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JGAGAACGTGGCAGGGATCCTAACTTTCTTACTG Alexa Fluor 647
ACAAGT, TCTGCCTTCAGGGAAGAAAAC
TTTTGGTCTTTCAAATTCAGTTCTCAAAACCAAATCCT
GCAATCTGTGTCC-3

o IR(%) 0 25 50 75 100
O(/fp aHo%) 100 75 50 25 0
*

—+ Antisense
DNA Probe ‘ ‘ .

;ga

TOPO-Blunt-
Plasmid

O MDA-MB-231 MCF-7
B CHid B CHid

.

Northern blot

5

Relative Expression

uuuuuu

Positive DNA

Colony PCR Screening
Supplementary Figure 1 The detailed information regarding probe cloning
and labeling was used in the Northern blot. 2P < 0.05. CHid: Chidamide;

PCR: Polymerase chain reaction.
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Supplementary Figure 2 Ensembl database. We checked the Linc01010
sequence from Ensembl database and aligned the human and mouse genome

sequences of Linc01010. The black box in Supplementary Figure 2 indicated



the alignment results.
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Supplementary Figure 3 Identification of subpopulation types and immune
activity of natural killer-92 cells using immunofluorescent microscopy and
flow cytometry. A: Immuno-fluorescent microscopy; B: Flow cytometry to
detect the differential expression of CD54+ molecules; C: Flow cytometry to
detect the differential expression of CD16- molecules. IL-2: Interleukin-2; NK:

Natural killer.



