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# features = 1441 , max = 16
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# features = 291 , max = 7
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−15

−10

−5

0

5

10

15

20
regulation of DNA methylation
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snoRNA binding
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telomere maintenance via recombination
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−15

−10

−5

0

5

10

15

20
telomere maintenance via semi−conservative replication
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G
S

Z

● ●●●● ●● ● ●

●●
●●● ●●● ●●

●
● ●●●

●● ●
● ● ●●

● ●●●●●● ● ●●●●
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KEGG_DNA_REPLICATION

G
S

Z

●

● ●

●
● ●● ●

●

● ●
●●

● ● ●●
●●

● ●● ●● ● ●●● ●● ●●●●

# features = 35 , max = 2

−15

−10

−5

0

5

10

15

20
KEGG_MISMATCH_REPAIR

G
S

Z

●
●

●
● ● ●●

●●
●

● ●●●● ● ●● ●● ●●

# features = 22 , max = 1

−15

−10

−5

0

5

10

15

20
REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_LAGGING_STRAND
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