A ® NS ® Log:FC @ p-valueandlog; FC B ® NS ® Log:FC @ p-value @ p-valueandlog; FC

44 i 64 Lars2 :r :r
Defa21 = | Fosb « Sict2ad i
| Cd7d | |
5 : sl ) :
p } 7 ¢
i Fes ad Gmaﬁstfr 5
a Defa36 i Q Cel9 | !
=3 H =] )
S ! 2
§’ 2 Kenj16 | + Gm16192 3
Fabp1 | Junb | Dsc3
| Defa22 mﬁl a2 Gm12703 2
| -MaR puh BiosllBRee, W -
04
1 1 T T T T
T T T T T me _3 0 3
=5.0 =25 0.0 25 50
Log, fold change
Log, fold change
total = 18163 variables
total = 17353 variables
DOWN - GO BP (Top 10; FDR<0.05 colored)
ooz} o j D
Defa2l i Cell Junction Disassembly (GO:0150146)
Gm15283 = — -+
Fabpl — Neutrophil Activation Involved in Immune Response (GO:0002283)
Defais Pr——
oo — e Mediated by Ci (G0:0002455)
Kenj16 -
) 1 2 1g Pway in Resp to DNA Damage by P53 Cls Mediator (60:1902166)
=
Gma7z83 r .
e ! = ig Pway in Resp to DNA Damage by P53 Cls Mediator (GO:1902165)
o 1
Stz 0 ad Leukocyte Aggregation (GO:0070486)
Tmem267 —
Fos — - Positive Regulation of cAMP/PKA Signal Transduction (GO:0141163)
Gm16192 e— e e e e
Eqrl o m—— Regulation of Positive Chemotaxis (GO:0050926)
Gmiz103 '  — -
i
Fosb “;—77 —e Extracellular Structure Organization (GO:0043062)
-4 -3 -2 -1 0 1 2 3
log2 fold-change External Structure O (G0:0045228)
0 5
E —log10(FDR)
Lineage cells F Transcription factors

Enteroendocrine
Junb

Tuft

Stem_Progenitor Fos

Enterocyte Egrl

Paneth

Fosb

: s ; 00 05 1.0 15

0 1 2 3 log2 fold-change
-log10 p-value

2.0 2.5 3.0

Goblet

DOWN - GO BP (Top 10; FDR<0.05 colored)

Cell Junction Disassembly (G0:0150146)

Neutrophil Activation Involved in Immune Response (GO:0002283)

Humoral Immune Response Mediated by Circulating Immunoglobulin (GO:0002455)

- Reg of Intrinsic Apoptotic Sgning Pway in Resp to DNA Damage by P53 Cls Mediator (G0:1902166)
Reg of Intrinsic Apoptotic Sgning Pway in Resp to DNA Damage by P53 Cls Mediator (GO:1902165)
Leukocyte Aggregation (GO:0070486)

Positive Regulation of cAMP/PKA Signal Transduction (G0:0141163)

Regulation of Positive Chemotaxis (GO:0050926)

Extracellular Structure Organization (G0:0043062)

External Encapsulating Structure Organization (GO:0045229)

0 5
—log10(FDR)

Figure 3. Differential gene expression in intestinal crypts and villi of Sigirr mutant and wild-type
mice at P8. Volcano plots showing differentially expressed genes (DEGs) in the crypt (A) and villus (B)
of Sigirr mutant mice compared with wild-type (WT) littermates at P8. Dot plots showing the top-ranked
DEGs in the crypt of Sigirr mutant mice compared with WT, (C). Gene Ontology (GO) term analysis of
downregulated genes in the crypts of Sigirr mutant mice compared with WT, (D). Downregulation of
lineage-specific cell genes invillus (E) and transcription factors (F) in Sigirr mutant crypts compared
with WT. GO term analysis of DEGs in villus cells of Sigirr mutant mice compared with WT, (G).



