Table S2. Prediction of expression patterns of genes involved in the function of “Differenti

Expression Fold Prediction based on

Gene Symbol Type (TMC[;] /T:;]I%/T S0) measurement direction
TET2 enzyme 3.08 Increased
HHEX transcription regulator 2.00 Increased

ID2 transcription regulator 2.30 Increased
NRP1 transmembrane receptor 2.28 Increased
NPY1R G-protein coupled receptor 0.45 Affected
NODAL growth factor 0.39 Affected
COL12A1 other 2.82 Affected
FRZB other 3.84 Affected
KDM2B enzyme 0.46 Increased
FOXA2 transcription regulator 0.39 Decreased
RUNX1 transcription regulator 0.48 Decreased
IL6ST transmembrane receptor 0.49 Increased
ANGPT1 growth factor 0.28 Decreased
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