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Figure S1. Reproducibility. PCA plot for each biological replicate and time point. Close clustering
reveals good replicability between biological replicates. sO= 0 hour samples, s18= 18 hour samples,
s48= 48 hour samples, s120= 120 hour samples.
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Figure S2. Region Proximity to Gene Bodies. Percent of accessible regions either with or without
nearby genes for each time point and replicate. Gray sections show the accessible regions with a
gene(s) nearby, white sections show the accessible regions that do not have a gene within 10 kb of
the region.
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Figure S3. Fragment Enrichment Over Gene Body. Plotting peak enrichment over the gene body for
all time points (0, 18, 48, and 120 hours post-RA) and biological replicates (repl or rep2) which
showed the most accessibility occurs around the transcription start sites. Accessibility is noted here
in terms of fragment density of transposition events along genes within the genome. Peaks at Obp
correspond with the either the transcription start sites (TSS) or transcription end site (TES) of any
given gene in the genome.
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Figure S4. Peaks Location and Regulation During Spermatogonial Development. Heatmap of vari-
ance of peaks for genes downregulated (A, B, C) and upregulated (D, E, F) by 120 hours post-RA for
peaks downstream of a gene subsetted by peaks within (A,D), upstream (B, E) or down stream (C.
F) of their associated gene. Clustering reflects that of heatmaps showing all peakd for displayed
genes (Figure 3). Numver of peaks and plotted Z-scores provided in Supplementay file.



Life 2021, 11, 690

5 of 6

OHr  12Hr  18Hr 48Hr 72Hr 96Hr 120Hr
n=7
B zwe BE W
<3 -1 1 >3
OHr  12Hr 18Hr 48Hr 72Hr 96Hr 120Hr
n=2

C o B W

<3 -1 1 >3

OHr  12Hr  18Hr 48Hr 72Hr 96Hr 120Hr
n=20
D zsce R T
<3 1 >3
e —
OHr  12Hr  18Hr 48Hr 72Hr 96Hr 120Hr
n=397

E zsce [ | zscre [
<«3 -1 1 >3 <3 -1 1 >3
—
ONMr368 .
iohg2o
Gma792
Sp110
Rnu3a
Enod
n22
0 4
OHr  12Hr 18Hr 48Hr 72He 96Hr 120Hr C° 0 % OHr  12Hr 18Hr 48Hr 72Hr 96Hr 120Hr © 2 %
n =240 n=575
F zscore IR . J zscore IR a
<3 4 1 >3 «3 1 1 >3
e — —
Gm5745
Cd244
0 3
= — . — — ;
OHr  12Hr 18Hr 48Hr 72Hr 96Hr 120Hr 0 1020 30 OHr  12Hr 18Hr 48Hr 72Hr 96Hr 120Hr 0 1020 30
n =466 n=323
G - K zsoe I
<3 1 >3 <3 -1 1 >3
R ——
} n-RS8$139
n-R5s138
n-R5s134
n-R58133
n-R5s142
49324 18E24Rik
n-R5s141
} RnSs
I .,
v 0
0 612 05 15 25
OHr  12Hr  18Hr 48Hr 72Hr 96Hr 120Hr OHr  12Hr  18Hr  48Hr 72Hr 96Hr 120Hr
n=9 n=398
H 7 o M L zsee 0 N
«3 -1 1 >3 <3 -1 1 >3
Iohd Plscr2
Pidi 4931408C20RIk
Fam101a Twed2
Numbd Sn25
0 4 04
0 10 20 30
OHr  12Hr  18Hr 48Hr 72Hr 96Hr 120Hr OHr  12Hr 18Hr 48Hr T72Hr 96Hr 120Hr
n=4 n=4

Figure S5. Transcript Values of Accessible Genes. Heatmaps of transcript values during spermato-
gonial developmetn for genes which have accessible chromatin at A) 18 hours only, B) 48 hours
only, C) 120 hours only, D) 0 and 18 hours, E) 0 and 48 hours, F) 0 and 120 hours, G) 18 and 120
hours, H) 48 and 120 hours, I) 0, 18,and 48 hours, J) 0, 18 and 120 hours, K) 0, 48, and 120 hours and
L) 18, 48, and 120 hours. There were no genes which were solely accessible at the combination of 18
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and 48 hours. Transcript values and plotted Z-scores available in Supplimentary File. Transscript
data from [5].
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Figure S6. Gene Ontology. Genes with associated accessible chromatin only at 0 hours post-RA that
also displayed decreased transcript levels following RA action at 12, 18, 48, 72, 96, and/or 120 hours
post-RA. Testis and germ cell functions and cell types were not enriched among the dataset. Blue
bars show terms with statistical significance, gray bars show top terms that are not statistically sig-
nificant. p-values are shown within each bar.



