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Table 1. Differentially expressed miRNASs in PTC tumors
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Table 2. Representative Fiber-Preferential Metabolic Pathways Identified by KOBAS

No. of Cotton Genes

Located in Varous Mo. of Fiber-Upregulated FDR-Corrected
KEGG Pathways® Pathways Genes P Value P Value
Total 2914 162 - -
Ethylena biosynthess 5 3 00016 0.0295
y-Hexachlorocyclohexane degradation 49 B 0.00432 0.0376
Cytoskeleton s 10 00077 0.0376
atty acid biosynthesis and elongation 64 9 0.0080D 0.0376
aminoglycan degradation 16 4 0.0099 0.0376
Stilbene, coumarnine, and lignin biosynthesis g 0.0183 0.0522
Ascorb aldarate metabolism 63 8 0.0217 0.0522
[ 12 3 0.0256 0.0522
I-I.J.thmL, ._It.:lr sdation 42 L&} 0.0267 0.0522
Ar Jn,qx.n and estro 1 n metabolism 5 2 0.0275 0.0522
N-Glyc: 23 4 00356 0.0615
ER bios 4] 2 0.0E397 0.0629
Atrazine d datic 1 1 0.0556 0.0813

Bl 4. 22 5 RIS FERIEAT pathway & 8L GeTt2700T f5, 78 A7 22 e ik DR v] REAH G 1)
pathway. ###5]H Shi, Y. H. et al., The Plant Cell, 2006, 18: 651-664.



Overrepresented categories us7 SF126

GOstat score  No. genes GOstat score No. genes

Genes with increased activity

Cell cyele 7.00e 03 51 1.32¢ 09 60
Regulation of cell cycle 3.00e 03 3 223e 08 39

Transcription regulator activity
Transcription factor binding 6.92e (M 20 8.87e 02 17
Transcription cofactor activity 1.82e (M 19 — —
RNA polymerase [I 1.3%9¢ 03 16 71202 11

transcription factor

Nucleotide metabolism 432 05 164 4.07e 03 181

Transcription from BNA 379e 09 36 599 06 35

polymerase [l

B 5. X2 RIAFERIEAT GO terms W LG 20 M i, S L2 SRR A i T REAH G GO

terms. ZdE 5| H Lu et at., Cancer Research, 2006, 66: 1052-1061.
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