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IL-8 stimulations in HIEC-6 cells
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Figure S1. Translocation of STAT3 in the nucleus after IL-8 stimulation. Each sample was normalized on
ACTB. Western blot image representative of three independent experiments.

Identification of STAT family binding motifs in NEAT1 promoter
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Figure S2. Identification of STAT family binding motif in NEAT1 promoter by Jaspar program. Common
STATs binding motifs are reported on the left. On the right: raw FASTA sequence of NEAT1 promoter with
STAT3 motifs underlined. The promoter region chosen to design gel shift biotinylated probes is in bold, the
chosen STAT3 binding motif is highlighted in green. Predicted sequence location and relative score are
reported as Jaspar prediction output.



