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Additional file 1:Figure S1. Normalized LINP1 expression levels in a variety of tumors
analyzed in TCGA database. The original data is from The Cancer Genome Atlas Program
(TCGA) database and the diagram showing the expression levels of LINP1 in different
types of cancer analyzed by Gene Expression Profiling Interactive Analysis (GEPIA,
http://gepia.cancer-pku.cn/).
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Affitional file 1. Figure S2. LINP1 promotes cell proliferation, migration and
Invasiveness in HSC-1 cells. (A) LINP1 expression was detected after LINP1 depletion in
HSC-1 cells. Measurements of cell proliferation by CCK-8 assay (B), colony formation assay
(C), transwell migration assay (D) and Matrigel invasiveness measurement (E) were
performed in HSC-1 cells treated with siRNAs targeting LINP1. (F) Apoptosis assay by
Annexin V/Pl double staining were performed in HSC-1cells treated with sIRNAs targeting
LINP1. Scale bars, 500 mm (C), 100 um (D,E). (G) gPCR validations of key gene expression
In endoplasmic reticulum signaling including GRP78, XBP1, DDIT3 and DR5 after LINP1
depletion in HSC-1 cells. (H) Protein levels of GRP78, XBP1, elF2a, p-elF2a, DDIT3, DR5,
and cleavages of Caspase-8, Caspase-7 and Caspase-3 were detected by Western blot after
LINP1 knockdown in HSC-1 cells. GAPDH was using as loading control. Each experiment
was performed in at least triplicate and results are presented as mean + s.d. One-way ANOVA
and Dunnett's multiple comparison test were used to analyze the data (*P <0.05, **P <0.01,
***P <0.001).
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Additional file 1. Figure S3. LINP1 promotes cell proliferation, migration and
Invasiveness in A431 cells. (A, F) LINP1 expression was detected after LINP1 depletion or
overexpression in A431 cells. Measurements of cell proliferation by CCK-8 assay (B, G),
colony formation assay (C, H), transwell migration assay and Matrigel invasiveness
measurement (D, E, |, J) were performed in A431 cells treated with siRNAs targeting LINP1 or
overexpressing LINP1. Scale bars, 500 mm (C, H), 100 um (D, E, I, J). Each experiment was
performed in at least triplicate and results are presented as mean + s.d. One-way ANOVA and

Dunnett's multiple comparison test were used to analyze the data (*P<0.05, *P <0.01,
***P <(0.001).
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Additional file 1:Figure S4. LINP1 functions as oncogene to repress UPR-mediated cell

apoptosis in A431 cells. (A) The protein of GRP78, XBP1, elF2qa, p-elF2a, ATF4 and DDIT3
were detected by Western blot in A431 cells after knockdown of LINP1 or overexpression of
LINP1. (B,C) The expression of LINP1, DDIT3, DR5, XBP1 and GRP78 was detected by gRT-
PCR in A431 cells after knockdown of LINP1 or overexpression of LINP1. (D) The levels of
DR5 and cleaved Caspase-3, cleaved Caspase-7, cleaved Caspase-8 were detected by
Western blot in A431 cells after knockdown of LINP1 or overexpression of LINP1. Statistical

data of gRT-PCR represent the average of three independent experiments + s.d. (E, F)
Apoptosis assay by Annexin V/PI double staining were performed in A431 cells treated with
SIRNAs targeting LINP1 or overexpressing LINP1. One-way ANOVA and Dunnett's multiple
comparison test were used to analyze the data (*P <0.05, *P <0.01, ***P <0.001).
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Additional file 1:Figure S5. Peptides of elF2a binding to LINP1 identified by HPLC-MS.
(A) The protein mix precipitated by in vitro-transcribed Biotin-labelled LINP1 RNA was
analyzed by high performance liguid chromatography-mass spectrometry (HPLC-MS) to
identify the amino acid sequences of elF2a peptides. (B) The ability of elF2a to interact with
LINP1 is predicted by IncPro (http://bioinfo.bjmu.edu.cn/Incpro/). (C) Predicted secondary
structure of LINP1 by RNAfold (http://rna.tbi.univie.ac.at//cgi-bin/RNAWebSuite/RNAfold.cqgi).
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Additional file 1. Figure S6. Knockdown of DDIT3 promotes the proliferation, migration
but represses apoptosis in cSCC cells. (A) DDIT3 expression was detected after depletion
of DDIT3 by sINC and siDDIT3 in ¢cSCC cells. (B-E) Depletion of DDIT3 repressed cell
apoptosis and enhanced cell proliferation, migration in cSCC cells by CCK-8 assay, colony
formation assay, transwell migration assay and Annexin V/PI double staining measurement.
Scale bars, 500 mm (C), 100 um (D). (F) DR5, cleaved forms of Caspase-8, Caspase-7 and
Caspase-3 proteins were detected in cSCC cells by Western blot after DDIT3 knockdown,
GAPDH was using as loading control. Each experiment was performed in at least triplicate
and results are presented as mean + s.d. One-way ANOVA and Dunnett's multiple comparison
test were used to analyze the data (*P <0.05, *P <0.01, ***P <0.001).
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A431 cell line authentication and quality check
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HSC-1 cell line authentication and quality check
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Report of Human Cell Line Authentication

HaCarT cell line authentication and quality check

( Notice: This authentication report is restricted to the cell sold from Guangzhou

Cellcook Biotech Co., Ltd, and the date with seal is the date of delivery. )

[ . Sample

1. Method and Procedure

Sample Name: labeled as “HaCaT’

1. PCR is amplified with STR Multi-amplification Kit (PowerPlex'™16HS

System),

other human cell line is not found (Figure 1 & Table 1). (2)100% matched cell lines are
not found in ATCC and DSMZ data banks (Figure 2 & Figure 3).(3)The sample is a

human cell line. Contamination of other species cells are not found in the sample

2. PCR products are assayed with 3100 DNA Analyzer (Applied Biosystems®).

3. Amplification of gene COX1 and electrophoresis are employed to survey the

species of the sample.
Il. Results

1. The STR profiles of the cell line sample are in the attached table and figure.

2. The search result in ATCC and DSMYZ databases.

3. The electrophoresis figure of gene COX1.

HaCaT: (UTwo loci

(Figure 4).

have tri-alleles(D58818 and CSFI1P0). Contamination of

Table 1. STR profiles of HaCaT cell line

Allelel | Allele2
16
9.3
30.2
D 12
P 7 12
D5S818 12
D13S317 10 12
9 11
9 12
9 11
13
X
16 17
14
11 12
24

Figure 2. Scarch result in ATCC databasc
SEARCH THE STR DATABASE

As part of our continuing efforts to characterize and authenticate the cell lines in the Cell Biclogy collection,
ATCC has developed a comprehensive database of short tandem repeat (STR) DNA profiles for all of our

human cell lines.

r brief rial

1. STR Profiling Analysis
in

gé

Showing 1-1 011

Addto %Malch ATCC®

Cart Number

Designation

run

910 CRL-3208 MP4sUveal 12 10,12 11 12 16 9 x 1 1
. MelanomaHuman
Operator: Xiaohua Mo
Guangzhou Cellcook Biotech Co., Ltd Figure 3. Search result in DSMZ database
Catalog No.: CC4013 Result of STR matching analysis by your data.
” - DSMZ Profile Database -
Cell Name: HaCaT
. A graphical presestation is shawn an the battom of this page,
Size: T25 culture flask, 1x10°cells Locus names
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Figure 4. Authentication of the species of the sample
Figure 1. STR profiles of HaCaT cell line
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s M: Marker. As the size of 700, 600, 500, 400, 300, 200 and 100bp from up to down.
1,000
o__l U o A Nine species are checked, as follow: Homo sapiens 391bp, Cricetulus griseus315bp,
] 117 [11]12] [24] Macaca mulatta287Tbp, Cercopithecus aethiops222bp, Rattus norvegicus196bp, Canis

Jamiliaris172bp, Mus musculus150bp, Bos Taurus102bp, IC 70bp

The sample: The band size is 391bp which matches the size of human,




	幻灯片 9
	幻灯片 10
	幻灯片 11
	幻灯片 12
	幻灯片 13
	幻灯片 14
	幻灯片 15
	幻灯片 16
	幻灯片 17
	幻灯片 18
	幻灯片 19
	幻灯片 20



