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Figure S1: Processing pipelines for mRNA-seq, ncRNA-seq and ATAC-seq
A) Processing pipeline for ncRNA, mRNA, and ATAC-seq
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Figure S2: De novo motif analysis of putative promoter regions of ncRNA without
ATAC-seq or ChIP peaks
A) Top ten motifs (Homer) from de novo scan of 5" region of ncRNAs without an
overlap with any ATAC-seq or ChlP-seq peaks. Best match transcription factor
labeled.

C
9
)

©

£

-
..,9
£

o)

C

©
i)

C

()

S
Q

Q

Q

S
(7p)

L]
FE)

[

()

£

Q
o

(]

>

()
)



Development: doi:10.1242/dev.184432: Supplementary information

A B Tl scom

012345

P21background GSE74660

36,097 441 1052

C i aniaeiaiscuseus
FFEPEEBEEEEEEEEEREEE
S_‘l g[ E| E| E\ g| E‘ vo_| 2\ vo_I 9! gl 9| Q\ QI Q\ QI 9\ g| Q\
R P I
o o a
Il e
01 23 4
MSTRG.28375
T rwrw D
MSTRG.27960
| : MSTRG.1670 76 kb
H B ,  MSTRG.69641 Nrl +/+ Sense [0 - 40]
MSTRG.27955 . -
| MSTRG.27959 Nrl +/+ antiSense P [0 - 40]
| MSTRG.20717 Nrl -/- Sense [0-40]
MSTRG.27961 - . a B
- [ Nrl -/- antiSense; ey (0407 Lo
MSTRG.18018 i [T i
| MSTRG.72794 P21 ncRNA - -
MSTRG.92495
MSTRG.18017 GSE74660 TCONS 00041627
MSTRG.27952 i = ==
MSTRG.5940 Nrl -/- DE = =
MSTRG.5941

MSTRG.66805 Refseq genes Ot).(?'

5339592392385 559%85%¢%
EEEESES R B8R0 2 00888
oy ddeeddd
IR EEEEEgEeeggate
§fzeeegez?
, | DNase-seq of retina 200K+ "
8w T
9 L 1 ol |
4
N . | . Lol |
PO ]
o] 1 - n . " i il |
E145 |
0 : I . " . . . auddl |
Onecut1
+ —+—
Ocl A Oc1B OciC

Nri-dependent ncANAs |
cone P21 ATAC-seq |

C
o
)

©

£

-
L
£

o)

C

©
i)

C

()

£
Q

Q

Q

S
(7p)

L]
FE)

[

()

£

Q
o

(]

>

()
)




Development: doi:10.1242/dev.184432: Supplementary information

Figure S3: ncRNAs show expression throughout development

A) Venn diagram of poly-A depleted ncRNAs vs GSE74660 set of ncRNAs from total-
RNA

B) CPM heat map of all time-course experiments against poly-A depleted ncRNAs

C) CPM heat map of all time-course experiments against in-vivo and ex-vivo tested
enhancers

D) Genome browser shot of Otx2 locus showing ncRNA bigwigs for wild-type and Nrf
" in both strands, GSE74660 RNA sites, and Differentially expressed ncRNAs.

E) Annotation track shows ENCODE DNasel Hypersensitivity Sites for mouse retinal
cells at various stages of development for the Oc1 locus. 3 peaks were selected
for further testing (Oc1 A-Oc1 C) within a ~600kb region upstream of Oc1.
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Table S1: De novo motif enrichment
Top: Differential motif enrichment of ncRNA vs Open Chromatin with Six6 motif
highlighted.
Middle: De novo motif enrichment analysis of DNase at day 7 (ENCFF040EOQ)
Bottom: De novo motif enrichment analysis of DNase at week 8 (ENCFF976MAY)

Click here to Download Table S1

Table S2: List of Nri-dependent ncRNAs and corresponding genomic features

Click here to Download Table S2
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http://www.biologists.com/DEV_Movies/DEV184432/TableS1.xlsx
http://www.biologists.com/DEV_Movies/DEV184432/TableS2.xlsx
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