Supplementary information, Fig. S1
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Supplementary information, Fig. S2
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Supplementary Figure legends

Supplementary Information, Figure. S1   (a) The structure visualization of LINC02605 (http://www.noncode.org/index.php). (b) LINC02605 expression level in GETx (Release V6). The box plot shows that LINC02605 is highest expressed in EBV transformed lymphocytes. (c, d) The protein coding potential prediction of LINC02605 by using ORFfinder (https://www.ncbi.nlm.nih.gov/orffinder) and lnCAR (https://lncar.renlab.org/explorer). (e) IRES regions were not found in the full length sequence of LINC02605 by using the IRESbase (http://reprod.njmu.edu.cn/cgi-bin/iresbase/index.php). (f) Prediction of transcription factor binding sites analyzed by PROMO (http://alggen.lsi.upc.es/cgi-bin/promo_v3) in the promoter region ( ~ -2000 bp ~ +100 bp from TSS, transcription start site) of LINC02605. 

Supplementary Information, Figure. S2   (a) Q-PCR analysis of LINC02605 expression in Hela cells infected with SeV for the indicated hours. (b) Q-PCR analysis (above) of the distribution of different RNAs following cytoplasm / nucleus fractionation of HEK293T cells infected with SeV for 12h. Western blot analysis (below) of cytoplasm / nucleus fractionation. (c) The lncRNA-miRNA competing endogenous RNA network. All the potentially micro RNAs interacting with LINC02605 were enriched by Diana-LncBase (http://carolina.imis.athena-innovation.gr/diana_tools/web), and the miRNAs were scored by miRBase database (http://www.mirbase.org/index.shtml). (d) Basic PCR (above) and RT-qPCR (below) analysis of LINC02605 expression efficiency of plasmid. (e) Western blot analysis of PTEN protein in hsa-miR-107 mimics or inhibitor of miR-107 transfected HEK293T cells infected with SeV for 12 hours.
1

image1.png
RP11-78H23.3 Gene Expression from GTEx (Release V6 )

1

1o

ReKM

i .
T T WL
© s mmm o S s 5

of adidaasiiiiiaiiiiszali
o weaven i w W R

j M@fff?ﬁyﬁ(;l{f{gﬁggvi%
f\» »av % wf,,“x A% 7_;2‘;%‘».
0 *‘

a‘
o + P
<
&
= Poste s 0 19, 019322
e ket et oS 231+
Jaob ttle RESID Saore Evalue Identty Gaps  Strand
e ounoen e e tns . (O] PR
- S e e > lemaim
R wm o wmomwe ww
s ©owoma
wu . 2w o me i .
o dom o ow e Job title: NC_000008.11:78837529-78840522 Homo sapiens
s s e wie
o o wm ws chromosome 8, GRCh38,p13
o oo e
oy S e
own s m ome s
D o peestll) Score entity Strand
Coding Potential
Transeript 1D Lo,
- o CPAT score® ©NCI score®
EnsTooocosesze7 | 2994 cossezraserotsozs  -o.tiosoz
F  |Factors predicted within a dissimilarity margin less or equal than 10 % :
) ) D ) ) ) ) ) ) NP W2





image2.png
I Cytoplasm
Hela 120~ O Nucleus

@

2 100

H

s

[

i

22 s0

5

S

&

LINC02605 U6  GAPDH

f\\
o‘téf*p

LINC02605 fold

H3

CAPDH -

incubation time (n) 0 0 12 24
PpeDNA3A(+)-LINCO2605 -+ + +

Med
2000

0O Mock
O LINC02605

1500

. \\\‘\\‘" i////

LINC02605 (folds X 100)

Oh  24h  36h  48h

Aot

& ‘w*“

o [ |

sev





