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Supplementary information, Figure S1 Clustering of cell samples based on binding profiles of
thirteen priority lectins.

Hydrophobic proteins isolated from cells were labeled and analyzed by lectin microarrays as
described in the Methods. Supervised hierarchical clustering of the array data for the
hydrophobic fractions of 24 samples of hPSCs (12 samples of hESC and 12 samples of hiPSCs) and
21 samples of mammalian non-pluripotent cells (4 samples of HDFs, 4 samples of human
melanoma cells, 1 sample of primary human melanocytes, 1 sample of MEFs, 2 samples of
human leukocytes, 1 sample of human adult brain tissue, 1 sample of human fetal liver tissue, 1
sample of cardiac muscle, 1 sample of adipose tissue, 2 samples of skeletal muscle, 1 sample of
adrenal gland, 1 sample of lung tissue, and 1 sample of renal epithelium) was performed using
the NIA Array Analysis Tool. Pluripotent and non-pluripotent cells are indicated by red dots and

green dots, respectively.



