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PANCREATIC CANCER PANEL

Pamcriatic Cancar Pansl (ATCC® TOP1026™) is compasad of siven parcriatic cancer cell baes Thiry has gencenic mutations & ang of
mare of the lolowing genes according to the Sanger COSMIC database: COKNZA, FEXWT, KRAS, MAPZKG, SMADS, and TFS3. The table
below provides more infarmation for the cell lines inced ed in this panel

Mutaag Protein
ATCC® Mo, Hars Hiitekigy Tumar Searce Gang Iygesity Gene Sequante Seguenca
HIB-BO™ AENOCANCINGTa  pramar ERAT | heteronygous cASGT PG
CRL-F5AT™ L ADENOCATINGTA  promany EHAS ket erarygous [ B1EE Fulsl
o TPS3 rekErorygous ©TEAT [kl
CRL-191E™ QCFPAC:] Ductal metastatis liver KRAS LT T cA5ET PuBLZV
ol SMADL Fa O g i o1 _N653dal 1653 pu?
TPGR barmaiyg o & THT=C pL2AIR
CRL-199T~  HPAF-I AQENOLATCINGMa  MELASLasis, a50AEs CoEh2A romOzygoe cA5_L0ddel1? p-R2515*9
KRAS LTI T A5G4 puGL 20
TPSE homorggoe. EaiiCsT pP1ELS
CELIITES  S5WRS90  Adenocarcingera  metastasis spleen COR K2 A ROMmOzyg o ol 4Tldelivl Pz
ERAS. MOy D c AGG=A pa120
CRL-IBET™  BxPL-3 ASNOCarcind®a  primary CDEh2A RMaly i cl 4T1dak?l pa?
MAPPES B e L0l 120D8el1E0 BT
SMADG homorygoe. &1 3680 al165 g
TP52 ROV ch¥RA=G pr2200
ClIRRF=  ASPCA Adenocarcingsa  metaidain, asedey ChE R A barmaiyg e £ 210 _28edslTC LR
FBAOWT he LT OUS C13FICET P.REEIC
ERAS ROMOTEg o cAGGeA puGL20
MAP2ES FOMOG I £ 1-7_3934+ dal [
TP&E B0y O ¢ A03dalT pL135H"35

The mutston dats was cbiained from the Saager imbbute Cafalogae OF Somabic Mutaticra s Cascer wed pte, Bif pi'wwwwanger sc uc'roame Barriord sf ol [2004] The COSMIC
L i

vk i L pnd g1] databuinie aed mtirit e, B | Conir, QL I55- 350 ATCC asd Thi Sang

s Bakility or respars bikiy 430 say purposs for which the dais sre ued. The &
od aee trademarin of Bhe Armericen Tpee Culture Colectan an ke indicated athers e APLL pradac by are sebended for laba utony resasrch anly
wuadt. 8 i) aaat a4

ot provide Dhinie datan e gisad | e
ciaTark aned tra e neTe, any and sl ATCC canabog mambars, snd ary

They are rotin tereded

Call lina name | |FANC-1 |
Synamyms Fanc-1; PANC.1; Panc 1; PanC1; Panc1: FANC1; Panc-1-#
Accession CWCL 0480
”’W" To cite this call line use: PANC-1 (RRID:CVCL_0480)
Part of: AKT genetic alteration cell panel (ATCC TCP-1028).
Part of: Cancer Dependency Map project [DepMap) (includes Cancer Cell Line Encyclopadia - CCLE).
Part of; ENCODE project comman cell types; tier 3.
Part of: KuDO3 95 cell line panel,
Part of: MD Anderson Cell Lines Project
Population: Caucasean.
Doubling time: 2583 +- 2.03 hours (PubbMed=25384408); 21 +- 1.6 hours (Pubbed=21515651 ) 52 hours (CLS); <42 hours (DSM2); ~32 hours (PBCF); 15.02 hours (hitps:fhwww.synapse org#! Synapse-syn2347014).
Karyolypic informalion: Has ksl chromosome Y.
Omics: Array-basad CGH.
Omics: Desp exome analysis.
Omics: Desp protecms analysis.
Comments Omics: Deep quantifative proteome analysis.
Omics: Deap RMAseq analysls.
Ormies: DMA mathylatan analysis.
Omics: H3K4mead ChiP-seq epigenomsa analysis.
Omics: Melabobome analysis
Omics: Protein exprassion by reverse-phase protain arrays.
Omics: Proteoms analysis by 2D-DEMS,
Omics: SNP aray analysis,
Omics: Transcriptome analysls
Caution: Additional TPS3 mutation in c.815T>C indicated incormecily in PubMad=1630814.
Derivad from sampling site: Pancreas.
« Gene delation; HGMC; 1787; COHN2A; Zygosily=Homozygous [PubMed=11787853; PubMed=1536T885).
« Mutatiom; HGNC, 6407; KRAS; Simple; p.Gly12Asp (c.35G=A); CEnVar=YVC\V000012582; Zygosity=Heterozygous (PubMad=TE02022; PubMead=7961102; PubMed=8026879; PubMed=11115575; PubMed=1178T853; PubMed=15357885,
Sequence variations PubMed=21607521; DepMap).
[+ _Butation; BN TT5E, TFR L Simple; pArg2TIHEs (c.818G=A); ClinVar=\VCV000012366; Zygosity=Homozygous (PubMed=1630814; PubMed=1764370; PubMed=7961102; PubMed=802637%; PubMead=11115575; PubMed=11787853;
o/ 885 PubMed=21607521; DepMap).
| €=t tine name CFPAC-1 |
Synonyms CFPac-1; CF PAC-1; CF-PACT; CF-Pac1; CF Pac1; CFPACT; CFPacl; CFPAC
Accession CVOL 1118
Resourbe o o1 | To cite this cell line usa: CFPAC-1 (RRIDICVCL_1119)
Part of: Cancar Dependancy Map project (DepMap) (includes Cancer Call Lina Encyclopedia - CCLE).
Part of: COSMIC cell lines project.
Part of: KuD0S 95 cell line paned,
Part of: MD Anderson Cell Lines Project.
Part of: NCI RAS program mutant KRAS cell line panel,
Dowbling time: 30 hours (at 1/th passage), 32 hours (at /4th passage) (PubMad=1692630); 43 hours (Pubdad=22884343 )
Microsatellite instability: Stable (MSS) (Sangar).
Ormics: Array-based CGH.
Ormics: Deep exome analysis.
Omecs: Deep proteome analysis
Comments Omics: Deep quantitative protecme analysis.
Orrecs: Deep RNAseq analysis,
Omucs: DNA methylation analysis.
Crmics: Mataboloma analysis.
Crmics: Protain expression by reverse-phase profein arrays.
Crmics: Proteome analysis by 2D.-DEMS.
Crics: shRMA library screening.
Orics: SNP array analysis.
Crrecss: Transcriptome analysis,
Misspeling: CFPANCT; In CGH-DE 164-1.
« (Gana delation; HGNC; B77T0; SMADY; Zygosity=Homazygous (PubMed=10408907; PubMead=11169959; PubMed=11TE7853; PubMed=15387885; PubMed=18380781).
. + Mutation; HGMC; 1884; CFTR; Simple; p.Phe508dal (c.1521_1523delCTT). ClinVar=WCWD00007105; Zygosity=Homozygous (PubMed=15463057; ATCC).
« Mutation; HGNG: 6407; KRAS: Simple; p.Gly12Val (c.35G=T); ClinVar=\vCWi0D01 2583, Zygosity=Heterozygous (PubMed=11169858, PubMed=11787853; PubMed=15367885; Cosmic-CLF).
Simple; p.Cys2424rg (¢.724T=C); ClinVar=\CV000440512; Zygosity=Homozygous (PubMed=11168050; PubMed=11787853; PubMed=15367885; Cosmic-CLP).

Setine mame _{[ A PoC22]

Synanyms

Mia-FaCa-Z; MIA-PACA-Z, MIA-Pa-Ca-2Z, MIA Pacal; MIA PaCaZ; MiaFaCa-2; MIAPACA-2; MiaFaca_; MiaPaCal; Miapaca?; MIAFaCaZ; MIAPACAZ; Mia PACA Z2; MIAFaCa-Z2, PaCaZ

ACCEssion

CVCL_0428

Resource |dentification
Initiative

To cite this cell line usa: MIA PaCa-2 (RRID:CWVCL _0428)

Part af; Cancer Dependency Map project (DephMap) (includes Cancear Call Ling Encyclopeadia - CCLE).
Part of: COSMIC call lines project,

Part of: KuDOS 95 cell line pansl

Part of; MD Anderson Cell Lines Project

Part of: NCI RAS program mutant KREAS cell line para.

Population: Caucaskan.

Doubling timea: 26 hours (PubMed=25884343); 25.7 +- 4.3 hours (PubMad=2T0GTE01 ); 40 hours, 18 hours, in serum-free meadium (PubMed=23386380); —40 hours (ATCC); -=30-40 hours (DSMZ).
Micrasatellite instability: Stabla (MSS) (Sanger).

Omice: Deep axoma analysis.

Omics: Deep pratecme analysis,

Omics: Deep quanditative profecme analysis

Omics: Deep RNAseq analysis,

Onles: DNA methylaton analysls.

Omics: Melabolome analysis.

Omics: Protain axpression by revarse-phasa profein arrays.

Omics: Secrefome proteome analysis by 20-DEMS.

Omics: shRMA library scregning

Ormics: SNP array analysis.

Omics: Transengtome analysis.

Caution: Additional TP53 mutation in ¢. 818524 indicaled incomactly in PubMed=1630814.
Misspalling: MiaPaCa-1; In PubMead=15770730.

Derived from sampling site: Pancraas.

Sequence variations

+ Gene deletion; HGNC, 1787, COKN2A; Zygosity=Homozygous (PubMed=11787353)

Simple; p.Gly12Cys (o34G=T); ClinVar=VCWO00012578; Zygosity=Homozygous (PubMed=T061102; PubMad=B026870; PubMed=11115575; PubMad=11169050; PubMead=11787853; PubMad=12068308;
F: DepMap).

Simple; pArg248Trp (c.742C>T); ChinWar=VCVO00012347; Zygosity=Homozygous (Pubbed=1830814; PubMed=1764370; PubMad=7961102; PubMed=B0268T%; PubMed=11115575; PubMed=1116025%;

Cell line name

Capan-2

Synonyms

CaFan-Z; CAPAN-2; Capan 2; CAPAN 2; Capanz; CAPAMNZ

Accession

CWVCL_D02e

Resource ldentification

Initiative

To cite this cell line use: Capan-2 (RRID:CWVCL_0026)

Comments

Fart of: Cancer Dependency Map project (DepMap) (includes Cancer Cell Line Encyclopedia - CCLE).
FPart of: COSMIC cell lines praject.

Fart of: NCI RAS program mutant KRAS cell line panel.

From: Memorial Sloan Kettering Cancer Center; New York; USA.

Registration: Memorial Sloan Kettering Cancer Center Office of Technology Development: SK2000-049,
Fopulation; Caucasian,

Doubling time: 96 hours (PubMed=3019537); 45-60 hours (CLS); ~50-70 hours (DSMZ).
Microsatelite instability: Stable (MSS5) (Sanger).

Omics: Array-based CGH,

Omics: Deep antibody staining analysis.

Omics: Desp exome analysis.

Omics: Deep proteome analysis,

Omics: Deep quantitative proteome analysis.

Omics: Deep RNAseq analysis.

Omics: DNA methylation analysis.

Omics: Metabolome analysis.

Omics: Proteome analysis by 20D-DE/MS5.

Omics: SMNP array analysis.

Omics: Transcriptome analysis,

Caution: TP53 mutation indicated incorrectly as being at c.818G=A in PubMed=1630814.
Misspelling: CANPAMN-2: In Cosmic 2434087,

Derived from sampling site: Pancreas,

Sequence varations

+ Mutation; HGNC; 1787 COKN2A; Simple, p. Thr18_Ala18dup (c.52_57dupACGGCC); ClinVar=VCV000579466; Zygosity=Homozygous (PubMed=7372006; DephMap).
« Mutation; HGNC; 6407; KRAS; Simple; p.Gly12Val (c.35G>T); ClinVar=VCW000012583; Zygosity=Heterozygous (PubMed=7961102; PubMed=8026879; PubMed=8426738; PubMed=11169559;

+
» Mutation; HGNC, 11998, TP53; Simple, p. Thr125Thr (c.375G=T)|
FubMed=247 007 32 DepMap).

ClinVar="C\V00023794 8, Zygosity=Homozygous, Mote=lmpairs TP53 splicing dramatically (PubMed=7361102; PubMed=8026873;




Figure. S1 Knocking down LINC00460 promotes cell apoptosis. A The cell apoptosis rate of
PANCI1 while knocking down LINC00460. B The cell apoptosis rate of CFPAC while knocking
down LINC00460. C The cell apoptosis rate of MiaPaCa2 while overexpressing LINC00460. D
The protein level of BAX, Caspase3 and Caspase8 while knocking down LINC00460 in PANC1
and CFPAC or overexpressing LINC00460 in MiaPaCa2. ***P<(.001

Figure S2 A The cell numbers of G1, S and G2 phase while knocking down LINC00460 or not in
PANCI. B The cell numbers of G1, S and G2 phase while knocking down LINC00460 or not in
CFPAC. C The protein level of CDK4 and CDK6 while knocking down LINC00460 in PANCI
and CFPA or overexpressing LINC00460 in MiaPaCa2. D The protein level of Ki-67, N-cad and
E-cad while knocking down LINC00460 in PANC1 and CFPAC or overexpressing LINC00460 in
MiaPaCa2. *¥*P<0.05; **P<0.01; ***P<0.001

Figure S3 A The sequence logo of HIF-1a in JASPAR database. B The correlation analysis of
USP10 and HIF-1a using data from TCGA. C The correlation analysis of UBE2V1 and HIF-1a
using data from TCGA. D The protein level of HIF-1a while knocking down HIF-1a in PANCI,
CFPAC and MiaPaCa2 cells. E The mRNA expression of HIF-1a while knocking down HIF-1a in
PANCI1, CFPAC and MiaPaCa2 cells. F The mRNA expression of LINC00460 while knocking
down HIF-1a in PANCI1 and CFPAC cells. ¥*P<0.05; **P<0.01; ***P<0.001

Figure S4 Knocking down LINC00460 could reverse the malignant biological behavior
induced by hypoxia. PANC1 and CFPAC cells were treated with normoxia, hypoxia, a
combination of si-HIF-la and hypoxia, a combination of si-LINC00460 and hypoxia, a
combination of si-HIF-1a co-transfected overexpression LINC00460 and hypoxia. The results of
CCKS8 assays in PANC1 (A) and CFPAC (B). The representative images and results of transwell
assays in PANCI1 (C) and CFPAC (D). The representative images of wound healing assays and the
results of wound closure rate after 24h in PANC1 (E)and CFPAC (F). *P<0.05; **P<0.01;
***¥P<0.001

Figure S5 A The location of U6, 18S and LINC00460 in PANC1. B The location of U6, 18S and
LINC00460 in CFPAC. C Relative expression of miR-4689, miR-4649-3p and miR-6858-5p in
PANCI1 knocked down LINCO00460. D Relative expression of miR-4689, miR-4649-3p and
miR-6858-5p in CFPAC knocked down LINC00460 E Relative expression of miR-4689,
miR-4649-3p and miR-6858-5p in MiaPaCa2 overexpressed LINC00460. F Relative expression of
SH3TC, UBE2V1, TRIM71, TNS1, CACNAI1B, UNCI19B and CDKNI1A after transfection of
control vector, miR-4689 mimics and miR-4689 inhibitor. G Correlation analysis of LINC00460
and UBE2V1 using data from TCGA. H Correlation analysis of LINC00460 and UBE2V1 using
data from our center. *P<0.05; **P<0.01; ***P<0.001

Figure S6 A The mRNA expression of UBE2V1 when transfected si-NC and si-UBE2V1 in
Capan2 cells. B The result of CCKS8 assay in Capan2 cells. C The representative images and
results of colony formation assay in Capan2 cells. D The representative images and results of
transwell assays in Capan2 cells. E The representative images of wound healing assays and the
results of wound closure rate after 24h in Capan2 cells. *P<0.05; **P<0.01; ***P<0.001



Figure S7 A The transcripts level of USP10 in 178 tumor tissues and 171 normal tissues of PAAD
patients. B The expression of USP10 in 179 tumor tissues and 171 normal tissues of PAAD
patients. C Correlation analysis of USP10 and p53 using data from TCGA. D Overall survival
analysis of USP10 in pancreatic cancer from TCGA database. E Disease free survival analysis of
USP10 in pancreatic cancer from TCGA database.

Figure S8 A The mRNA expression of USP10 while knocking down USP10 or not in PANCI1
cells. B The mRNA expression of USP10 while knocking down USP10 or not in CFPAC cells. C
The correlation analysis of USP10 and p53 using data from TCGA. D ColP assays using USP10
and p53 antibodies to verify the combination of USP10 and p53 in PANCI1. E ColP assays using
USP10 and p53 antibodies to verify the combination of USP10 and p53 in Capan2. *P<0.05;
**pP<0.01; ***P<0.001

Figure S9 A The mRNA expression of USP10 when transfected si-NC and si-UBE2V1 in Capan2
cells. B The mRNA expression of p53 when transfected si-NC and si-UBE2V1 in Capan?2 cells. C
The result of CCKS assay in Capan2 cells. D The representative images and results of transwell
assays in Capan2 cells. E The representative images of wound healing assays and the results of
wound closure rate after 24h in Capan?2 cells. *P<0.05; **P<0.01; ***P<0.001

Figure S10 A Mutation information of p53 in PANC1, CFPAC and Capan2 in ATCC website. B
Mutation information of p53 in PANCI in Cellosaurus website. C Mutation information of p53 in
CFPAC in Cellosaurus website. D Mutation information of p53 in MiaPaCa2 in Cellosaurus
website. E Mutation information of p53 in Capan2 in Cellosaurus website.



