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Figure S 1. The B cell Receptor signalling pathway is downregulated in the caecal patch

of miR-155-deficient mice on day 4 pi

InnateDB analysis of mMRNAs down-regulated in miR-155-deficient vs wild-type

caecal patch 4 days pi identified that there was an over-representation of genes

involved in the B cell receptor signalling pathway. Figure shows genes involved in B

cell receptor signalling and those identified as being significantly down-regulated

(green nodes).
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Figure S 2. Sylamer analysis

Sylamer analysis of mMRNAs extracted from colon (colon, bic (miR-155-deficient) vs wt
(wild-type)) and caecal patch (caecal patch, bic (miR-155-deficient) vs wt (wild-type)). The
X-axis represents all the genes with an annotated 3’UTR sequence, sorted starting from the
most up-regulated in the miR-155-deficient samples. The y-axis represents the -
log10transformed hyper-geometric P-values, with positive values denoting enrichment and
negative values depletion. Each gray line represents a single 7-nucleotide seed-matching word
and those corresponding to miR-155 are highlighted. Dotted lines represent Bonferroni-

corrected P-value significance thresholds of 0.01.
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KEGGID ]’\-'aluc|()(lds]{ati0 ExpCount|{Count|Size Term || Description
. 8.5e- <~ |[Metabolism of xenobiotics by  [[Metabolism of xenobiotics by
0
0950 08 0.4 175 12 7 cytochrome P450 cvtochrome P450
00071 (]J;e 10.6 1.17 9 38 ||Fatty acid metabolism |F‘;my acid metabolism
. 1.5e- Androgen and estrogen Androgen and estrogen
0130 04 7.3 120 7 39 metabolism metabolism
p - - - — - - =
00280 9. le- 6.2 L17 6 18 Valine, If_,-ucme and isoleucine  |[Valine ]gucme and isoleucine
04 degradation |de radation
00040 1.5e- 10.0 0.52 4 17 _Pentose and _glucumnate Pentose and g]ucuronute
03 interconversions interconversions
2.5e- [ . . ‘ .
00010 03 * 5.0 1.42 6 46 | Glycolysis / Gluconeogenesis |G]yco]ysxs! Gluconeogenesis
2.8e-
00410 6‘,%89 8.2 0.62 4 20 |beta-Alanine metabolism beta-Alanine metabolism
5 3.4e- . . . ‘
00360 03 7.7 0.65 4 21 |[Phenylalanine metabolism Phenylalanine metabolism
00220 4. 8e- 6.0 071 4 23 Urga cycle and metabolism of ||Un?a cycle and metabolism of
03 amino groups amino groups
00640 ggﬁe— 6.2 0.77 4 25 ||Propanoate metabolism Pm;anoate metabolism
. 8.6e- = . . o .
00350 03 4.4 1.29 5 42 || Tyrosine metabolism Tyrosine metabolism
00650 g%ﬁe- 4.3 1.32 5 43 ||Butanoate metabolism Butanoate metabolism
00120 5,23&— 5.0 0.92 4 30 |[Bile acid biosynthesis Bile acid biosynthesis
00860 1.4e- 48 0.95 4 131 Porphyrin and chlorophyll Porphyrin and chlorophyll
02 metabolism metabolism
00340 é';e_ 4.5 1.02 4 33 ||Histidine metabolism |Histicli1le metabolism
00680 5‘289' 12.8 0.22 2 7 ||Methane metabolism Methane metabolism
. 1.9e- < < Lo ‘ L .
00500 02 3.5 1.57 5 51 ||Arachidonic acid metabolism Arachidonic acid metabolism
2. le-
00480 6‘2[& 4.2 1.08 4 35 ||Glutathione metabolism Glutathione metabolism
ol . . 1 N — -
00140 2.3 107 0.25 5 g C21 Ste.mld hormone C21 Slef?ld hormone
02 metabolism metabolism
2. 3e-
00920 6‘236‘ 10.7 0.25 2 8 |[Sulfur metabolism Sulfur metabolism
2.9e- R . N .
00641 0‘2 9.2 0.28 2 9 ||3-Chloroacrylic acid degradation |3-Chloroacry lic acid degradation
3.4e- < < N —
03320 02 3.0 1.82 5 59 ||PPAR signaling pathway PPAR signaling pathway
00720 4. 3e- 71 0.34 " 1 Reductive carboxylate cycle Reductive carboxylate cycle
e 02 . o B (CO? fixation) (CO2 fixation)

Table S 5. Gene to KEGG test for over-representation within upregulated mRNAs in

miR-155-deficient caecal patch on day 4 pi

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-

deficient vs wild-type caecal patch 4 days pi.
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KEGGID| Pvalue|[OddsRatio|[ExpCount||Count||Size Term Description
04662 1.0e- 30 1.81 1 57 B cell. receptor signaling B celll re:ceplm‘ signaling
06 pathway pathway
1.6e- = . Cell adhesion molecules Cell adhesion molecules
0514 s |2 377 4 M cams) (CAMs)
04940 {5)48& 5.7 1.49 7 47 [Type I diabetes mellitus Type I diabetes mellitus
04650 7.7e- 1.8 304 10 96 Nalum]lklll]er cell mediated Nflturalk_lller cell mediated
04 cytotoxicity CYLOLOXicCity
) _ ~y H - I e
4670 L,q()e 1.4 208 o 04 Le.ukout,)te transendothelial LuTuI?mI:\le. transendothelial
03 migration migration
6.6e- < Antigen processing and Antigen processing and
2 2.2 =
04612 03 3.5 2.25 U 71 presentation presentation
04060 7;8e— 23 618 13 195 _C}*loknl}e—cytokme receptor _C.\-'tLTkme—m-mkme receptor
03 interaction interaction
04640 (l)j'e 3.2 2.09 6 66 |Hematopoietic cell lineage  |[Hematopoietic cell lineage
. 2.5e- a . Glycosphingolipid Glycosphingolipid
6ol 02 104 025 B 8 biosynthesis - lactoseries biosynthesis - lactoseries
2 -
00240 6‘,,88 2.8 2.35 6 74 | |Pyrimidine metabolism Pyrimidine metabolism
e - C Si ignali C epsi signali
04664 4.5e a8 1.96 s 6 Fe E![JIGIIOI] RI signaling Fe epfulqn RI signaling
02 pathway pathway

Table S 6. Gene to KEGG test for over-representation within downregulated mRNAs in

miR-155-deficient caecal patch on day 4 pi

Gene to KEGG test for over-representation within down-regulated mRNAs in miR-

155-deficient vs wild-type caecal patch 4 days pi.




196

GOBPID ||Pvalue||OddsRatio||ExpCount||Count|| Size Term
GO:0006631|(9.7e-07|5.3 3.30 15 133 |[fatty acid metabolic process
GO:0019752|3.8e-05(2.9 8.45 22 342 ||carhnxv]ic acid metabolic process
GO:0044255(6.1e-05}3.2 6.31 18 270 |[cellular lipid metabolic process
GO:0006816][2.5e-04/4.8 2.11 9 85 |lcalcium ion transport
GO0:0006812][3.1e-04/2.5 9.10 21 |[367 |lcation transport
GO:0050801)|5.9e-04/3.3 3.94 12 159 |lion homeostasis
GO:0055082(1.2e-03}|3.2 3.70 11 149 ||cellular chemical homeostasis
GO:0008272][1.6e-03][17.0 0.25 3 10 |[sulfate transport
G0:00015232.1e-03][14.9 0.27 3 11 _|[retinoid metabolic process
GO:0006694|[2.5e-03 4.8 1.38 6 56 ||steroid biosynthetic process |
G0:0030003|[3.6e-03[[3.8 1.98 7 80 Jlcellular cation homeostasis |
GO:0042445|4.2e-03 4.3 1.54 6 62 |[h0rmmle metabolic process
GO:0006766|7.1e-03|4.5 1.22 5 49 |vilamin metabolic process
GO:0051234/(8.9e-03|[1 .4 47.55 63 1917|eslablish|11e11t of localization
GO:0006829(1.3e-02|[7.0 0.50 3 20 |zinc ion transport
G0:004249311.3e-02/(7.0 0.50 3 20 |resgmse to drug
GO:0055066(1.3e-02|3.3 1.93 6 78 ||di-. tri-valent inorpanic cation home ostasis
GO:0030155[1.3e-024.8 0.92 4 37 |[regulation of cell adhesion
GO:0006732((1.7e-02/[2.8 2.65 7 107 |[coenzy me metabolic process
G0:0006639|[1.9e-02]|6.0 0.57 3 23 |lacylelycerol metabolic process |
GO:0006814][1.9¢-02][3.0 211 6 85 |lsodium ion transport |
GO:0008366|2. le-02]|5.7 0.60 3 24 |laxon ensheathment |
GO:0008015][2.1e-02][3.0 2.16 6 87 |[blood circulation
GO:0006790|[2.3e-02/14.0 1.09 4 44 ||sulfur metabolic process
GO:0006941]2.3e-02][5.4 0.62 3 25 ||striated muscle contraction
GO:0019228|2.3e-02|5.4 0.62 3 25 HFgulalion of action potential in neuron
G0:0006721|2.4e-02/9.9 0.25 2 10 |te.r|ge.noid metabolic process
GO:0007431|[2.4e-02/9.9 0.25 2 10 |salivali* élancl develoémenl
GO:0030865|(2.4e-02(9.9 0.25 2 10 |c0rlical cvtoskeleton organization and bioeenesis
GO:0006811(2.6e-02{2.2 4.22 9 179 |i0n transport
GO:0042592(3.1e-02][1.8 8.04 14 324 |lhomeostatic process
GO:0002009|(3.3e-02|2.6 241 6 97 ||morphocenesis of an epithelium
GO0:0002026|(3.4e-02(|7.9 0.30 2 12 |lregulation of the force of heart contraction
G0:0009069||3.4e-02((7.9 0.30 2 12 ||serine family amino acid metabolic process
GO:0042364|3.4e-02/[7.9 0.30 2 12 |water-soluble vitamin biosynthetic process
GO:0006081|(4.0e-02(/7.2 0.32 2 13  |aldehyde metabolic process
GO:0008152|4.1e-02|1.3 133.96 148 ||5400|/metabolic process
GO:0001501([4.3e-02//2.1 3.92 8 158 |skeletal development
GO:0044242(14.3e-02]14.1 0.79 3 32 |lcellular lipid catabolic process
GO:0006776|4.6e-02/|6.6 0.35 2 14 |lvitamin A metabolic process
GO:0007339||4.6e-02/|6.6 0.35 2 14  |binding of sperm to zona pellucida
GO:0043506][4.6e-02/6.6 0.35 2 14 |[regulation of INK activity

Table S 7. Gene to GO-BP conditional test for over-representation within mRNAs

upregulated in miR-155-deficient caecal patch on day 4 pi

Gene to GO-biological process terms test for over-representation within up-regulated

MRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.
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GORPID :P\'nlne (OddsRatio 'E‘&p(‘aunt: Caunl”Size“ Term
GO:0006334](2, 3e-19|[15.8 2.37 25 5 |Jll|l.]<.‘0\0]1]<.‘ assembly
GO:0006323][2.0e-17][1 1.0 3.37 p] 1'11|M
GO:0006333)|5.7e-17|[11.1 3.21 126 /
(GOO065003](3,8e-11|[4.8 7.78 31 279 | macromolecular complex assembly
(GO:005] 2?(1: 7.6e-10([4.4 :?.?5 29 278 ||uhmmosnnw organization and biogenesis
GO:0006955](3, Oe-08/(4. 3 6.49 24 239 | immune response
GO:0002504](1. 8e-06/|23.7 0.42 6 i
GO:0048534]|7. 6e-06|[3.6 5,94 |9
GO:0019886/(2.6e-05/[19.7 0.39 5 i /i
GO:0046649][6.0e-05][3.6 4.63 15 |se]l |W
(GO:O001775]( 1. 2e-04([3.2 5.49 16 197 |wl] activation
GO:0019884(2. 3e-04[11.1 0.50 5 21 |[lanti
GO:0030217]|2. Te-04)|3.4 \L.70 ik 61 | cell differentiation
GO:0050863)3.0e-04{[5.3 1.73 8 62 | reculation of T cell activation
GO:0007067 [4.4-04][3.5 3.82 12 157 mitosis
GO:0042 1005, 5e-04{[8.9 0.70 5 |E'.cc]] roliferation
GO:0002521][5.5¢-04]3.6 337 11 |[121 Jleukoevte differentiation
G0:0032943][5.7¢-04|4.8 1.90 I8 68 |mnn0m|ulem‘ccll roliferation
GO:0048002||6.6e-04]|8.4 0.72 5
GO:0051201)|6.8e-04{[2.8 5.77 15 207 |wl] division
GO:0002684)7. Te-04{[3.4 3.51 11 ]”6| éo\mw reculation ofunmunc syslem process
GO:0002694|1. 3e-03)|4.7 1.66 7 { i
GO:0002429|1. 3e-03)(7.1 0.84 5
GO:0045619)|1.5e-03||6.8 0.86 5
G0:0051251][1.6e-03][4.5 [1.73 I7
(GO:D0506T0 1. Be-03|[5.2 1.31 6 47 |J'cgul:11jon of lymphocyte proliferation
GO:0050867||1.9e-03]|4.4 1.78 7 64 | ositive reculation of cell activation
GO:0006954)|2.0e-03)|2.8 4.54 12 inflammatory response
GO:0002376) 2. 3e-03|[2.8 4.61 12 183 |jmmu1w system process
GO:0000278][2.3¢-03][2.7 5.24 13 ]88|;g totic cell cvele
GO:0050776)2.6e-03|[3.7 2.38 8 86 |[regulation of immune response
GO:0006935||3, 1e-03)|3.6 2.45 8 88 |lchemotaxis
GO:0030574)[5.0e-03)[10.6 0.36 3 13
GO 004424315, 0e-03[10.6 0.36 3 13
GO:0044256][5.0e-03][10.6 036 | 13
(GO 044 266 (5.0e-03|[10.6 0.36 3 13
GO0 26515, 0e-03{10.6 .36 3 13 |mul1icc]]u]a1r organismal protein metabolic process
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[Go:oonoens]5. 6e-0320 10,01 (19 |359 [lresponse 1o external stimulus ]
GO 00002795, Be-03) 2.5 519 12 ]SﬁlM phase

GO D0 30B20)6, 2e-03 0.6 0,39 3 14 |[positive regulation of B cell proliEration

|Go: 00062606, 3e-03 2.9 335 o 1z |PDN.A mplication

Ge0022402] 6. 4e-03 2.2 7.8 15 261 |eellevele process

GO: 0006220 0.50 3 12 ||pvrimidine nueleotide metabolic process

GO 003206 0.95 4 ?‘ ;Esitiw regulation of mononuclear cell proliferation

GO: 0045582 0.53 3 19 |lpositive regulation of T cell differentiation

GOO051239) 6,78 13 245 |Iregulation of multicellular organismal process

GO RS54 276 7 9% (lpositive repulation of response to stimolus

[GO:0007265 .24 9 [152 |[Ras protein signal transduction

GO 0051130 114 4 m iEsiliw regulation of cellular component organization and biogencsis

GO:00301 55 .67 3 24 |lcegulation of cell adhesion |
GO 0002253 L73 5 62 |s|:ti'r'.:|tinn of immune response

GO: 0019252 0.27 2 10 [lantigen processing and presentatinn

|GO:IIID'?22EI 3 0.28 2 |]l'.'l |g':'rimidine ribonuclectide biosynthetic process

|GO:CUS]056 3 3.68 2 IE‘ regulation of small GTPase mediated signal transduction

|IZ‘-CI:"-"DJ'.‘-D."| 3 0.70 3 |25 negative regulation of leukocyte activation ]
GO 003009913, 245 al 88 |Imyeloid cell ditferentiation

GO000691 1[5 0.31 2 11 ||phagocytosis engulfment

GO 0007051 |3 0.31 2 11 |{spindle organization and hiogenesis

GO 00T 15913, 0.31 2 11 |kukg‘t adhesion

(GO: 0043331 3. 0.31 2 (11 [lresponse to dsRMNA

GO 0045191 |3, 0,31 2 11 |regulation of isotype switching

GO D0 S0R59])3, 0.31 2 11 |lnegative regulation of B cell activation

GO 0001776 0.75 3 27 |eukccyie homeostasis

GO 0006270 0.33 2 12 (|D0NA replication initiation

GO 006541 0.33 2 12 Jfelutamine metabolic process

GO 0507 66|, 3e-0 0,33 2 12 |ésitiw repulation of phagocytosis

GO:CUSDTQSH.ZT:-U 7 .33 2 12 |lactivated T cell proliteration

GO 005 1085|4. 3-02 7.0 L33 2 12 Jlchaperone ¢ ofactor-de pendent protein folding

GO D00SG1 T 3e-02) 2, 192 5 69 (lcesponss to bacteium

GO: 002261 0{H. 4e-02 1244 19 g6 |[biclogical adhesion

GOz 000 1817|H. fie-02 4.1 0.8l 3 29 |[cegulation of cytokine production

|GO: 003261 5[4 0%e-02 6.4 0. 36 2 (13 [[inte e ukin-12 producticn |
GO:0045785(14.%e-02] 6.4 0.36 2 13 ||positive repulation of cell adhesion |
GO: 00507 774 %e-02 6.4 .36 2 13 ||negative repulation of immune response ]
|Go: 0009607 [5.0e-02 2.1 b & |[145 [response 1o biotic stimulus |

Table S 8. Gene to GO-BP conditional test for over-representation within mRNAs

downregulated in miR-155-deficient caecal patch on day 4 pi

Gene to GO-biological process terms test for over-representation within down-regulated

mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.
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KEGGID|Pvalue|OddsRatiof|ExpCount||Count|Size Term Description

00150 0.025 lo.3 0,247 ) 39 Androge:n and estrogen Anclroge.. '_] and estrogen
metabolism metabolism

04115 0.048 6.3 0.355 2 56 ||p53 signaling pathway |P53 signaling pathway

o1 G - 1 Qe e

00140 0.050 [235 0.051 | 3 C21 Stelrmd hormone C21 Sle,gul hormone
metabolism metabolism

00920 0.050 ([23.5 0.051 1 8 ||Sulfur metabolism Sulfur metabolism

Table S 14. Gene to KEGG test for over-representation within mRNAs upregulated in

miR-155-deficient caecal patch on day 14 pi

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-deficient

vs wild-type caecal patch 14 days pi.




200

KEGGID|Pvalue||OddsRatio|| ExpCount|/Count|Size Term Description
Glycosphingolipid ||Glycosphingolipid

00601 0.036 |34 0.036 1 8  [|[biosynthesis - biosynthesis -
lactoseries lactoseries

Table S 15. Gene to KEGG test for over-representation within mMRNAs downregulated
in miR-155-deficient caecal patch on day14 pi

Gene to KEGG test for over-representation within down-regulated mRNAS in miR-155-

deficient vs wild-type caecal patch 14 days pi
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GOBPID || Pvalue ||OddsRatio| ExpCount{|Count|Size Term
GO:0006953(10.00026((28.9 0.13 3 20 ||acute-phase response
GO:0007050(0.00204{({13.3 0.25 3 40 |icell cycle arrest
|G0:0008202/|0.00604/5.9 |0.73 4 |l115 |[steroid metabolic process
GO:0045859(|0.00642/|5.8 0.74 4 117 lreculation of protein kinase activity
GO:0051338||0.00808|(5.5 0.79 4 125 ||[regulation of transferase activity
GO:0006986(0.01258/(12.9 0.17 2 27 ||response to unfolded protein
GO:0033673||0.01955](10.1 0.22 2 34 |necative regulation of kinase activity
|GO:0043086||0,0400|||6‘? ||0,32 ||2 ||50 ||ne.rvali\-'e regulation of catalytic activity]
|GO:0006066[0.044793.2 1134 4 211 |lalcohol metabolic process |
GO:0051726|[0.04544((3.1 1.35 4 212 |jregulation of cell cvele
GO:0008643)10.04754)(6.1 0.35 2 55 ||carbohydrate transport

Table S 16. Gene to GO-BP conditional test for over-representation within mRNAs
upregulated in miR-155-deficient caecal patch on day14 pi
Gene to GO-biological process terms test for over-representation within up-regulated mRNAs

in miR-155-deficient vs wild-type caecal patch 14 days pi
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GORPID || Pralue |OddsRatio] ExpC ount| Count] Size| Term
GO 0006935 j0. 00005237 0.210 4 58 |chemotanis
Go.oo024370.00030 1005 o026 [2 11 inflammatory responss to antigenic stimulus
GO 00507 el j0. 000359 1.3 |0.020 [12 [ positive regulation of phagoey tosis
GO: 00076:26][0.00047][12.9 0374 [4 157 |locomotory behavior
G0 00022410 onosallss 2 0.8 5 15 Sg:sltll-:::mr:f':.u‘;;nn::;:sl adaptive immune responze_based on somatic recombination of immune eeeptors built from immunoglobulin
GO 00027 08|0.0010150.7 0.048 positive regulation of lymphocyte mediated immunity
GO oonzal 9000 101[50.7 | 048 | zulation of adaptive immune response
GO:0032103][0.00101][50.7 0.8 | positive regulation of wsponss to external stimulus
GO 00066a0]|0.00111|48.0 | 0,050 |licosancid metabolic process
GO moz?mllu.oums B35 0.057 regulation of leukocyte mediated immunity
G0: 00507 27][0.00158][39.6 | 0.060 | gulation of inflammatery msponse.
GO 0031349000171 [38.0 0,062 positive regulation of defens: msponse
GO 301000 00154365 |06 | gulation of endecytosis
GO 0050900]j0.00198][35.1 | 0067 |l ukocyte migration
GO o007 es]fn. 0242314 0.074 immure wsponse-r gulating cell surface rocptor signaling patte gy
GO 00015 25000265123 l0.281 |langinge nesis
GO (0027 ”0.00201 28.5 0.081 immune response-activating signal transduction
Go: 004e3583)[0.00387] 107 lo3n | gulation of responss to timulus
GO 0051 ]‘.’-0”0.00421 23.3 0.098 positive regulation of cellular component organization and biogenesis
GO: 0007599][0.00442][22.8 ['0.100 2 |hemostasis
GO 0050817]j0. 00462 22.2 0,102 |coagulation
GOz 000961 1][0.005 20|[0.7 0.358 sponse to wounding
[Go:0051240(l0.00530])0.6 [0.360 | positive regulation of mulicellular organismal presess
GO: 0006952)[0.00541[6.5 6 defense respons
GO 00025 26][0. 00801][16.5 0,136 Jacute | '
GO 00015680, 00as7][7.0 0433 | blood vessel development
GO oo zonn][o.o10o4][14.0 0,160 mwound healing
GO: 0002444][0.01357]12.4 |o.170 |l mphocy & medised immunity
GOx 0302460”0.0]25? 124 0.179 adaptive immune rzsponse based on somatic recombination of immune receptors built from immunoglobulin supe rfamily domains
Gorons 123000194 [10.3 o216 [ 1102 e gulation of multicellular organismal process
GO 0007 155]j0.01990]+. 3 1062 4 446 [icell adhesion
Goroo00272[0.02357]Ra.5 oo 11 Tho :
GO o193 700023 57|pa.5 o024 1 10 [leukotriens biosynthetic process
GO COSUSS4||U.02.'!5? Ha.5 0.024 1 10 | rgulation of antieen weeptormediated signaling pathwen:
G0: 0006923][0.02491][3.3 los3s (3 268 [ecll motiliny
GO oona60s][0.02317][.0 0,240 2 129 msponse to external stimulus
GO 0006693][0.023590]43.7 o026 11 1 Jposwglandin metabolic progess
GO 00061 1|0 02590437 looze 1 11 | phagocytosis engulfment
GO: 0043440][0.02590]k3.7 0.026 1 11 _[alkene metahalic process
|Go: 0045053]0.02590[43.7 o026 1 11 mpulaed sostoy pathway
GO 004a236][0.02590[43.7 0026 |1 11 |alveolus development
Go: 0022520027402, 5 lozen [z Jhoeli ;
GO: 0030190][0. 03054364 0.031 1 3 |collagen fibril organization
GO: 0042461 ][0.03054][ 364 Josr — T1 T13 [photorece por cell development
GO 0006044]|0.03285][33.6 Joma 1 14 [M-acetvlolucosamine metabolic process
GOy 03198-86”0.03285 33.6 0.033 1 14 | antigen processing and pre sentation of exogenous peptide antigen via MHC class [
GO o030335]0.03235]33.6 loas [t 14 [ positive wgulation of coll migration
GO: 0032638][0.03285][33.6 0.033 1 14 Jlinterleukin-6 produc tion
Gorooo2so4]fo.03s16]f31.2 o036 11 115 lantigen processing and pre sentation of peptide o polysaccharide antigen via MHC class I
GO onazed0]|0.03316(31.2 looae 1 15 [wmor necrosis factor production
GO CO43510||U.U.’€660 3.1 || 1.806 s |79 | negative regulation of biclogical process
GO 00009020037 38|45 lo74g |3 314 [eell morphoge nesis
GO 034001?”0.0.\. 6| 29.1 0.038 1 16 | positive regulation of locomotion

|0.315 N2 138 mgulation of immune system process

GO oos0as2)|0. 03975273 o0 1 17 [T cell receptor signaling pathway
GO: 0006040][0.04433][24.2 o3 1 19 Jamino sugar metabolic process
GO 430304433 24.2 los 1 19 [camerstvpe eve morphogenesis
GO mozwalu.m%z 24.0 0.046 1 20 | positive regulation of immune cffector process
GO 0006958 j0. 4661|230 joodg (1 [20 [complement sctivation classical pathw gy
GO 001 03-84”0.04388 21.8 0.050 1 21 antigen processing and pre sentation of exopenous antipen
GO o006s09]0.4913][21.7 looso 1 22 phagecytosis

Table S 17. Gene to GO-BP conditional test for over-representation within

downregulated mRNAs in miR-155-deficient caecal patch on day 14 pi

Gene to GO-biological process terms test for over-representation within down-regulated
mRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.
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KEGGID|/Pvalue|OddsRatio||[ExpCount Term Description
ik PR " _hile ec -
04620 0012 llie 0.177 Toll ]l.le.' les.eptlml Toll I|II\e rec CPTF)II
signaling pathway |[signaling pathway
00100 0.046 |6 0.046 | E‘iu;TS}_-'thems of BIOIS\.'T][IHC.\I.\ of
steroids steroids

Table S 23. Gene to KEGG test for over-representation within mRNAs upregulated in

miR-155-deficient colon on day4 pi

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-deficient

vs wild-type colon 4 days pi.
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KEGGID||Pvalue|/OddsRatio|| ExpCount||Count||Size Term Description
00910  ||0.043 |28 0.043 I 1g |Nitrogen Nitrogen
metabolism metabolism

Table S 24. Gene to KEGG test for over-representation within mRNAs downregulated

in miR-155-deficient colon on day4 pi

Gene to KEGG test for over-representation within down-regulated mRNAS in miR-155-

deficient vs wild-type colon 4 days pi.
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[ GORPID iPvalue|OddsRnrio|iE\'pCounti[CaunI| Size| Term |
[GO:0006954/[0.00082|[20.6 0.194 3 163 ||inflammatory response

IGO:0009605][0.00776/(9.1 0.427 3 359 |response to external stimulus

|GO:0000607 [0.01235][13.9 [0.173 2 |[145 |[esponse to biotic stimulus |
IGO:0051704)[0.01368][13.1 0.182 2 [[153 |[multi-oreanism process |
[GD:DDDQI&]Z'D.DI-‘EO{ B3.1 :0.1}]4 [1 |]2 ribonucleoside monophosphate metabolic process
|GO:0000124/[0.01538|[76.2 0.015 1 13 |nucleoside monophosphate biosynthetic process
IGO:0006629/[0.01809]|6.6 0583 3 490 ||lipid metabolic process
|GO:0006749]|0.02124/(53.7 0.021 fI1 [18 |lelutathione metabolic process |
[GO:0007157)[0.02124][53.7 0.021 [1 J[18 ]lheterophilic cell adhesion |
[GO:0006953[0.02357||48.1 0.024 [I |20 |lacute-phase response |
IGO:0030258][0.02357|[48.1 0.024 |1 20 |[lipid modification

IGO:0009615/[0.02012|[38.6 0020 1 27 ||response to virus

IGO:0016126/[0.03170/[35.1 0032 |1 |[27 |lsterol biosynthetic process |
[GO:0006950/[0.03234][5.2 0728 |3 611 |lresponse to stiess

[GO:0050900/0.03285][33.8 0.033 1 28 |[leukocyte migration

[GO:0048015/[0.03976|[27.6 0040 J1 |34 |[phosphoinositide-mediated signaling |

Table S 25. Gene to GO-BP conditional test for over-representation within mRNAS

upregulated in miR-155-deficient colon on day4 pi

Gene to GO-biological process terms test for over-representation within up-regulated mRNAs

in miR-155-deficient vs wild-type colon 4 days pi.
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[ GOBPID :P\'nlne| OrIdsRnlin|jEx|1C0|mr: C0||nl| Size” Term
[GO:0006631]0.018 [[10.8 0211 2 133 |[fatty acid metabolic process

[GO:0006635[0.020 |[55.8 0021 1 |13 Jlfany acid bew-oxidation

[GD:DDI&‘EES_ 0.020 |55_S |D.DEI 1 | 13 ”jlt‘ eative reeulation of angiogenesis
GO:0030574][0.020 |[55.8 0.021 1 |13 |lcollagen catabolic progess

GD:DDJ-—iE-iSi 0.020 |[55.8 jD.DEl 1 13 |h11ul1ju¢]]ula.r organismal catabolic process
[G0:0044256][0.020 |[55.8 0.021 1 |13 Jlprotein digestion

GO:0044266)0.020 ||55.8 0.021 1 mﬂuulnw]]ulm organismal macromolecule catabolic process
GO:0044268)|0.020 ||55.8 0.021 1 13 |Imulticellular organismal protein meabolic process
[GO:0006004][0.022 [51.5 0.022 1 14 Jleluconeogenesis

|GO:0046395)10.030 [[37.2 0.030 1 |19 |lcarboxylic acid catabolic process
[Go:0051260[[0.030 ][37.2 0.030 1 19 ]lprotein homooligomerization

[GO:0019216[0.031 [[35.2 (0.032 1 Eﬂ'cgulmjon of lipid metabolic process
[GO:0046364[[0.033 ][33.5 0033 1 21 [monosaccharide biosynthetic process
|GD:DDDI§I-44 0.034 7.7 0.294 2 185 |[vasculature development

GO:0010033[0.041 |26.8 0,041 1 26 |lresponse to organic substance

GO:0032502][0.042 ][2.8 3.502 7 |[2206]ldevelopmental process

GO:0008645][0.042 |[257 0.043 1 |27 |hexose tansport

GO:0042593][0.042 ||25.7 0043 1 27 | olucose homeoslasis

GO:0050770/0.042 ||25.7 0.043 1 27 |lresulation of axonogenesis

GO:0000157[0.045 |[23.0 0046 I |29 Jactivation of MAPK activity

|GO:0002420[j0.047 ][23.1 0045 1 30 [limmune response-activating cell surface receptor sienaling pathway
[GO:0048731][0.047 [[3.0 2.086 B] 1314|[svstem development

[GO:0007249([0.050

[21.6 [0.051

1 |32 |l-kappaB kinase/NF-kappaB cascade

Table S 26. Gene to GO-BP conditional test for over-representation within mRNAS

downregulated in miR-155-deficient colon on day 4 pi

Gene to GO-biological process terms test for over-representation within down-regulated

mMRNAs in miR-155-deficient vs wild-type colon 4 days pi.
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KEGGID|[Pvalue|(OddsRatio|[ExpCount||Count||Size Term Description
00150 0.003611.3 0,32 3 19 Androge:n and estrogen Anclrwg |_1 and estrogen
metabolism metabolism
gamma- gamma-
00361 0.0081|17.4 0.14 2 17 |[Hexachlorocyclohexane Hexachlorocyclohexane
de gradation degradation
00910 0.0090]|16.4 0.15 2 18 ||Nitrogen metabolism INilrcme.n metabolism
< . Metabolism of xenobiotics [[Metabolism of xenobiotics
00980 0.010517.5 0.46 3 >7 by cytochrome P450 ‘by cytochrome P450
00340 0.0289(/8.4 0.27 2 33 ||Histidine metabolism ]Hislicline metabolism
00480  ||0.0323]]7.9 0.29 2 35 ||Glutathione metabolism | Glutathione metabolism

Table S 32. Gene to KEGG test for over-representation within mR NAs upregulated in

miR-155-deficient colon on day14 pi

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-deficient

vs wild-type colon 14 days pi.
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KEGGID|Pvalue|{OddsRatio||ExpCount||Count||Size Term Description
- < Cell adhesion molecules Cell adhesion molecules
2

04514 0.0085 |[4.5 1.29 5 119 (CAMS) (CAMS)

04660 0.0009 5.3 0.86 n 79 T celll receptor signaling T celll receptor signaling
pathway |pathway

04650 0.0192 ll4.3 Lo4 4 % Nalum]lkllllercell mediated Nj.llurny_kyll.er cell mediated
cytotoxicity cy totoXicity

04640 0.0338 [|4.6 0.72 3 66 |[Hematopoietic cell lineage |Hemntu poietic cell lineage

04512 [0,0392 4.4 0.76 3 70 [[ECM-receptor interaction [ECM-receptor interaction

Table S 33. Gene to KEGG test for over-representation within mMRNAs downregulated
in miR-155-deficient colon on day14 pi

Gene to KEGG test for over-representation within down-regulated mMRNAs in miR-155-

deficient vs wild-type colon 4 days pi.
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| GOBPID_|[Pyalue/|OddsRatio| ExpCount/[Count|[Size]| Term |
1G0:0006508][0.0020][3.1 ||3.98 i1 ][472]lproteolysis |
1G0:0006629][0.0026][3.0 |4.13 i1 490 |lipid metabolic process |
1G0:0008202/(0.0028 ||5.6 0.97 5 |[115]/steroid metabolic process |
1G0:0006953/(0.0121 |[13.4 0.17 |2 20 |lacute-phase response |
1G0:0006323][0.0190][4.2 |[1.02 4 ]l121|DNA packaging |
‘GO:OOOSOIZ"QOE()Q Hﬁ.(} ||0‘64 ||’i H?ﬁ Hmuscle system process |
‘GO:OOD(E»%?"0.0Z()EHS.@ ||0_25 ||2 H30 Hmﬂulntion of muscle contraction
1GO:0006334[[0.0349 |[4.4 ll0.72 I3 |I85 |nucleosome assembly |

Table S 34. Gene to GO-BP conditional test for over-representation within mRNAs

upregulated in miR-155-deficient colon on day14 pi

Gene to GO-biological process terms test for over-representation within up-regulated mRNAs

in miR-155-deficient vs wild-type colon 14 days pi.
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I[1. 3e-

Count|[Size

| Term

GO 0032270 02

GO D0S0900) s 32.9 0197 5 25 |[leukccy e migration
GOoo0603s| 0 12 0620 6 |88 [lchemotaxis
GO 0007155 g‘i&- 4.5 3142 12 (46 loell adhesion
GO:COEI%OS| g':" 53 2193 10 ||319||esponse 1o external stimulus
GO:COSUF!Sb"S'i&_ 40.0 0.085 3 12 [lpositive regulation of phagocytosis
GO:CQDQGQﬁ"g;“ 128 0451 5 64 |[positive regulation of leukocyte activation
GOoon6osH| L (71 1125 7 [1e2||infunmatery response
GO 050865 LU‘ 9.4 0. 599 5 55 |fregulation of cell activation
GO 001 9854 ’iu'ie_ 24.5 0148 & 21 |lantigen processing and presentation of exogenous antigen
GO:COS]%U"E':‘_ 6.3 1064 6 151 [lpositive regulation of multicellular organismal process
GO O04E002 19.2 0.183 & 26 ||lantigen proce ssing and presentation of peptide antigen
GO 0007626 |;41° 6.0 Ll0& & 157 ||logomotory behayior
GO:0030100) |—3;°' 184 0100 |3 (27 |leegulation of endocytosis
GOD0453 21 é:!&- =N L2096 & 184 |lleukcey e activation
GO 0002764 ;:‘*_ 138 0.247 3 35 |limmune response-regulating siznal transduction
Go.0000272(21E (360 noro 2 |10 [lpolysaccharide catabolic process
GO 0002361 3'1&' 32.2 0.077 2 11 |leegulation of inflammatery wsponse to antigenic stimulus
Goroongo1 |5 b || (lohacevtosis, engulfment
GO 00507 29) g:‘&_ 32.2 2 11 ||positive regulation of inflammatory response
Go00s124920 (76 0578 [4 |82 ||regulation of lymphocyte activation
GOLD0D605S, 3'1"" 4.7 1406 & 212 |limmune response.
GO D05 1130 g:;k- 116 0. 289 3 B |lpositive regulation of cellular component organization and bioge nesis
GO:COUﬁQSU"E::k_ 2.9 . 305 11 611 |[responss (o siress
GO D00604H, |3,3=_ M1 0. 095 2 14 ||N-acetylglucceamine metabolic process
GO: 001 9386"3'13:' 4.1 0,009 2 14 |lantigen proce ssing and presentation of exogenous peptide antigen via MEC class 1T
GO:CO.’CQG‘.’-S||3;3=_ 241 0,009 2 14 linterleukin-6 production
GO:CQSUS."U"Z:C_ 10.0 0.331 3 M7 |leositive regulation of T cell activation
GO:CQDQSMIL;',!&_ 22.3 0106 2 15 ||antigen proce ssing and presentation of peptide or polysaccharide antigen via MHC class 11
Gooodsss | 1e 162 0697 |4 |99 [lpositive reulation of e spanse to stimulus
GO 0002821 l;,:" 20.7 0.113 2 16 ||positive regulation of adaptive immune response
GO:COSUSSE”E:?_ 19.3 0.120 2 17 |IT cell receptor signaling pathway
GO Q006040 03 17.0 0.134 2 19 ||lamino sugar metabolic process
GO 001 6054 17.0 0,134 2 19 ||oroanic acid catabolic process
GO 001 97 2 8.0 0.409 3 58 |[Ecell mediated immunity
GO:CQDQ?OS"E;‘&' 16.1 0.141 2 20 ||pcsitive regulation of lenkocyte mediated immunity
GQ.CIDUQS_-_-| gq& 16.1 0141 A o rrgul.:!llon of adaptive immune regponse bazed on somatic reeombination of immune receptors built from immunoglobulin superfamily
GO D04 663 g:‘&_ 16.1 0,141 2 20 |fregulation of alpha-beta T cell activation
GO:00022 s."\"g;:“' 7.4 0437 3 [l62 [factivation of immune wsponse
GO:COUﬁfﬁU| g;k- 15.2 0.148 2 21 [licosanoid metabolic process
GO:CO42.'!08||E:€_ 15.2 0.148 2 21 ||lamino acid derivative biosy nthetic process
GO 0045621 314{— 152 0148 2 21 |[positive regulation of lymphocyte ditferentiation
GO 048872 3'2&' 1.2 0.451 3 64 [lhomeostasis of number of cells
GO 0006528 3'21" 1.4 1.888 & 268 (|cell motiliny
Gomuroonéf" ot6o 2 |l4 fegulaion of lympheoyte medisted immunity
||]'5=_ 6.3 0.514 3 73 [|positive regulation of cellular protein metabolic process
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Go:mmsss”;';" 6.1 0,528 75 |cegulation of cell prowth

GO: 00022 50”3'2&_ 6.1 0.528 75 ||adaptive immune rsponse

GO:COS]OSU| ;'2&_ 113 0,195 28 |[positive regulation of transport

GO 0002429 é';e' 10.9 0.201 20 |limmune regponse-activating cell surtace receptor signaling pathway

GO:m02443||é'29€' 0. 564 20 [leukecy e mediated immunity

GO 0507 ."6| 323& 53 0,603 258 |eegulation of immune mspons:
22 |, )

GO: 0002520 02 33 Lal3 229 |limmune system development

Go:m.':uoos| o lsa 0,606 86 |mphocyte differentiation

GO:CQS]UM”%';E' 3.2 1684 239 |[positive repulation of developmental process

GO:COU24—10||§';" 8.5 0,254 36 |lproduction of molecular mediator of immune =sponse
2. 9e- - . -

GO 00512 SS| 02 80 0. 268 38 [|protein polymerization

Table S 35. Gene to GO-BP conditional test for over-representation within mRNAs

GO:CQ4—1264||5;:_ 7.8 39 [|lesllular polysaccharide metabolic process
GO 0032101 ;23:' TG 0.282 H0 (lregulation of response to extemial stimulus
GO 0008361 a;c- 4.6 0,697 00 (lcegulation of cell size

G- o "
GO 0042742 02 7.4 0,280 M1 [ldefense meaponse to bacterium
GOD031347) |02 ° 7.0 0,303 M3 (regulation of defe nse response
GOL 0032787 a’;c_ 33 1282 152 Imenocarbox vlic acid metabolic process
Gooodao3s b 167 0.317 k5 loegulation of oy tokine biosynthetic process
GO:00S1707 3'2&' 4.2 0,761 108 ||pesponse to other organism
GO 031328 |-'S;c- 6.4 0,331 M7 |positive regulation of cellular biosy nthe tic process
GO 00421 10| U;c- 4.0 0.782 111 ||T cell activation
Go:muoﬁoo”'a'z"" 6.1 0345 Ko (lamine biogynthetic process
Go:r:muoo.‘-| IS = lha 1.360 193 ||hemopoiesis

e - . . .
GO: 001 8108 13 6.0 0,352 50 (lpeptidyl-tyrosine phosphorylation

downregulated in miR-155-deficient colon on day14 pi

Gene to GO-biological process terms test for over-representation within down-regulated

mRNAs in miR-155-deficient vs wild-type colon 14 days pi.
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List of Supplementary Figures and Tables

Figure S1. B cell Receptor signalling pathway downregulated Caecal patch
Day 4

InnateDB analysis of mMRNAs down-regulated in miR-155-deficient vs wild-type
caecal patch 4 days pi identified that there was an over-representation of genes
involved in the B cell receptor signalling pathway. Figure shows genes involved in B

cell receptor signalling identified as being down-regulated (green nodes).
Figure S2. Sylamer analysis

Sylamer analysis of MRNASs extracted from colon (colon, bic (miR-155-deficient) vs
wt (wild-type)) and caecal patch (caecal patch, bic (miR-155-deficient) vs wt (wild-
type)). The x-axis represents all the genes with an annotated 3’UTR sequence, sorted
starting from the most up-regulated in the miR-155-deficient samples. The y-axis
represents the -log10transformed hyper-geometric P-values, with positive values
denoting enrichment and negative values depletion. Each gray line represents a single
7-nucleotide seed-matching word and those corresponding to miR-155 are
highlighted. Dotted lines represent Bonferroni-corrected P-value significance
thresholds of 0.01.

Table S1. Upregulated mRNAs in caecal patch Day 4

Up-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S2. Upregulated mRNAs in miR-155-deficient vs wild-type Caecal
patch Day 4

Up-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S3. Downregulated MRNAs in Caecal patch Day 4
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Down-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S4. Downregulated mRNAs in miR-155-deficient vs wild-type Caecal
patch Day 4

Down-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S5. Gene to KEGG test over-representation Upregulated Caecal patch
Day 4

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-

deficient vs wild-type caecal patch 4 days pi.

Table S6. Gene to KEGG test over-representation Downregulated Caecal

patch Day 4

Gene to KEGG test for over-representation within down-regulated mRNAs in miR-

155-deficient vs wild-type caecal patch 4 days pi.

Table S7. Gene to GO-BP conditional test over-representation Upreg Caecal

patch Day 4

Gene to GO-biological process terms test for over-representation within up-regulated

mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.

Table S8. Gene to GO-BP conditional test over-representation Downreg

Caecal patch Day 4

Gene to GO-biological process terms test for over-representation within down-

regulated mRNAs in miR-155-deficient vs wild-type caecal patch 4 days pi.

Table S9. InnateDB Pathways Caecal patch Day 4
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InnateDB analysis of mMRNAs up- and down-regulated in miR-155-deficient vs wild-

type caecal patch 4 days pi.
Table S10. Upregulated mRNAs in Caecal patch Day 14

Up-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S11. Upregulated mRNAS in miR-155-deficient vs wild-type Caecal
patch Day 14

Up-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S12. Downreg mRNAs in Caecal patch Day 14

Down-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S13. Downregulated MRNAS in miR-155-deficient vs wild-type Caecal
patch Day 14

Down-regulated mRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S14. Gene to KEGG test over-representation Upregulated Caecal patch
Day 14

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-
deficient vs wild-type caecal patch 14 days pi.

Table S15. Gene to KEGG test over-representation Downregulated Caecal
patch Day 14
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Gene to KEGG test for over-representation within down-regulated mRNAs in miR-

155-deficient vs wild-type caecal patch 14 days pi.

Table S16. Gene to GO-BP conditional test over-representation Upreg Caecal
patch Day 14

Gene to GO-biological process terms test for over-representation within up-regulated
mRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.

Table S17. Gene to GO-BP conditional test over-representation Downreg
Caecal patch Day 14

Gene to GO-biological process terms test for over-representation within down-

regulated mMRNAs in miR-155-deficient vs wild-type caecal patch 14 days pi.
Table S18. InnateDB Pathways Caecal patch Day 14

InnateDB analysis of mMRNASs up- and down-regulated in miR-155-deficient vs wild-
type caecal patch 4 days pi.

Table S19. Upregulated mRNAs in Colon Day 4

Up-regulated mRNAs in miR-155-deficient vs wild-type colon 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S20. Upregulated mMRNAs in miR-155-deficient vs wild-type Colon
Day 4

Up-regulated mRNAs in miR-155-deficient vs wild-type colon 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S21. Downregulated MRNAs in Colon Day 4

Down-regulated mRNAs in miR-155-deficient vs wild-type colon 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.
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Table S22. Downregulated mRNAs in miR-155-deficient vs wild-type Colon
Day 4

Down-regulated mRNAs in miR-155-deficient vs wild-type colon 4 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S23. Gene to KEGG test over-representation Upregulated Colon Day 4

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-

deficient vs wild-type colon 4 days pi.

Table S24. Gene to KEGG test over-representation Downregulated Colon Day
4

Gene to KEGG test for over-representation within down-regulated mRNAs in miR-
155-deficient vs wild-type colon 4 days pi.

Table S25. Gene to GO-BP conditional test over-representation Upreg
mMRNAs Colon Day 4

Gene to GO-biological process terms test for over-representation within up-regulated

MRNAs in miR-155-deficient vs wild-type colon 4 days pi.

Table S26. Gene to GO-BP conditional test over-representation Downreg
MRNAs Colon Day 4

Gene to GO-biological process terms test for over-representation within down-

regulated mMRNAs in miR-155-deficient vs wild-type colon 4 days pi.
Table S27. InnateDB Pathways Colon Day 4

InnateDB analysis of MRNAs up- and down-regulated in miR-155-deficient vs wild-

type colon 4 days pi.

Table S28. Upregulated mRNAs in Colon Day 14
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Up-regulated mRNAs in miR-155-deficient vs wild-type colon 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S29. Upregulated mMRNAs in miR-155-deficient vs wild-type Colon
Day 14

Up-regulated mRNAs in miR-155-deficient vs wild-type colon 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S30. Downregulated MRNAs in Colon Day 14

Down-regulated mRNAs in miR-155-deficient vs wild-type colon 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S31. Downregulated mRNAs in miR-155-deficient vs wild-type Colon
Day 14

Down-regulated mRNAs in miR-155-deficient vs wild-type colon 14 days pi.
Differentially expressed genes were only considered significant if they altered by at
least 1.5 fold and had adjusted P-value of less than 0.05.

Table S32. Gene to KEGG test over-representation Upregulated Colon Day 14

Gene to KEGG test for over-representation within up-regulated mRNAs in miR-155-

deficient vs wild-type colon 14 days pi.

Table S33. Gene to KEGG test over-representation Downregulated Colon Day
14

Gene to KEGG test for over-representation within down-regulated mRNAs in miR-

155-deficient vs wild-type colon 4 days pi.

Table S34. Gene to GO-BP conditional test over-representation Upreg Colon
Day 14
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Gene to GO-biological process terms test for over-representation within up-regulated

MRNASs in miR-155-deficient vs wild-type colon 14 days pi.

Table S35. Gene to GO-BP conditional test over-representation Downreg
Colon Day 14

Gene to GO-biological process terms test for over-representation within down-
regulated mMRNAs in miR-155-deficient vs wild-type colon 14 days pi.

Table S36. InnateDB Pathways Colon Day 14

InnateDB analysis of mMRNASs up- and down-regulated in miR-155-deficient vs wild-

type colon 14 days pi.



