Table S4. Bioinformatic prediction for Grsfl and p-catenin co-regulated genes (intersection of Tables S1 and S3)

Total
Probe Set ID  Gene symbol wt-mut  het-mut matches Locations Gene ID Sequence

99561 _f_at Cldn7 0.6 0.7 1 383 ENSMUSG00000018569.1 GCCCGCACCTGCCGCCGCACCGCCAGCTCCCTGTG
CCGCGCACCGCAGCCTGGGGCCCAAGGGCCCGCAT
ACTTTCTGGGGGCCACGCCCTAACGGCCCCTCCAC
TTCTTTGGGTAGTCTCGGAGCACGCCGGTAGGAAC
CGCCCGGCCTTCGGGGACCGCTTTTGTCTGGAACC
AGTCCTTCGGGCGAAGCCGGTTCCCTCTGCTGTGA
GAGTGTCGCTTCACCGGAGGGGACGATTTGTGTTT
ACCTCGGTTAACAAGATTTGTAGTTACCCGGTCCA
AAAAAAAATCTTTTTCTCCTTTGGGTGACTTAAAT
CTCTATCCAAATTTTCTTGTGTTGCTGCTCCCCGG
ATTTTTGTTTTTTTGTTTTTTTGCTTTACTGTAGG
GTCGCCCTCCCGGCGCGTCCCGTCTTTTCTGAGAC
AAGGAA

94036_at Cdc42epd -0.6 -1 1 286 ENSMUSG00000041598.1 AACAATCGGCGGCGGTCGCCCCGAGGGGGGCGTGT
GCGCACAGACTTCTCCATGAATAACCGCTGAGTTC
GTCGGTAGTGGTAGAGGGGTGTACGCGTGCTCTCC
CGTGTACACACACTGCTTTAGGCGCCACCCGGTGT
CGCCCGGCCGGGGAGAAAGGAGGGCAAGAGCCGGC
TGGAAGGCAATAGCCTAAAGAGCAAATACTCCCCG
CCCGTCGGAGCCCTTCCTTCTCCCGCCCCGLeeaGe
CTCCCTTGGAAGACTTGGAGGCCAAGGCCGCAAGA
GGCGCAGGGTGGGGCTGGGCCGAGCTGGCGGTCCC
TTAGAAACCTGGGACGAGGCTTTACGCGGGGGGAC
CTGCGCGCGCGCCCGGTACGTCCGAAGCATGGGGC
TCGAGGCTTTTTCAGGGGCGAGTAGGTAGCGGTTG
GTTAATGATTTAACCGCTGGCTTGGGACGTTGAAG
GCTGCGATCCTGATCTCTGGCTCCTCCCCATTCCT
GGAGCGCCCCCAGCCGGAGGAACAAATCTGCCCTC
CTGTGTCTGTGGCGTCGTCTGCTGGAGCTGCCTTT
CCCCTTTGGGGGACCCCTGGTTGCTGTGGCCCTCT
GATTGCCCTGTCTACCCTTTGCATTGCTGGACTTC
AGATCTGACCCCATACCTGCCTGTTGCCTTGGGAG
TGCCCAGCTCCCCCGCAGCCAGCACG

94449 _at protocadherin -0.5 -0.6 2 47,62 ENSMUSG00000024463.1 CCTGTCAGATCACCATCCCATATCGTCACGTGCAT
gamma TCTACTGTCAAAGGGTACAGTGGCTGAGGGTCTGT
subfamily GCCCTGCTCCACGGCAGCCCCCGAATGGTGCCCAC
B,1 CATGGCACCTGATATCTTAGGTTTCTGGGTTCCAC
CCACAATGCTGTCACTCGTGAACCTCAGTGTGAGT
CATTGGCAAGTCCTGGGTCTTCCTTCTCCCCAGAG
TAATCACACAGAGCGCTCACACTCTCTCCTCCTGG
GAGCCTGTGTGAGAATTAATTACCAGCACATCCCC
GAAACTGGTGAAGTCGTGGCTGTAGGAGAATGTGT
GGTGGGATACATCTCCTGGAAGGGACCTGCGGAAG
TTAGAAATTAAGCGGTGGCTGGCGAGCCCTGCACA
TTGAGCTGGTTGGGAGAGGGCTACGGATCAGTTGG
CTCTGTCTGGAGCCTGTAGAAT
164467_f_at Gjb3 1.8 0.8 1 20 ENSMUSGO00000042367.1 GAGATGCCTCCTTAATGAGTAGGGTAGAAAGGAAG
AGCATTCCAGGCGGGAGGAATCAAGGCCAGGTCTG
AGCAGAGAGAGGCAAGGTGGGCACAGCCCCCCGAA

CCCTGAGCAGGCACC

97013_f_at Cyba 0.5 0.5 1 48 ENSMUSGO00000006519.1 GACTTGCGAAGTGGGCTGCAGAGTTGGACCGGGCT
GCTGCGTGTGCGCAGGGTCCTCGTC

93941 _at T -1.4 -1.4 1 95 ENSMUSGO00000023865.1 GGCTCCGCAGAGTGACCCTTTTTCTTGGAAAAGCG

GTGGCGAGAGAAGTGAAGGTGGCTGTTGGGTAGGG
AGTCAAGACTCCTGGAAGGTGGAGAGGGTGGCGGG
AGG

100009_r_at Sox2 1.3 1.3 1 318 ENSMUSGO00000047245.1 GTGTTTGCAAAAAGGGAAAAGTACTTTGCTGCCTC
TTTAAGACTAGGGCTGGGAGAAAGAAGAGGAGAGA
GAAAGAAAGGAGAGAAGTTTGGAGCCCGAGGCTTA
AGCCTTTCCAAAAACTAATCACAACAATCGCGGCG
GCCCGAGGAGGAGAGCGCCTGTTTTTTCATCCCAA
TTGCACTTCGCCCGTCTCGAGCTCCGCTTCCCCCC
AACTATTCTCCGCCAGATCTCCGCGCAGGGCCGTG
CACGCCGAGGCCCCCGLCCGLGGLeeeTGCATCCC
GGCCCCCGAGCGCGGCCCCCACAGTCCCGGCCGGG
CCGAGGGTTGGCGGCCGCCGGLGGGLLGLareeae
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CCACAGGCAGAGCCGCCTGAAGCCCAGCGCTGAGG
CTGCACTTTTCCGAGGGCTTGACATCAGGGTCTAT
GTTTAAGTCTTAGCTCTTGCTTACAAAGACCACGG
CAATTCCTTCTCTGAAGCCCTCGCAGCCCCACAGC
GCCCTCGCAGCCCCAGCCTGCCGCCTACTGCCCAG
CA

GTGGGGACCAAGGGTTCGTCTATGGATCCAGAGCC
GGGGGTGGAGTGGGGAAAGGTGTGCGGCTCCTGTC
GGGAGCTGCCTGGGGCTACAGCATCACAGATAGAC
AGGGTCTCACACTCCAGTCCCCTGAAAACTCAAAG
CCTTCTCGGAAGGAGGAGCCGGAGGGCAGGGGACC
GCGGGGCGGAGCTCTTGTCGGCCGAGGTGGGAAGG
CGCAGCTGCGAGCCAAGGCGCTGACCTCCTCTGAG
CTCCTCTGGCCGCTCGCAGGATCTTCCCGACCCTG
CAGGACTTGGCAAACTCCCACCTCCGCTCCCATTA
GTCCTCCCACCCCCACCAAATCTCCTCCCTCGGAG
GTCCCCTATCCATCTCACTTTGCAGAATTTATCGC
TTCTTCCAACACCTTTTTGCAACACCCCAGAACTC
CGAGTCCCTTAACTGAATTTGACTTTTGTTTTTAT
TTCTCTCTGGCTTCCTCTTCTGCCCCCTCATCTGA
TTGATGTGCTAAGGCTGATGTCTCTGCCAGAGCGA
GAGGAATAAATAGATGCTGCCTCGCCTAGAGGCTT
AGACGCTTGGGAAGAGCAGCCGGCGCAGCGAGGCA
CCGGGCTCCGCCAAGCTAGTGGACCGGACCTGGGA
GCACTTGGATCCAAGAGAACTGTGATTGTCCCAGG
GGTGGGGGCAGCTCCCCAGGTCGTTGGGATCACCC
CTCGGAACCGCAGGGGGAGACTTCGGAACGAAAGT
GTCTCCCGCGTCCGTCGCTCGGCTGCGCCCTGCCC
CATCCTGCTGGGACC

CTGCCTTCCGCTTTAGGGTCTGCTGCTCTGGTTAC
AGACCTAGGAAGGGGAGTGCCTAATTGGGATTGGT
GCAGGGTTGGGAGGGACCCGCTGTTTTGTCCTGCC
CACGTTTCTCTAGTAGTCTGTATAAAGTCACAACT
CCAAACACACAGGTCAGTCCTGCTGAAGCCAGTTT
GAGAAGACCACAGCACCAGCACC

TGACATACTGCCGAAAGGTTGTAGGGCAAGAGGGT
GTCTCCCCCAAACGGCCCGACCCTCCTTCGGCCTC
TAC

CACTCATTCACTCAGGGTCCCCGGGAAGGGCTTGT
CAGTATGGGTGGGTCCAAGGTAGGACAGTCAAAAT
GTTCAGCATGGTAGGAAACAACTCCGTGCCCGATA
GTCAGCGTGTGTCGGGGGCAGGAAGGCAGACGTGA
AGCCTAGACAGGTGTGGACACGCACATGTGTGTTC
CTGGCCACGTGTTTGTGGAATTTGAGGCAAAATTT
TTGTTTTGGTTCCTGGGGTAAAGTTTCCATTCAAC
ATTTTCCTCTACTGTTTAATTTTTTTTTTAATTTT
AAATTACAAAACTCTGACTAGAAAAAGCGCAATAC
CTTTGAAAGGACTGGGGCAGGCAGTGGACAGCAG

CGAGGGTGGGGTGGAGGTCGGACTCCGGGCTACAG
AGCTCCTGGCGCTCATCGCCTCTGGCGCTCCAGCC
TTTGCTTCGCGGGGCTGACCCTTTGGGTCCCGGTG
TGA

CGCGGGCCGGTTCTAGCAGCGCAGGCCGGAGCTCA
GGGCCCCGCCGCGCCCGGCCCGLCCCGCGLCTTCTC
CGCCCGCGCCGCAGCCATGGCGCGCCGCTGAGCCG
CCCGCCCGCCCGCCCGCGCCCCGACCCGGLTCGGG
CTCCCGCCGGTCCGCGCCGCTCCGCAGCGGGAGCC
CGCAGGCGAGGAGAGGCCGCGCCGCATCTCCAGGG
TACCCTCAGAGGCCAGAAGAGGGTGTCAGAGCCCT
TGTAACTGGAGTTTGACGGTCGTGAGCTGCGCATC
TTCACC

AGCAAATCAGCAAAAAGAGGATCTAGCGAATCAGT
TGGTTTCAGGGTTGGTTCCTCATACAGGCATCTCA
GCGCAGGGACATTTGAAACTGAAATCAGAGGGGAG
AGACTTTGGGGGTCAGGGGGAGGCAGAAAAAAGTT
TTACCAAACTGCCTCATTCATGCCTGTCCTGTGTC
ATAACAGGTTGAGGGTTCAGCTGTCTGATAAATAA
GAGGGCAATGCGAGCAAGCTGGTGAAGGTCTTCCT
TCTCTTCGCC
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733,1020 ENSMUSG00000025902.1 CCCATTTAGTGAAGAAACTGAAATATGGCCCACTC

57

ENSMUSGO00000018166.1

ACACTGCTGGCGGGTCTGAAGTGCGGTTGGCCCCA
ACACTCCTCCCAAAGTATCTATCAAGAGAATGGTC
AGCAGAAGTTAGATCTAGTTTTTAGAGAAATCAAC
CAAGACAGGGAAGACAGAGAAAATGCATTCTGGAC
CCGCTACTGTTTTCAATCGTCATTTCAAACAAAAC
CCGTAGTTTATTTAAAAAAAAAAAAAACACGGAAA
GAGAAAATTAGGCCCTGAGATCTTTGAAAAGATGC
CCATTACTAGATACAAAAGAGAAGAGTCACTGTGG
AGGTGAGGGACTGCGTCCCTGCTTCTGAGAGGCAG
GAGAGCTACATGGGGAGACTGTCTCAAAACTAACA
ACAGAAGAGATAGAATTTTTTTTTTCTTAAAGAGC
ACCTGGCTAGAGAATCGATTTGTAAAATTGCTATT
TCTACCCTTAGAGTTTCCTTGATTAAACATCTGAA
ATGCATTTTTTTTGTTTTACTTTCAAGCTAATGTT
TTTCAGAAAAAAATAAAAAGCTTTGAGGAAAAGCA
CATTATCAGTTAGATTTAAGACCAATTGCTTTTAA
ATTACCAATTTAAAATATCATTTTTTTTATTTCTT
AAAGCAGATTTAATTTTACCCCCTTTGTATGAATC
TTACAGACCTGGAGTTTTAACTACTATCACTGATC
TCTACACACAACCTCCAGCTTTAAATGGGAGGGAG
GGTCACCACTGCTTTATAACATAACAAATTAGAGA
AAAGCTGGCTTCTGTATGAGTTCTTTGGAGACAAA
GTAGCTCCAGAAACTGCAGACCAGAAGCTATCAAA
ATCTCTGTGCTTTTTTGGAACCTCCAGTAAGCCAG
ATTTGGTCTCTGAAATAATACAGGAAAACCTCAGC
ATGTCACCTCATGGATACAATGAGCAGCACCTCCA
GACATCTGAATTTCAGCCTTCCTATTTCCCCAAGA
GGTCTTGGCGCCAGCGCCCGGCTCCAGCCAGL
GCACCGTGAGACACTGGGACCACAGCTGCTGCTCA
ACTGGGGAGTACAAATTGCCAAGGGTATGTATTAC
CTCGAGGAACACAGCATGGTG

Highlighted are those transcripts that showed a significant B-catenin-dependent deregulation and contained a GrsfI consensus-binding site in the 5" UTR.




