Table S1.

Major categories of ORF function based

on similarity to genes in the NCBI database.
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Table S2. Comparison of fold induction between the half-genome arrays, ORF arrays

and slot blots of specific ORFs


ORF


Clone Array 

ORF Array Fold
ORF Slot Blot





Fold Induction

Induction

Fold Induction

RL
3092E12-D

5.98


1.46


10.28


3107H12-A

1.87


1.38


4.46


3105B10-A

2.22


1.55


2.05


3092E12-E

5.98


1.44


2.01


3106F10-A

1.57


1.37


1.98


3106A6-A

2.73


1.27


1.91

GL
GroupE-A

5.47


2.66


6.54


GroupE-B

5.47


2.05


5.81


3109A9-C

1.72


1.32


2.24


GroupC-E

1.71


1.71


2.18


GroupA-C

1.71


1.36


1.98


GroupA-D

1.71


1.33


1.91


Figure S1. Analysis of the relationship between the concentration of spotted DNA and microarray spot intensity. Selected DNA fragments were replica spotted at the range of concentrations shown on both half-genome arrays and the ORF arrays. cpcB1A1 was spotted on the half genome arrays and cpcB1A1, apcAB, cpcB2A2, and cpeBA were spotted on the ORF arrays. The average intensity of all spots (for both Cy3 and Cy5 channel values) from all replicates is graphed against the DNA concentration of those spots. Thus, for the half-genome arrays, only data from the cpcB1A1 spots were analyzed, while the data from the cpcB1A1, apcAB, cpcB2A2, and cpeBA spots were combined for the ORF arrays for each concentration shown. Error bars are standard error of the mean. The maximum intensity measured by the GenePix 400 (Axon Instruments) was 65000.
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