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Subsequently to the publication of the above paper, an 
interested reader drew to the authors’ attention that they had 
noticed potential errors/discrepancies with the descriptions of 
the data as reported in Table  I and Fig.  1. Specifically, in 
Table  I, the authors had stated: “A total of 424  DEGs were 
identified from the GSE28735 dataset, including 
159 upregulated genes and 265 downregulated genes in PDAC 
tissues, compared to adjacent non‑tumor tissue samples.” 
However, the reader considered that genes such as LAMC2, 
GALNT5, TSPAN1, CTSE and POSTN, which were labeled as 
“Downregulated” genes in Table  I have generally been 
reported to be significantly upregulated in PDAC, and 
requested that the authors check this.

In response to the question raised, the authors re‑analyzed 
their original data, and found that a clerical error had been 
made in terms of the data annotation. Concerning Table I, in 
the body of the table, the genes listed as “Up‑downregulated” 
should have been labeled as “Down‑regulated” genes, and 
vice  versa; in addition, the designation of up‑ and 
down‑regulated genes in the Table legend also needed to be 
changed. A corrected version of Table  I, showing changes 
highlighted in bold, is shown on the next page. 

Furthermore, the following changes should be noted for the 
text of the article:

i) In the Results section on p. 3752, the second and third 
sentences of the first paragraph should have read as follows: “A 
total of 424 DEGs were identified from GSE28735, including 
159  downregulated and 265  upregulated genes (Table  I). 
The heat map of DEG expression, presenting the 
top  50  downregulated and 50  upregulated genes was 
constructed using the web‑based tool Morpheus (Fig. 1).

ii) The first sentence of the PPI and modular analysis in 
pancreatic cancer subsection of the Results on the same page 
should have read as follows: “Using the STRING online 
database and Cytoscape software analysis, a total of 386 DEGs 
(143  downregulated and 243  upregulated genes) of the 
424 commonly altered DEGs...”. 

iii) The final two sentences of this subsection should have 
read as follows: “Among the downregulated DEGs, a total of 
143 DEGs were filtered into the DEG PPI network complex 
including 143  nodes and 263  edges (Fig.  2B), which were 
mainly associated with ‘digestion’, ‘serine‑type peptidase 
activity’ and the ‘extracellular region’ (Table V). Among the 
upregulated DEGs, a total of 143 DEGs were filtered into the 
DEGs PPI network complex including 243 nodes and 497 edges 
(Fig.  2C), which were mainly associated with ‘ECM 
organization’, ‘ECM structural constituents’ and the 
‘extracellular region’ (Table VI).” 

iv) On p.  3756, left‑hand column, the sentences at the 
beginning of the new paragraph of the Discussion should have 
read as follows: “Furthermore, KEGG pathway analysis 
indicated that the downregulated DEGs were involved in 
pancreatic secretion pathways and protein and lipid digestion 
and absorption pathways. Existing studies revealed that 
metabolic change is considered one of the characteristics of 
cancer, especially the dysfunction of pancreatic secretion 
(22,11). In pancreatic cancer, metabolic changes are prominent 
in protein and lipid digestion and absorption pathways (23). 
The up‑regulated DEGs were associated with ‘ECM‑receptor 
interaction’, ‘focal adhesion’ and the ‘PI3K‑Akt signaling’ 
pathways.” 

v) On p. 3761, left‑hand column, the sentence at the start of 
the sixth paragraph of the Discussion should have read as 
follows: “For the downregulated DEGs, module analysis of 
the PPI network revealed that they were associated with...”.

vi) Also on p. 3761, the right‑hand column, the sentence at 
the start of the seventh paragraph of the Discussion should 
have read as follows: “The upregulated DEGs were associated 
with ECM‑receptor interactions, focal adhesion and the 
PI3K‑Akt signaling pathway (46).”

vii) The title and legend for Fig.  2 should have read as 
follows: “Figure  2. DEGs PPI network complex in PDAC. 
(A)  All 386 DEG interaction networks. (B) The downregulated 
DEG interaction network. (C)  The upregulated DEG 
interaction network.”

viii) Finally, the titles of Tables  II, III, V and VI should 
have read as follows: 
Table II. GO analysis of downregulated DEGs associated 
with PDAC.
Table III. GO analysis of upregulated DEGs associated with 
PDAC.
Table V. The enriched pathways of downregulated DEGs PPI 
network in PDAC.
Table VI. The enriched pathways of upregulated DEGs PPI 
network in PDAC.

 The authors regret the clerical errors that were made 
during the writing of this paper, and express their thanks to the 
reader who drew this matter to their attention. They are also 
grateful to the editor of Oncology Letters for allowing them 
the opportunity to publish this Corrigendum. All the authors 
agree with the publication of this corrigendum; furthermore, 
they apologize to the readership for any inconvenience caused. 
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Table I. A total of 424 DEGs were identified from the GSE28735 dataset, including 159 downregulated genes and 265 upregu‑
lated genes in PDAC tissues, compared to adjacent non‑tumor tissue samples. 

Differential expression	 Gene symbol

Downregulated	� EPB41L4B, FAM129A, SLC1A2, KLKB1, ALDH1A1, PAH, CHGA, CHST9, SEMA6A, 
SERPINA5, KIF1A, CHRDL1, SLC16A10, CLU, MIR27B, PRKAR2B, FAM3B, ADHFE1, 
LONRF2, DPT, CHRM3, SLC3A1, ABAT, PPY, BNIP3, NUCB2, GPHA2, ATRNL1, ESRRG, 
ABCA8, FAM150B, ONECUT1, PRSS3P2, OR4D5, CXCL12, IL22RA1, TSPAN7, F8, GCG, 
ADGRV1, SV2B, UGT2B11, SPINK1, PROX1, ANGPTL1, UNC79, AMY2B, MCOLN3, 
AQP12B, FAM159B, FOSB, BTG2, SLC43A1, FLRT2, GSTA1, AQP12B, C5, SCG3, CCDC141, 
DPP10, PKHD1, PRSS3, C2CD4B, MT1G, HOMER2, GRB14, LYVE1, BACE1, SLC39A5, CD36, 
RGN, SYCN, GC, EPHX2, REG3G, DCDC2, GUCA1C, SST, PCSK1, PDZK1P1, BEX1, PRSS2, 
LIFR, GRPR, SLC30A8, MIR217, LMO3, ANKRD62, CTNND2, PM20D1, CFTR, GNMT, 
TFPI2, SLC17A4, PAK3, GSTA2, AMY2B, G6PC2, TTN, CELP, SLC4A4, PRSS3P2, C6, TTR, 
QP8, SLC7A2, KCNJ16, PDK4, OR8D4, REG3A, FABP4, NRCAM, NRG4, PAIP2B, GATM, 
FGL1, ACADL, ADH1B, TRHDE, RBPJL, SCGN, REG1A, PRSS1, CPB1, SLC16A12, ANPEP, 
TMED6, KLK1, RO1B, F11, CTRB2, AOX1, NR5A2, KIAA1324, CELA3B, EGF, CPA1, PDIA2, 
REG1CP, EG1B, PNLIP, CTRB1, CTRL, CELA3A, CELA2B, CELA2A, PLA2G1B, SERPINI2, 
CLPS, ERP27, FAM24B, ALB, CPA2, CEL, GP2, CTRC, IAPP, PNLIPRP2, PNLIPRP1

Upregulated	� CEACAM5, SLC6A14, LAMC2, GALNT5, TSPAN1, CTSE, POSTN, CEACAM6, ANXA10, 
	� LAMB3, ITGA2, TMPRSS4, FN1, COL11A1, SERPINB5, DPCR1, AGR2, CLDN18, ITGB6, 

KRT19, GABRP, CST1, VSIG1, SULF1, TFF1, COL17A1, SLC2A1, PLAC8, CEMIP, SLPI, CP, 
AHNAK2, MMP12, COL12A1, TMC5, VCAN, MUC17, KRT7, ANLN, INHBA, TRIM31, LIPH, 
CDH3, TRIM31, SCEL, NOX4, THBS2, EGLN3, C13, ADGRF1, MBOAT2, ANTXR1, TCN1, 
ANKRD22, COL10A1, CXCL5, XYD3, KRT17, BCAS1, ITGA3, SDR16C5, EDIL3, APOL1, 
UGT1A3, COL1A1, MMP11, FERMT1, FAP, ANXA8L1, CDH11, COL1A2, MET, FNDC1, 
FBXO32, COMP, NQO1, ACSL5, MLPH, NPR3, ANXA8L1, MIA‑RAB4B, COL8A1, GCNT3, 
IGFL2, ADAMTS12, TNS4, CAPG, TRIM29, TSPAN8, CYP2C18, TRIM31, TMEM45B, MATN3, 
COL5A2, PLAU, PADI1, ITGA11, COL3A1, CCL20, IGFP5, LAMA3, HK2, IFI27, MYOF, 
PLAT, FER1L6, KRT6C, ECT2, LY75, MMP14, TOP2A, DNRA, LEF1, CENPF, TNFAIP6, 
ITGB4, PLEK2, CEACAM1, LAMP5, TMC7, NPR3, OLR1, SERPINB3, ANO1, DHRS9, 
SLC6A6, MICAL2, MUC16, ARNTL2, PTPRR, KYNU, NRP2, S100A14, CD109, BAIAP2L1, 
AFAP1‑AS1, LOXL2, FGD6, CST2, IFI44L, S100P, MMP1, COL6A3, SL44A4, ERO1A, ASPM, 
BGN, DKK1, STYK1, MMP7, RUNX2, NT5E, TGM2, HEPH, KRT17, GPX2, OSBPL3, LMO7, 
GPRC5A, EPHA4, DCP1, GF2BP3, S100A16, PXDN, MKI67, EFNA5, KRT17, MELK, ADAM9, 
SLC22A3, MST1R, ACTA2, FF2, LCN2, PLPP4, ADAM28, MXRA5, DPYSL3, TGFBI, XDH, 
CCL18, OAS1, ABHD17C, RHBDL2, HIST1H3H, MUC1, INPP4B, AEBP1, MMP9, MTMR11, 
FOXQ1, ENO2, OCIAD2, DLGAP5, HPGD, TPX2, PLA2R1, SRPX2, LRRN1, SLCO1B3, 
SEMA3C, IL1RAP, SYTL2, FER1L4, DSG2, SULF2, HOXB5, MFP5, IL2RG, SULT1B1, CORIN, 
SLC9A2, GJB2, ADAM12, PLS1, AK4, ATP2C2, GREM1, ETV1, LTBP1, OAS2, ASAP2, SGIP1, 
PGM2L1, DDX60, DGKH, KCNN4, MALL, P4HA1, ANXA3, TSK, EPYC, NRP2, FUT3, 
ADAMTS6, KRT6A, IL1R2, DCBLD2, NMU, EFNB2, ST6GALNAC1, ANGPT2, FCGR3B, 
KIF23, FBN1, PKM, SEMA7A, TRIM16, RTKN2, SLC26A9, NTM, PCDH7, RAI14, SULT1C2, 
ESM1, AREG, DSG3, GPX8, MACC1, CTHRC1, HIST1H3I, SCNN1A, SLC16A3 

DEGs, differentially expressed genes; PDAC, pancreatic ductal adenocarcinoma.


