Loss of signal transducer and activator of transcription 3 impaired the osteogenesis of mesenchymal progenitor cells in vivo and in vitro
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Supplementary materials and methods
Chromatin immunoprecipitation-sequencing (ChIP-seq) analysis
Fastq files from ChIP-seq were processed by the pipeline of AQUAS Transcription Factor and Histone (https://github.com/kundajelab/chipseq_pipeline). Briefly, sequencing tags were mapped against the Mus musculus reference genome by using BWA 0.7.1551. ChIP-seq peaks were identified using MACS2.0 (Feng J et al, 2012) by comparing ChIP library to input DNA library. All sequencing tracks were visualized by Intergrative Genomics Viewer (IGV) genome browser (Thorvaldsdóttir H et al, 2013).


Supplementary figures
Fig. S1 Decreased expression of COL1A1 and OPN in P0 Stat3 CKO mice (P0) compared with the control. IHF staining showed less COL1A1 and OPN expressed around ulna proximal epiphysis and endosteal surface cortex.
Fig. S2 Stat3 could activate the transcription of mouse col1a1 and opn genes.
Red boxes and bars indicate the ChIP-seq peaks of Stat3 around the transcription start sites (TSS). The distance from the peak to transcription start site (TSS) is shown below.
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