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miRNA target position (kealimol) p-value
hsa-miR-4763-3p ATP11A 1704 -39.5 0.04189
hsa-miR-4763-3p ATP11A 4045 -39.5 0.04189
hsa-miR-4763-3p ATP11A 618 -39.0 0.05004
hsa-miR-4763-3p  ATP11A 2720 -38.9 0.05185
hsa-miR-4763-3p ATP11A 2779 -38.9 0.05185

330
L

330 350
T

i "
ACAGTGGGCCTGCTGCATGATTCACACCCAG!

llﬂnl lllhﬂxﬂlh‘l gl lm“h Mt lmmhﬂuh Jnhum oo nmﬂm.dm.mhh
Jl un.lm..m..m il l...xﬂmlhmnun“mm ﬂh“lmh.lhlmlm‘.ull‘dlnl“xlhluuhum um.mm..l

GACCGTCTCAGACA!




