CXCL2 S'-A..UU AACUG AARA-3"'
GGCCACUG
CCGGUGAC
stRNATH 3'- ccccece CAG-5'
34 26 T "
mRNA Energy Position Position
ATF3 113 129 (kcal/mol) stRNA mRNA
S*'- GAG... C CCGAC...AAA-3' CXCL2 -11,746 27-34 271-278
CC CCCGACC CCGUC
stRNA™™ sin ATF3 -11,6 1-15 114-128
L LLLLUULL GLOULAG
3'-CCG AGCUU - -5
DUSP6 -11,807 5-33 159-188
16 1
DUSP6 158 189
S'-CCA. GCGECU A U CA GE GACUU. . .AA
GC GCUGG G GE GAACCUCCGGCUUD
—— CG UGACC C CU  CUUGGEGECUGGAG
- 3'-Cc G CcC AG GCAG-5"
34 4

Supplementary Figure 1: Bioinformatic prediction for target sites for tsSRNA Thr in the mRNAs studied. Bionformatic
prediction (http://rna.informatik.uni-freiburg.de:8080/v1/IntaRNA.jsp, IntaRNav1.2.5) of putative binding sites for tsRNA™ in

ATF3, CXCL2 and DUSP6 transcripts which were found modified after its transfection to HeLa cells. The Figure shows the binding

sites and the Table the characteristics of the binding. The corresponding free energy values and the respective positions of

interacting sequences are showed in the attached table.




