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Gene Set  635 : REACTOME_MEIOTIC_RECOMBINATION

Number of genes: 17824 (in list), 66 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus1" "NON.clus1" 

Peak at 2516
Zero crossing at 8790

−1.0 −0.5 0.0 0.5 1.0
0.

0
0.

5
1.

0
1.

5
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 Heat Map for Genes in Gene Set
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