
MLH1_normHNPCC

Global Summary

%DE = 0.37

# genes with fdr < 0.2  = 4153  ( 228 + / 3925  −)

# genes with fdr < 0.1  = 3129  ( 89 + / 3040  −)

# genes with fdr < 0.05  = 2156  ( 26 + / 2130  −)

# genes with fdr < 0.01 = 1182  ( 2 + / 1180  −)

# genes in genesets = 18990

<FC> = 0

<t−score> = −4.01

<p−value> = 0

<fdr> = 0.63
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carboxypeptidase N, polypeptide 1 [Source:HGNC Symbol;Acc:HGNC:2312]

wingless−type MMTV integration site family, member 8B [Source:HGNC Symbol;Acc:HGNC:12789]

DPY30 domain containing 2 [Source:HGNC Symbol;Acc:HGNC:23468]

acyl−CoA synthetase medium−chain family member 6 [Source:HGNC Symbol;Acc:HGNC:31665]

serpin peptidase inhibitor, clade A (alpha−1 antiproteinase, antitrypsin), member 4 [Source:HGNC Symbol;Acc:HGNC:8948]

piwi−like RNA−mediated gene silencing 1 [Source:HGNC Symbol;Acc:HGNC:9007]

lipase, gastric [Source:HGNC Symbol;Acc:HGNC:6622]

lipase, family member N [Source:HGNC Symbol;Acc:HGNC:23452]

progestagen−associated endometrial protein [Source:HGNC Symbol;Acc:HGNC:8573]

membrane−spanning 4−domains, subfamily A, member 15 [Source:HGNC Symbol;Acc:HGNC:28573]

doublesex and mab−3 related transcription factor 1 [Source:HGNC Symbol;Acc:HGNC:2934]

chromosome 10 open reading frame 113 [Source:HGNC Symbol;Acc:HGNC:31447]

chromosome 10 open reading frame 62 [Source:HGNC Symbol;Acc:HGNC:23294]

histone cluster 1, H4c [Source:HGNC Symbol;Acc:HGNC:4787]

chromosome 5 open reading frame 38 [Source:HGNC Symbol;Acc:HGNC:24226]

interferon, epsilon [Source:HGNC Symbol;Acc:HGNC:18163]
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Global Geneset Analysis
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Chr 10
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frizzled binding
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Christensen_hypomethylated_in_primary_glioblastoma

KAMMINGA_SENESCENCE
mRNA cap binding complex

cell fate commitment
cellular response to retinoic acid
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MLH1_normHNPCC

Local Summary

%DE = 0.99

# metagenes = 12

# genes = 258

# genes in genesets = 253

# genes with fdr < 0.1  = 256  ( 256 + / 0  −)

# genes with fdr < 0.05  = 256  ( 256 + / 0  −)

# genes with fdr < 0.01 = 248  ( 248 + / 0  −)

<r> metagenes = 1

<r> genes = 0.85

<FC> = 0.26

<t−score> = 2.56

<p−value> = 0.05

<fdr> = 0.38
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Spi−B transcription factor (Spi−1/PU.1 related) [Source:HGNC Symbol;Acc:HGNC:11242]

interleukin 2 receptor, gamma [Source:HGNC Symbol;Acc:HGNC:6010]

pleckstrin homology domain containing, family F (with FYVE domain) member 2 [Source:HGNC Symbol;Acc:HGNC:20757]

pre−B lymphocyte 3 [Source:HGNC Symbol;Acc:HGNC:12710]

CD79a molecule, immunoglobulin−associated alpha [Source:HGNC Symbol;Acc:HGNC:1698]

ATPase, Ca++ transporting, ubiquitous [Source:HGNC Symbol;Acc:HGNC:813]

lymphocyte antigen 86 [Source:HGNC Symbol;Acc:HGNC:16837]

chemokine (C−X−C motif) ligand 13 [Source:HGNC Symbol;Acc:HGNC:10639]

CD52 molecule [Source:HGNC Symbol;Acc:HGNC:1804]

CD79b molecule, immunoglobulin−associated beta [Source:HGNC Symbol;Acc:HGNC:1699]

protein tyrosine phosphatase, receptor type, C−associated protein [Source:HGNC Symbol;Acc:HGNC:9667]

chemokine (C−C motif) ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]

family with sequence similarity 102, member A [Source:HGNC Symbol;Acc:HGNC:31419]

CDC42 small effector 2 [Source:HGNC Symbol;Acc:HGNC:18547]

Fc receptor−like A [Source:HGNC Symbol;Acc:HGNC:18504]

tumor protein p53 inducible nuclear protein 1 [Source:HGNC Symbol;Acc:HGNC:18022]

ADP−ribosylation factor−like 6 interacting protein 5 [Source:HGNC Symbol;Acc:HGNC:16937]

chemokine (C−X−C motif) receptor 4 [Source:HGNC Symbol;Acc:HGNC:2561]

chemokine (C−X−C motif) ligand 14 [Source:HGNC Symbol;Acc:HGNC:10640]

apolipoprotein B mRNA editing enzyme, catalytic polypeptide−like 3C [Source:HGNC Symbol;Acc:HGNC:17353]
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MLH1_normHNPCC

Local Summary

%DE = 0.89

# metagenes = 16

# genes = 343

# genes in genesets = 338

# genes with fdr < 0.1  = 280  ( 0 + / 280  −)

# genes with fdr < 0.05  = 266  ( 0 + / 266  −)

# genes with fdr < 0.01 = 171  ( 0 + / 171  −)

<r> metagenes = 0.99

<r> genes = 0.79

<FC> = −0.13

<t−score> = −4.67

<p−value> = 0.01

<fdr> = 0.28
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claudin 2 [Source:HGNC Symbol;Acc:HGNC:2041]

regenerating islet−derived 1 beta [Source:HGNC Symbol;Acc:HGNC:9952]

matrix metallopeptidase 3 [Source:HGNC Symbol;Acc:HGNC:7173]

ets variant 4 [Source:HGNC Symbol;Acc:HGNC:3493]

growth differentiation factor 15 [Source:HGNC Symbol;Acc:HGNC:30142]

ectodermal−neural cortex 1 (with BTB domain) [Source:HGNC Symbol;Acc:HGNC:3345]

family with sequence similarity 57, member A [Source:HGNC Symbol;Acc:HGNC:29646]

sorbitol dehydrogenase [Source:HGNC Symbol;Acc:HGNC:11184]

matrix metallopeptidase 1 [Source:HGNC Symbol;Acc:HGNC:7155]

claudin 18 [Source:HGNC Symbol;Acc:HGNC:2039]

reticulocalbin 1, EF−hand calcium binding domain [Source:HGNC Symbol;Acc:HGNC:9934]

tensin 4 [Source:HGNC Symbol;Acc:HGNC:24352]

S100 calcium binding protein A11 [Source:HGNC Symbol;Acc:HGNC:10488]

transmembrane protein 147 [Source:HGNC Symbol;Acc:HGNC:30414]

cyclin D1 [Source:HGNC Symbol;Acc:HGNC:1582]

achaete−scute family bHLH transcription factor 2 [Source:HGNC Symbol;Acc:HGNC:739]

regenerating islet−derived 3 alpha [Source:HGNC Symbol;Acc:HGNC:8601]

emopamil binding protein−like [Source:HGNC Symbol;Acc:HGNC:18061]

tumor necrosis factor receptor superfamily, member 6b, decoy [Source:HGNC Symbol;Acc:HGNC:11921]

solute carrier family 12 (sodium/potassium/chloride transporter), member 2 [Source:HGNC Symbol;Acc:HGNC:10911]
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