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Analysis

Associations computed: 13:36 09/30/2002

Networks constructed: 13:41 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: 18

Number of features (genes): 202

Number of features (genes) used: 86

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

Number of edges left after analysis: 90

Absolute value of strongest link from any of the 86 nodes used in this analysis: 0.9684996
Absolute value of weakest link from any of the 86 nodes used in this analysis: 0.8005866
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Data ranges from -0.8860942 to 0.9684996.
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Expression profiling of nemaline myopathy:  Sanoudou et al.
Web supplement "RelNet 1".  Relevance network analysis of 206 "reliably changed" probe sets across 13 NM skeletal muscle specimens at CCC > 0.8.
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respiration; energy pathways; lipid metabolism; proton transport
transporter; uncoupling protein b1
mitochondrion; membrane fraction; mitochondrial inner 11g13

Network: 16 Networks constructed: 13:41 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=5207
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=7321
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=4122
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=8789
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=3992
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=53635
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=5264
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=115
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=3613
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=9903
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=4330
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=7280
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=1604
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=10133
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=10133
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=5236
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=6256
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=10916
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=5257
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=54470
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=10498
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=7846
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=5504
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=1019
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=5504
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=114804
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=55673
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=2275
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=91419
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=79735

KIAAQ399 23140  AB00T859 38626 at

KIAAQ399 protein
17p133
PHK A 5255  x73674 < 30291 at
phosphorylase kinase, alpha 1 (muscle)
energy pathways; glycogen metabolism; glycogen catabolism
0 _d phosphorylase kinase; phosphorylase kinase regulator sz ==
51756 _at Xq12-q13

335.2 5180.7

TBXA2R 6915 58509; 126326 « [3 genes] < 32914 f at 32914 { 4
thromboxane A2 receptor

respiration; muscle contraction; G-protein linked receptor protein sianall
thromboxane A2 receptor TS5 %08
plasma membrane; integral plasma membrane protein 19p13.3

Network: 18 Networks constructed: 13:41 09/30/2002


http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=5255
http://www.ncbi.nih.gov/LocusLink/LocRpt.cgi?l=23140
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