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Abstract: Objective To screen and analyze the differential expressed genes (DEG) based on the transcriptome data
from W corm and leaf. Methods The expression of a unigene was calculated using RPKM method, and a
e that FDR<0.001 and Il_n&(Cn m RPKM/ Leaf RPKM) [=1 was served as differential expressed gene. The

DEGs were clustered in public protein Hatabase including Nr. GO, KEGG to get their function annotations, and then

the DEGs involved in hormone biosynthesis and signal transduction were digged based on the annotations. Results: 62
605 DEGs, including 31488 up-regulated and 31 117 down—regulated, were found in this study. 51 652 and 14 215
DEGs were annotated in GO and KEGG database, and were categorized into 42 functional sub-terms in GO database
and 280 pathways in KEGG database, respectively. Sixteen DEGs involved in hormone biosynthesis and signal

transduction were found. Conclusion: This study provided a compressive differential expressed gene resources from
transcriptome data, further provided a foundation for gene cloning and functional analysis oﬁﬁ /f
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Figure 1 Functional annotation oﬁ\DECs in GO database
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Table 1 10 KEGG pathways involved in the most DECs from
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Table 2 DEGs involved in hormone biosynthesis and signal transduction u
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