Table 4. Hybridization results between a probe and unique potential cross-hybridizing CDS or intergenic regions. 
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Part I describes the tested gene with its probe size (indicated by PCR size, in bp), the name of the potential cross-hybridizing gene (CH) and the alignment parameters of the potential cross-hybridizing region (ID, percentage of identity; AS, alignment size in bp; LC, longest contiguous match in bp). IG, intergenic sequences. (*) indicates that the gene also cross-hybridize with intergenic sequences (positions 223113-223147 on chromosome 1; 145863-145894 on chromosome 2; 678007-678040, 892693-892725, and 1357469-1357501 on chromosome 4; 80602-80633 on chromosome 7; 236960-236991 and 549757-549835 on chromosome 8; 387143-387174 on chromosome 9; 22042-22073 on chromosome 11; 122007-122039 and 459804-459835 on chromosome 12; 822590-822623 on chromosome 13; 359342-359376 on chromosome 14). Except position 459804-459835 on chromosome 12 (rDNA loci), none of those intergenic regions contains genetic objects such as Tys, tRNAs, snRNAs, LTRs, rDNAs. Part II describes the results of hybridization experiments using the deletant of the gene corresponding to the tested probe (Cy5-labelled cDNA) compared with the wild-type strain BY4742 as reference (Cy3-labelled cDNA). Figures [TA5 or TA3] represent the transcript abundance (Cy5 or Cy3 hybridization signals divided by the mean of background values of the array) for the probe and for the cross-hybridizing gene. Images of the spots are shown. White spots denote saturated pixels. Ratio [R] was determined as: normalized Cy5 hybridization signal over normalized Cy3 hybridization signal. Ratio below 1.0 was inverted, multiplied by –1 for symmetry to give a flip ratio [FR]. nd, non-determined. ns, non-significant signal. Part III indicates for each probe, a control ratio that is the average value (( 2*standard error, with 95% confidence) of the normalized ratio for 17 experiments in which the corresponding CDS is not deleted. Batch_N° referred to the batch number of the array used. Note that the probes from microarrays of the Batch400 are not printed in duplicate. 

