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Gene co-expression network of predicted salt tolerance region on

chromosome 1 in rice (Oryza sativa L.)
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ABSTRACT
The study of salt tolerant phenotype

using modified standard evaluation system

generated by the substitution with segments of

different sizes in chromosomes 1 between
RM212 and RM5310 markers. Co-expression
network construction from microarray database
revealed at least 9 node genes involving in salt

stress response.
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Figure 1 Physical maps of node genes (above the line) predicted from GCN based on genes

between RM3285 and RM3362 markers. A list of markers in the region was shown below the lines

(A). The corresponding regions of salt tolerant genes in CSSL were indicated with black boxes with

SES on the right (B). Different letters next to SES value are significantly different between CSS

lines at 5% level according to Duncan’s multiple 5 range tests).
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Figure 2 Gene co-expression network of genes between RM3285 and RM3362 analyzed with

abiotic stress type and correlation coefficient cut off at 0.95
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