
MPI−129
Global Summary

%DE = 0.09

# genes with fdr < 0.2  = 1187  ( 840 + / 347  −)

# genes with fdr < 0.1  = 872  ( 632 + / 240  −)

# genes with fdr < 0.05  = 716  ( 534 + / 182  −)

# genes with fdr < 0.01 = 391  ( 299 + / 92  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.47

<p−value> = 0.2

<fdr> = 0.91
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Global Genelist

Rank
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8 x 0
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0 x 18

36 x 49

40 x 39

43 x 44

T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

collagen type III alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2201]

lactotransferrin [Source:HGNC Symbol;Acc:HGNC:6720]

collagen type I alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2197]

collagen type I alpha 2 chain [Source:HGNC Symbol;Acc:HGNC:2198]

surfactant protein C [Source:HGNC Symbol;Acc:HGNC:10802]

surfactant protein B [Source:HGNC Symbol;Acc:HGNC:10801]

T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

surfactant protein C [Source:HGNC Symbol;Acc:HGNC:10802]

nucleoporin 210 [Source:HGNC Symbol;Acc:HGNC:30052]

NOP2/Sun RNA methyltransferase family member 5 pseudogene 1 [Source:HGNC Symbol;Acc:HGNC:19146]

surfactant protein C [Source:HGNC Symbol;Acc:HGNC:10802]

collagen type III alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2201]

surfactant protein A2 [Source:HGNC Symbol;Acc:HGNC:10799]

C−C motif chemokine ligand 20 [Source:HGNC Symbol;Acc:HGNC:10619]

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

purinergic receptor P2X 5 [Source:HGNC Symbol;Acc:HGNC:8536]

transmembrane protein 106C [Source:HGNC Symbol;Acc:HGNC:28775]

ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 3 [Source:HGNC Symbol;Acc:HGNC:813]

signaling threshold regulating transmembrane adaptor 1 [Source:HGNC Symbol;Acc:HGNC:17710]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

LENZ_Stromal signature 1

extracellular region

Bcells peripheral blood_14_ReprPCWk

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

extracellular space

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

Tcells peripheral blood_13_ReprPC

Bcells peripheral blood_12_EnhBiv

NABA_MATRISOME

HOPP_Repressed

Bcells peripheral blood_13_ReprPC

Tregulatory cells peripheral blood_13_ReprPC

Tcells peripheral blood_14_ReprPCWk

Tcells peripheral blood_12_EnhBiv

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

REN_ALVEOLAR_RHABDOMYOSARCOMA_DN

natural killer cells peripheral blood_12_EnhBiv

Tregulatory cells peripheral blood_14_ReprPCWk

natural killer cells peripheral blood_14_ReprPCWk

Underexpressed
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−25.51
−25.31

−24.2
−23.92
−23.49
−23.06
−22.91
−22.03

−22
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PUJANA_BRCA1_PCC_NETWORK
Bcells peripheral blood_1_TssA
Tcells peripheral blood_1_TssA
Tcells peripheral blood_2_TssAFlnk
Tregulatory cells peripheral blood_1_TssA
Tregulatory cells peripheral blood_2_TssAFlnk
Bcells peripheral blood_2_TssAFlnk

HOPP_Txn_transition
PUJANA_CHEK2_PCC_NETWORK
HOPP_Txn_elongation
natural killer cells peripheral blood_1_TssA
Bcells peripheral blood_4_Tx
Thelper cells peripheral blood_1_TssA
T CD8+ naive cells peripheral blood_1_TssA
T CD8+ naive cells peripheral blood_4_Tx
T CD8+ naive cells peripheral blood_2_TssAFlnk
natural killer cells peripheral blood_2_TssAFlnk
Tcells peripheral blood_4_Tx
Thelper cells peripheral blood_4_Tx
Tregulatory cells peripheral blood_4_Tx


