Supplementary Table 2. Molecular features of the main proteins downregulated in CECs
from Dhps% mice.

Proteins

Fold change
(thsAepi/thst/ﬂ)

nnnnnAAAUGUNNNNN
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Number of Number of

AL1A7

0.4796

UCAAGAAAUUUUGAGG
GCCUUAAAUGCGCAGA

GUUCAAGAUGUCUGGAAA
UGGGAGAGAAAUGGGUGA

UUUAAAAAUGCCAAAC

GUAUAGAAUGUGAAAAUG

AAGAUU

diprolyl motifs diglycyl motifs
1 4

AL1B1

0.4829

CGGGCAGAUGUGGAUC
GGGCAAAAUCUGAUUU
UUUGAAAAUGUUGUGG

AL3A2

0.8292

GAAGGAAAUCUUAGCA
UGAGCAAAAGUGAACU
GCAGGAAAUGCUGCCA
CUUACAGAUGUUGAUC
AGAAGAAAUUUUUGGA
GUGAAAAAUGUAGACG
UUCAUAAAUGACCGUG
CUACUAAAUGCUUAAC
UUCACAGAUGUACUGC
GAGCCAAAUCUCCGCA
CGAGAACAUGUCACAC
AAGUUGAAUGUUUUGU
CAAGGAAAUUUUACUU
UUAUUGAAUGUAUAGC
AAUUUCAAUGUUGAAC
AAAAUAAAUGUAUUUC

AL3B2

0.8408

AGCCAGAAUGUCUGCU
AACACAAAUUUGACUA
GAAUCAGAUGUUGGAA

UUCUGGAAUGUUUUCUGA

AUGUACCCG
CAGGCAGAUGUAUACC
CUAUUAAAUGACCUCA

AL9Al

0.8292

GUAAGAAAAGUGGCCU
CAUGGAGAUGUCCGCU
GGGGCAAAUCUCCUCU

UUCAUAAAUGAGGUUG
AACUAUAAUGUCAGCC
UUUGAAAAUGUGCACA
GAGAAAUAUGUAGACC

ALDH2

0.5703

UCCUGAAAUGUCUCCG

CAGGAGAAUGUGUAUG
CUAUAAGAUGUCAGGG
CGUCCAGAUGUGCAGG
GCAGCAAAUGAGCAAU

GSTA4

0.5284

GAUUGACAUGUAUGCA




AUGACAAAUGCCAAUU

GSTK1

0.7578

AGUAUAAAUGCCAUGC
GGCUGGAAUGUCCACA
CCUGCAAAUAUGGGGC
AACCUACAUGUUAUUU

GSTM1

0.3868

UGAGAAAAUGAAGCUC

o

o

GSTM2

0.4796

UGGAGGAAUGUACUAG

o

o

GSTM3

0.4862

AAGAGAUAUGUCAUGG
UGAGAAAAUGAAGCUC

GSTM5

0.6070

GCCCAAAAUGUCAUCC
GCACAACAUGUGUGGU

GSTO1

0.4474

UACUUAAAUCUCUACC
UCAGCAAAUGCUGUUU
AAGAAAAAUGUCAAGU
UCAUUAAAUCUCUUAU

GSTP1

0.4632

GCGGCAAAUAUGUCAC
CCGGAACAUGUGAACC

GSTT2

0.6551

CAAGAAAAUGUUACCA

o

GSTT3

0.5743

CUGCAAAAUCUUUGAG
UAUAUACAUGUAUAUA

K1C16

0.3922

CCUGGAAAUGCAGAUU
GACGUCAAUGUGGAGA
CGCAGAGAUGUGGAGG
GGGACUAAUGUUUUGC

11

K2C6A

0.2284

CAGUGCAAUGUGUGGA
AGAGCAAAUAUGAAGA
AGACUAAAUAUGAGGA
CUCAUGAAUGUCAAGC
GUCCCAGAUGUCAUGG

15

K2C79

0.5175

CCUCUCAAUGUGGAGA
CAGACCAAUGUGUCUG
AGACCAAAUAUGAAGA
ACUAAAAAUGAGAUCG
GGCUCAAAUCUACUCA

13

LANCL1

0.6328

CUCCACAAUGUGUUUG

=

MPTX

0.0877

GUGGAAAAUAUAGGAGAA

UACAUGUUCUAU
CCCACAAAUCUUCCUG
GGGGGAAAUUUUGAUG
CUAUGAAAUAUAAGUC

UGUUAAAAUGAUAAUGUG

CAUU
CAAAGAAAUGAGCAUC

o

S26A3

0.3208

AGGCAAAAUGAUCGAA
ACAGAAAAUGACUCGU
UUGGCUAAUGUUGGAA
UUUUUAGAUGUCCAUC
AAUACAAAUGGAGGAC
AUCGGGAAUGUCAGGU

SSubstitutions are indicated in red.



