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A comprehensive analysis of ChlP-seq-based Foxcl target genes in mouse embryonic
submandibular gland

Yukimori, Akane

3,500,000
Foxcl ChIP-seq Foxcl
Foxcl ChlIP-seq 60906 ( 14950 )
ChlP-seq RNA-seq
Foxcl
Foxcl

Foxcl

To identify putative target genes regulated by Foxcl in salivary gland
development, we performed Foxcl ChlP-seq in submandibular gland from E16 mice. We found 60906 Foxcl
peaks and 14950 putative target genes. Foxcl peaks were associated with genes related to salivary
gland morphology within Mouse Phenotype. Through the integration of ChlP-seq data, RNA-seq data, and

previous reviews, multiple candidates of Foxcl target genes were predicted. We will try to identify
Foxcl target gene related to the salivary gland development.
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GO Biological Process
-log10(Binomial p value)

0 10 20 30 40 50 60
labyrinthine layer development [N I S S D ————— 67 .28

embryonic placenta morphogenesis NN R R D D e 6 1.4 1

labyrinthine layer morphogenesis NN NN BN S S—— S 60.52

regulation of pri-miRNA transcription from RNA polymerase |l promoter | IR R D D - 56 .60
positive regulation of mRNA catabolic process NN DN N N 52.00
nucleotide-sugar metabolic process NN N R 35.53
requlation of mRNA catabolic process NN BN R 34.02
heme biosynthetic process I 9.56

Mouse Phenotype Single KO
-log10(Binomial p value)
0 10 20 30 40 50 60 70
abnormal bronchiole morphology [N I R N N S . 77 .45
abnormal fibroblast migration [N R R N - 62.91
decreased cell migration NS U 59.77
abnormal major salivary gland morphology IR I N R N . 57 .33
abnormal placenta labyrinth size | IR I R R —_——— 55.21
abnormal keratinocyte morphology NN NN DN DN - 52.71
pale kidney |NNERE_—_— I 4 8.54
abnormal submandibular gland morphology RN N NN D . 47 .80
abnormal epidermis stratum spinosum morphology NN NN N . 4 1.51
thick aortic valve NN RN DR 36.93
abnormal metanephros morphology [N NN B I 35.58
vascular inflammation NN 21.73
increased skin papilloma incidence NN 19.74
decreased abdominal adipose tissue amount NN 17.07

2:Foxcl GO
(3)Foxcl
Top1000 Foxcl TGTTTATTTTGGC
Cis-BP database Foxcl
Foxcl 4 (TGTTTA)
4 (TTTTGGC)
Foxcl DNA
« 3
’ : A
1 O
TRTTKDYNND TGTTTRTTTAY TGTTTAY NDHTGTTTAYWTWVS
& BRI Weirauch et al.(2014) Jolma et al.(2013) Jolma et al.(2013) Kulakovskiy et al.(2013)
3:Foxcl
Gene Peak .
@) Foxcl name | rank beakllocation
myc 119 Albg (-601776), Myc (-462345)
22 prom1 142 Prom1 (-3644)
tgfbr2 | 360 Tgfbr2 (-56832)
FGF TGF [ agps | 370 Aqp5 (-1428)
kit 531 Kit (-115345), Pdgfra (+307319)
( 4) epcam 832 Epcam (-152911), Calm2 (-36133)
fgfrl | 1045 Taccl (-236982), Fgfrl (-80361)
smad3 | 1056 Smad3 (+35959), Aagab (+119380)
Foxcl foxal | 1059 Foxal (+69053), Mipoll (+246622)
dik1 | 1485 Begain (-379299), DIk1 (-20171)
E itgab | 1554 Pdk1 (-67238), Itga6 (+19008)
oxcl spryl | 2024 Spry1 (-83017), Spatas (+137045)

16 FOXCl | bmpria | 2344 |Bmpria (-11724), 9230112D13Rik (+8390)
polrld | 2894 Gsx1 (-79564), Polrld (+32082)
erbb2 | 3156 Erbb2 (+946)

Irp5 | 3524 Ppp6r3 (-93617), Lrp5 (+17190)
fzd7 | 4452 Fzd7 (-130)
bmp7 | 4742 Bmp7 (+155142), Tfap2c (+235587)
smad4 | 5267 Mex3c (+61615), Smad4 (+69121)
krt14 | 5413 Krt14 (-2406)
sox9 | 5718 Sox9 (-737620), Kcnj2 (+978440)
jag2 | 5913 Gpr132 (-8574), Jag2 (+60005)
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