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Transcript Ref_Seq ID Seeds# CDS 3UTR 7mer-A1 7mer-m8 8mer 
Human               
TET1 NM_030625.2 1 1 0 0 0 1 

TET2_isoform a NM_001127208.2 3 2 1 0 2 1 
TET2_isoform b NM_017628.4 4 1 3 0 2 2 

TET3 NM_144993.1 5 4 1 0 3 2 

Mouse 
Tet1_isoform a NM_001253857.1 4 2 2 2 2 0 
Tet1_isoform b NM_027384.1 4 2 2 2 2 0 

Tet2 NM_001040400.2 4 3 1 0 3 1 
Tet3 NM_183138.2 6 5 1 1 4 1 0 
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Gene Correlation P value 

Sialoadhesion 0.555493 0.00002 

Matrix metalloproteinase11 0.536375 0.00004 

Cathepsin B 0.499871 0.000188 

Integrain "11 0.424994 0.001879 

Transforming growth factor, ! receptor 
associated protein 

0.415485 0.00243 

Collagen, type X, "1 0.41163 0.002691 

Transforming growth factor, !1 0.407043 0.003033 

Fbronectin 1 0.402638 0.003398 

Laminin, "5 0.398962 0.003732 

Matrix metalloproteinase 1 0.391994 0.004444 

SMA4 0.388556 0.004837 

Song et al. Table S1, related to Fig. 7 




