
Of the 54 dubious genes, we selected the genes, for which aeration or an interaction 
effect between carbon limitation and aeration, were signicant predictors according to the 
regression model. These 35 genes were screened against all quantified peptides as 
identified in [1]. 
 
Three were found: 
 

1. YAR073W 
 
The IMD family consist of five ORF’s: 
 

Systematic name Gene name SGD Status Position 

YAR073W IMD1 Dubious ChrI: 
227733 to 228944 

YAR075W --- Dubious ChrI: 
228835 to 229308 

YHR216W IMD2 Verified ChrVIII: 
554396 to 555967 

YLR432W IMD3 Verified ChrXII: 
1002554 to 1004125 

YML056C IMD4 Verified ChrXIII: 
164176 to 162194 

 
All these ORF’s exhibit a large degree of sequence similarity. The probes on the 
microarray are not unique for these ORF’s. Consequently, cross-hybridization is 
expected.  The expression patterns of these ORF’s are highly similar, especially for 
IMD1, IMD2 and IMD3. Twelve peptides could be retrieved which had 100% protein 
sequence similarity with one or more members of the IMD family. Amongst these 
twelve, there were several unique for one particular member of the IMD family (and 
also unique with respect to the rest of the genome).  
 
Peptide nr 3 6 8 9 10 11 
Unique for IMD 1 IMD 2 IMD 3 IMD 3 IMD 3 IMD 3 

 
Thus a unique peptide was found for YAR073W. 
 
2. YGR069w 
 
A unique peptide was found for YGR069w 

 
3. YPR195C 
 
A unique peptide was found for YPR195C 

 



All alignments were obtained using BLAST [2]. Visualization of the alignment of all 
identified peptides is performed using ClustalX [3] (described in [4]) and is found on the 
following pages. 
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List of the 54 dubious genes. The grey boxes indicate genes which are not found on YG 
2.0, the successor of the Affymetrix YG S98 GeneChip. 
'YAR069C' 'YER188W' 'YJL199C-MBB1' 'YML089C' 
'YAR073W-IMD1' 'YFR020W' 'YKL031W' 'YML122C' 
'YAR075W-IMD2' 'YGL042C' 'YKL066W' 'YMR052C-A' 
'YBL048W' 'YGL188C' 'YKL076C-PSY1' 'YMR103C' 
'YBL065W' 'YGR039W' 'YKL136W' 'YMR320W' 
'YBL070C' 'YGR069W' 'YKL169C' 'YNL140C-RLR1' 
'YBR056w-a' 'YGR073C' 'YKL177W' 'YOL153C' 
'YBR116C-TKL2' 'YGR122C-A' 'YKR012C' 'YOL160W' 
'YBR292C' 'YGR182C' 'YLL020C-KNS1' 'YOR013W' 
'YBR300C' 'YGR190C' 'YLR112W' 'YOR318C' 
'YCL012W-BUD3' 'YIL059C' 'YLR252W' 'YPR150W' 
'YDR094W' 'YIL071w-a' 'YLR280C' 'YPR195C' 
'YDR133C' 'YIL167W-SDL1' 'YLR294C'  
'YER067c-a' 'YJL119C' 'YLR311C'  
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