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One of the common epitranscriptomic modifications is the

Ve adenine methylation (m6A), which controls mRNA stability and

- —_ & translation efficiency, and, at a cellular level, cell differentiation
= % L —ff\ﬂ and stress response. FTO protein can erase methyl "labels"
(2 & from RNA and participates in dynamic balance of epigenetics
/ marks  controlling  alternative  splicing and mRNA

polyadenylation. FTO demethylase participates in memory
formation and early development. FTO expression changes are
observed in cancer and obesity. Furthermore, a mutation in the
catalytic domain leads to early death, growth delays and
cognitive disorders.
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FTO binding data

We use two data sets on FTO binding: eCLIP (~2000 peaks of 50-150nts) and CLIP-Seq (~20000 regions of 50-100nts) . The data
were produced with different experimental techniques and different computational pipelines resulting in quite limited agreement
between FTO target lists. In RBP and transcription factor analysis we considered only results consistent between data sets.

eCLIP, K562
QR%‘E\A&OQQMLQ mia RNA
el :
: CLIP-Seq
QCL\P misc_RNA
4 \d “9(!1 e M@H DN 4 snRNA
ko INOWk - Celle 2 sense_intronic
i ux / ? qc’ protein_coding 785 genes
\pux. 5
‘ O G snoRNA{ 4 genes
P - RN“ lincRNA
ECa pseudogene
\ antisense
e T 00 02 04 06 08 10
‘- RNPses Fraction of genes targeted by FTO
e
\- " CLIP-Seq, HEK293T
l rRNA
v K v 2o S
ge(\/ snoRNA {1 363 genes
0 misc RNA [
| Py snRNA { 472 genes
| : qc) pseudogene
8 protein_coding
et ~TO ELAG sense_intronic
@ﬂbi FLNG —m— —> lincRNA

antisense

00 02 04 06 08 10
Fraction of genes targeted by FTO

raction oOr expresse( 'enes [aetected
WA PO S (e MNatiire Mothade (D014 12.E0Q_C1 A B arkmem s 4 | Nhiiweleie Acide R M€"MI17) AG 112AGA_11270 . . : =
\ \ \ . ) \ ‘ V ! . 9] ) ‘ > A | N LI ol | 4L o = NS FAY / L= ). L oJ L L A I 7\ T . - ) o s 4 4 NI A \ 7 + -
Vall I1NU I 1 ILU1 ¢ L 2 Y »l» [ ol | 219 L\J 1)), 1 «J I . ] .,’.H., .I. | | 9 - | ) " 1 ] ) [: I, - I S :1"“., ’..[‘.“,,‘l (] | 19 , i

Results and Conclusions
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1) We found transcription factors which may serve as FTO
partners and assist FTO in selection of specific RNA
targets.

2) We found putative FTO partners among RBPs which are
involved in splicing regulation which agrees with known
FTO involvement in splicing.

15: 2341-2353 3) We found multiple pairs sn+snoRNAs both targeted by

snoRNAs and their respective targets are enriched with FTO peaks FTO which suggests it involvement in snRNA processing.
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