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Validation

Public available data include histome ChIP-seq (H3K4me1, H3K27ac, GSE5447128 and H3K4me3, E-MTAB-108629) and transcription factor ChIP-seq (FOXA1, FOXA2;
GSE5447128; and PDX1, GSE14914835). Source data associated to figure panels are provided in the Supplementary Data File.

No statistical methods were used to calculate sample size for our biological experiments. At least three independent experiments were
performed with the number of biological replicates mentioned in the manuscript. Sample size was selected based on previous studies in the
field.

We did not exclude data from analysis.

In general, results of biological experiments were determined from at least three independent experiments with numbers stated in methods
section and figure legend.

Randomization was not relevant for our study.

Data analyses were not blinded, since genetic analyses require the clinical status of subjects.

Primary Antibodies; Host; Company; Catalogue Number; Dilution; Application

HNF6 (H100); rabbit; Santa Cruz; sc-13050; -; ChIP

c-KIT-APC conjugated; mouse; Invitrogen; CD11705; 1:100; FC

CXCR4-PE conjugated; mouse; Life Technologies; MHCXCR404; 1:33; FC

NKX6.1-647 conjugated; mouse; BD; 563338; 1:35; FC

PDX1-PE conjugated; mouse; BD; 562161; 1:35; FC

NKX6.1; mouse; DSHB; F55A12 concentrate; 1:150; FC, IF

NKX6.1; mouse; DSHB; F55A10 concentrate; 1:100; IF

PDX1; goat; R&D; AF2419; 1:500; FC, IF

NANOG; rabbit; Cell Signaling; #3580; 1:100; IF

Oct3/4; mouse; Santa Cruz; sc-5279; 1:200; IF

SOX17; goat; R&D; AF1924; 1:500; IF

SOX17-Alexa488 conjugated; mouse; BD Biosciences; 562205; 1:100; FC

FOXA2-PE conjugated; mouse; BD Biosciences; 561589; 1:100; FC

Primary antibodies used for this study were recommended for the applications by the manufacturer and/or used in previous
publications. Relevant articles are:
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Eukaryotic cell lines
Policy information about cell lines

Cell line source(s)

Authentication

Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

ChIP-seq

Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links
May remain private before publication.

Files in database submission

Genome browser session
(e.g. UCSC)
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Data quality
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HUES8 cell line was received from Harvard University, MEL-1 from Stem Cells Ltd, and CyT49 cell line from ViaCyte, Inc. Stem
Cell Derivation.

For HUES8, a DNA profile generated at 8 STR regions using nonaplex PCR was compared to the parental profile (reference
databases) and confirmed the authenticity of the cell line. Pluripotency of human embryonic stem cells and human induced
pluripotent stem cells was tested through the expression of pluripotency-associated markers OCT3/4 and NANOG.

All cell lines are regularly tested for mycoplasma contamination using the MycoProbe Mycoplasma Detection Kit (R&D). For
cell lines used within this manuscript, test results were negative for contamination.

No commonly missidentified cell lines were used.

ChIP-seq generated for this work has been deposited at Gene Expression Omnibus (GSE167606).

GEO data includes reads (fastq), signals (bw) and peaks (bed) for all replicates and stages.

Provide a link to an anonymized genome browser session for "Initial submission" and "Revised version" documents only, to 
enable peer review.  Write "no longer applicable" for "Final submission" documents.

ChIP-seq were performed as single experiments. Input DNA of matching cells was used as control.

Experiments of GT and PP HNF6 obtained respectively 25.055.805 and 22.902.567 mapped single end reads (50 bps). Input files (GT
and PP) had respectively 22.354.866 and 24.139.204 mapped reads.

HNF6 (H100), rabbit, Santa Cruz, sc-13050; NKX6.1 RES310, AB2024, Beta Cell Biology Consortium

We used MACS2 (2.1.2; 26) with FDR of 5% to find condition-specific peaks using corresponding input DNA.

We find 255 GT stage HNF6 peaks, 66373 PP stage HNF6 peaks with a FDR of 5%.




