
Predicted
Enhancers

Nucleosome
Predictions 0.033

0.046

H3K4me1
read density

Predicted Enhancers in Islets
(22,223)

Subtract regions within 2 kb of TSS 
or with H3K4me3 reads

(16,835)

Subtract Intragenic
(19,052)

Subtract regions <250 bp, or >850 bp
(80,201)

Identify binding sites for PDX1, 
FOXA2, MAFA, and NEUROD1

(24,405)

Subtract sites with flanking nucleosomes
<125 bp, or >1 kb apart

(9,601)

All nucleosome-nucleosome regions
(251,684)

PDX1

MAFA

NEUROD1

FOXA2
Predicted

Enhancers

Subtract regions within 2 kb of TSS 
or with H3K4me3 reads

(8,569)

n=
22

,2
23

PDX1 MAFANEUROD1 FOXA2H3K4me1 Nucs

1

2

3
4

n=8,569

TFs bounda
b

n=13,654
H

3K
4m

e1 m
arked nuclesom

e based predictions

Transcription factor
based predictions

ESM Fig. 1 Identification of putative enhancers in islets. (a) To identify enhancer regions in 
pancreatic islets we identified positioned nucleosomes from in vivo islet H3K4me1 enrichment data 
and combined these locations with loci bound in vivo by PDX1, MAFA, NEUROD1 or FOXA2. 
Loci identified within promoters or with inappropriately spaced flanking nucleosomes were 
removed from consideration as indicated. (b) Heatmaps of H3K4me1 read density, nucleosome 
positions and PDX1, MAFA, NEUROD1 or FOXA2 enrichment in ±1 kb regions around enhancer 
midpoints. The loci are organized by the number of occupying transcription factors (indicated on 
the right), then ordered by enhancer width 


