the dimerization interface. 



AGL66

1n6j

AGL66 VS 1n6j-chainB AGL66 VS 1n6j-chainA1n6j-chainA&B





AGL66 AGL67 AGL30



AGL66-Intensive AGL67-Intensive
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