
Table 1. Transcripts derepressed in KK mutant seedlings as identified by
microarray analysisa

aTotal RNAs were isolated from the 4-day-old Col-0 and KK seedlings germinated on

medium containing 1% sucrose. Cy3- and Cy5-labeled cDNA probes were synthesized

and hybridized to the Arabidopsis 3 oligonucleotide microarray (Agilent Technologies,

Palo Alto, CA) according to the manufacturer’s instructions and analyzed as described

previously (1). The microarray analysis was performed with two independently isolated

RNA samples. Transcripts that were more than 30-fold higher in KK seedlings than in

Col-0 seedlings in both of the two independent experiments are listed along with four

transcripts for transcription factors that were increased more than 4-fold. The raw data

files plus the details of experimental conditions have been deposited in the public

microarray database (www.ebi.ac.uk/arrayexpress) under accession number E-MEXP-

542.
bRatio of the level of transcripts in KK seedlings relative to those in Col-0 seedlings.

Means of results obtained with two independent RNA samples ± SD are shown. Ole,

oleosin protein family; 12S, 12S globulin seed storage protein family; 2S, 2S albumin

seed storage protein family; TF, transcription factors.
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