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Tab. S1 Maize inbred lines used in annotation of microarray probes

Inbred line Reference

B73 Schnable et al. (2009)

W22 Lai et al. (2004)

Han21 Jia et al. (2006)

Various Alexandrov et al. (2008)
Mol7 Rokhsar et al. (2009)

B73 Soderlund et al. (2009)
Palomero Toluquefio Vielle-Calzada et al. (2009)
Zheng58, 5003, 478, 178, Chang7-2, Mo17 Lai et al. (2010)

Probe sequences were aligned to cDNA sequences from ten maize inbred lines (Tab. S1) using
BLAST (Altschul et al. 1990). Only matches with perfect alignment of > 20 bp were retained. For
each microarray probe the best cDNA match was chosen according to e-value and percent identity.
When more than one best hit was found (i.e., to different cDNAs), one nearest to the 3’ end was
chosen as less susceptible to degradation (MAQC Consortium 2006). Alignments to cDNA from the
best annotated B73 and Mo17 inbred lines were preferred. Our procedure allowed many-to-one
probe-cDNA alignments. We annotated successfully 80% (34,548 out of 43,405) unique probes.
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