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Analysis

Associations computed: 13:23 09/30/2002

Networks constructed: 13:44 09/30/2002

Dissimilarity measure: r

Minimum number of points needed for dissimilarity calculation: 5
Ignore negative and zero expression measures: FALSE

Set negative expression measures to zero: FALSE

Only use points with pairs of P calls in dissimilarity calculations: FALSE
Normalization: none

Parameters used
Keep associations greater than: 0.8
Keep associations less than: -0.8

General description

Number of networks: 19

Number of features (genes): 202

Number of features (genes) used: 59

Total number of edges possible between 202 features (genes): 20301

Number of edges left after analysis: 43

Absolute value of strongest link from any of the 59 nodes used in this analysis: 0.9602087
Absolute value of weakest link from any of the 59 nodes used in this analysis: 0.8045203

Histogram
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Data ranges from -0.81874144 to 0.9602087.

Samples Used (21 samples)
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dsanoudo
Expression profiling of nemaline myopathy:  Sanoudou et al.
Web supplement "RelNet 2".  Relevance network analysis of 206 "reliably changed" probe sets across 21 normal skeletal muscle specimens at CCC > 0.8.
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Relevance Networks
Legend
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Linked LocusLink ID Accession Number

Official Gene Symbol
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Official Gene Name
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Network: 1 Networks constructed: 13:44 09/30/2002
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Network: 17 Networks constructed: 13:44 09/30/2002


http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=7352
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=7352
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=7352

FBP2 8789  v10812 40293 at

fructose-1,6-bisphosphatase 2

fructose metabolism

fructose-hisphosphatase
9922.3

PFKFB 1 5207 x52638 « 33980 at

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 1

fructose 2,6-bisphosphate metaholism

fructose-2,6-hisphosphate 2-phosphatase L=
Xp11.21

50751_at

43361 36555

PGM1 5236 « M83088 « 32210 at
phosphoglucomutase 1

40549 797677

1p31

44112 at

6394 64397

Network: 18 Networks constructed: 13:44 09/30/2002
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Network: 19 Networks constructed: 13:44 09/30/2002
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