Here are some descriptions for each folder:

1) ALL_Methylation_Figure_2011 (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\ALL_Methylation_Figure_2011
Up/Down regulated genes in TCR and BCR signaling pathways, with FDR < 0.1.  This refers to

We next looked in more detail at lineage specific pathways such as the BCR and TCR signaling pathways to determine whether DNA methylation correlated with differential expression of components of these pathways. We found concordant changes in gene expression and methylation in several components of both of these signaling pathways, in which increased methylation correlated with decreased expression and vice versa (Fig 3).
2) ClusteringWithRand (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\ClusteringWithRand)

Please check the summary slide "Colored_Dendrograms.ppt".
Below is Ken's explanation of interpreting Gap statistic / RandIndex / Biological relevance.  This refers to

A cutoff of 8 was chosen as this resulted in the strongest association between subtype and cluster membership using the Gap statistic and Rand index (Supplementary Table XX). 

3) EnrichedGenesets_GSEA (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\EnrichedGenesets_GSEA)
Please check the summary table (with 10 pairs of comparison) " GSEA_with_Delta1FDR0.1_MethylationGenesets.pptx".
All detailed GSEA results can be found at \\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\EnrichedGenesets_GSEA\Detailed_GSEA_Results_Delta1
4) FisherTest_Association (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\FisherTest_Association)

This refers to Fisher’s Exact Test was used to examine associations between gene methylation status and associated gene expression. Refseq genes with significant alterations in gene expression and methylation signatures (FDR<0.10 or FDR<0.05) were compared for the nine pairs of comparisons using Venn diagram analysis.

Naming convention: B_CRLF2vsNon_B_CRLF2:GEP(DOWN)MET(Hyper) => DOWN & Hyper in B_CRLF2
5) HyperdiploidCase (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\HyperdiploidCase)

Please check the summary table "H50_GEPMET_SummaryTable.xls".  I used FDR<0.1 to define differentially expressed affy probesets[H50 versus all other B_ALL]; find all mapping HELP probesets (using Refseq) and see if it is hyper/hypo-methylated, with FDR<0.1).  

This refers to Likewise we did not observe significant enrichment in hyperdiploid ALL, despite its robust methylation signature, which may reflect an important role of aneuploidy in determining the gene expression profile of this subtype of ALL. We hypothesize that alternative epigenetic mechanisms may play a role in determining the expression profiles of these more complex karyotypes.  

6) MethylationOnly.Signatures.Delta1.FDR0.1 (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\MethylationOnly.Signatures.Delta1.FDR0.1)

This refers to 

Differentially methylated probe sets were identified by performing limma and the empirical Bayes t-test on HELP methylation log2 (Hpall/MspI) ratios at FDR <0.1. A second criterion of an absolute difference in methylation of log2 > 1.0, corresponding to a methylation difference of 10% or greater, between sample means was required in order to ensure the capturing of most likely biologically relevant methylation changes.  

7) RefSeqCentricCorrelation (\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\RefSeqCentricCorrelation)

Please check three summary tables (including all mapped Refseq genes without any filtering)
"GEP_MET_(RefSeqCentric)_ProbeCorrelations_GEPMETLimmaFDRFC.txt " (B_ALL&T_ALL). 

"GEP_MET_(RefSeqCentric)_ProbeCorrelations_BALLOnly_GEPMETLimmaFDRFC.txt" (B_ALL only).

"GEP_MET_(RefSeqCentric)_ProbeCorrelations_TALLOnly_GEPMETLimmaFDRFC.txt" (T_ALL only).

 I used FDR<0.05 to define differentially expressed affy probesets[H50 versus all other B_ALL]; find all mapping HELP
Heatmaps of top (at most) 50 Refseq genes can be found under 

\\linux-file1\snp-proj\Mullighan_Lab\Methylation_HELP_Sequenom\FigureUpdate.11April2011\RefSeqCentricCorrelation\FDR0.05HeatMap.newlabel
(Filenames are correct, but title of Heatmaps are wrong).

This refers to Refseq-centric Correlation Analysis to identify cis-regulation in the paper.
Thanks,

Shann-Ching
