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We developed a oligo custom microarray chip which includes approximately 22,000 60-mer
probes. The microarray chip was designed by using the ESTs from GenBank (NCBI) and
flanking sequences of RIKEN cassava full-length ¢cDNA. Using the microarray chip, we
were able to outline gene expression among 3 cassava accession and the 2 stress
experimental conditions. Moreover, we performed gene expression profiling via CAGE
method, obtained the different gene expression profiles from the 2 methodological aspects.
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GenBank sequence repository

Retrieve cassava EST/cDNA data from GenBank
76,652 sequences as starting information

Mask contamination, repetitive elements compared with

NCBI UniVec and MSU Plnat Repeat DB respectively, and
polyAor polyT region by using the cross_match program

Discard sequences shorter than 100 bp
76,568 cleaned sequences

Assemble via the CAP3 program

11,422 contigs and 18,214 singlets

Evaluate sequence orientation via BLASTX against
protein datasets and sequence direction information
(forward or reverse read EST)

Convert to complementary sequence as needed

25,708 target sequences for oligo microarray probe design

Design 60-mer microarray probes via Agilent eArray

21,522 unique selected 60-mer probes

Duplicate the selected probes as one experiment pack

Agilent 44k X 4 pack platform cassava oligo microarray
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