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Upland Cotton

 The cotton fiber is a single-celled 

trichome originating from seed coat and 

is the major natural material used in the 

modern textile industry. 

 Belong to Malvaceae, Gossypium.

 N=13, diploid and tetraploid; A、B、C、
E、F、G、K.

 Upland cotton (Gossypium hirsutum) is 

tetraploid combined by D-genome 

(Gossypium raimondi) and A-genome 

(Gossypium arboreum), and gemone

sequence of these three species were 

sequenced.

http://icgr.caas.net.cn



Development of cotton fiber

(Lee et al., 2007)



Phosphatidylinositol(PI) promote 

cotton fiber elongation in ovule culture.

Latest data from our lab

Liu et al., 2015



 EC 5.5.1.4    D-myo-inositol 3-phosphate 

(or L-myo-inositol 1-phosphate) synthase (MIPS)

 EC 3.1.3.25  myo-inositol monophosphatase (IMP)

Themyo-inositol biosynthesis  pathway

(Loewus pathway)



About MIPS

 The rate-limiting step of myo-inositol synthesis is catalyzed by

MIPS.

 Yeast and animal genomes contain a single gene encoding 

MIPS, plants have multiple MIPS genes. 

 In plant 





Basic annotation information of GhMIPS

510  aa



Sequence analysis of MIPS from 

different species 



phylogeny construction

Phylogenetic tree constructed by MEGA 6.0





Transmembrane structure prediction 



Domain finding





1. Search for templates



2. Build model



3. Model evaluation



4. Modeling result



4. Modeling result

Template: 1la2 Model: D2D2Z4 



4. Modeling result

1la2                                                 D2D2Z4



Acknowledgement

 Prof. Luo;

 Members of this class, especially G03 group.


