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: 2. genotypes. (A) Examples of 3" extensions identified by the
15. 2 ARTADE program |Toyoda and Shinozaki 2005) in tiling array
'1 | data from xrn3-3. Veertical red bars indicate signal intensities
05 1 on each probe. Horizantal blue regions are exons in the gene
) 0 model. Horizontal orange regions are predicted 37 extensions.
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xrn3xrnd, xen2xrnd, 3-week-old wild type and xrnZxrn3. RPKM
values of 3' extensions and the mRANAs were classified into
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3 25. four and six categories respectively. (C) Additional quantitative
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2 15 Vertical axes show relative accumulation normalized against
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