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Whole-genome analysis of the distribution of tandem duplication, a mechanism of
drug resistance in oral cancer
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We evaluated tandem duplications (TDs) in cetuximab-resistant OSCC cells
(SAS-R) and parental 0SCC cells (SAS) using NovaSeq 6000 system and DELLY software. We found 941 TD
regions in SAS-P and 783 TD regions in SAS-R. Moreover, SAS-R-specific TDs were identified in 10
regions and 17 genes were located in their regions. Among these genes, NLR family pyrin domain
containing 7 (NLRP7) was significantly upregulated in cetuximab-resistant 0SCC cells of our
microarray (GSE114928). Analyzing the relationship between TDs formation and these genes could
contribute to a new strategy for overcoming cetuximab resistance.
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sample SAS-R SAS-P

YieldReads 587,730,804 665,292,328
YieldBases 85,766,632,387 97,144,765,451
MappedReads 559,056,908 665,013,102
MappedReadsPct 95.12 99.95
WgsCoverageMean 26.31 31.32
WgsCoverageMedian 24 29
WgsCoverageBases1 2,892,711,870 2,894 083,831
WgsCoverageBases1Pct 93.67 93.71
WgsCoverageBases10 2,782,122 815 2.838,765,428
WgsCoverageBases10Pct 90.09 91.92
WgsCoverageBases50 122,122,872 254,044,729
WgsCoverageBases50Pct 3.954 8.226
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CHROM |[START END LENGTH |Gene Effect

chré 167686807 167687016 209|LINC02487, LINC01558 upstream_gene_variant, intergenic_region
chré 168614610 168615674 1064|SMOC2 intron_variant

chr7 467961 468250 289|L0OC442497, PDGFA intergenic_region, intergenic_region

chr7 588511 588872 361|PRKAR1B intron_variant

chr9 137102318 137103176 858/ MAN1B1 intron_variant

chrl9 54964373 54965621 1248|NLRP2,NLRP7 upstream_gene_variant, intergenic_region
chr2l 35631655 35658512 26857|LOC100506403, MIR802 intergenic_region, intergenic_region

chrX 436759 437214 455|PPP2R3B, SHOX intergenic_region, intergenic_region

chrX 870204 870862 658|SHOX, CRLF2 intergenic_region, intergenic_region

chrX 153383132 153383667 535|LOC105373378, PNMAGE intergenic_region, intergenic_region

(& 2) CTX WHEIZHFRMA TD [CBEELFBEFLDYR



4) FRELI-BEFORBRBRTE & USROS

PARIICERSUEEROD CTX Mgk (HSC-3-R, Sa3-R, SAS-R) -#NSDFKK (HSC-3-P,
Sa3-P, SAS-P) (CHl33 microarray ##tr (GSE114928) T, it 17 ERFSORIIRNIRZMHER
LTz, NLR family pyrin domain containing 7 (NLRP7) H', CTX {44k T FC H¥ 14 fZERIRTT
ELUTWE (R3). NLRP7 (X, REBICETEEBREEIZRITIVNIET7Z)-TH5 NOD #%=%
ZK (NLR) OAVN—=TH3. ELCHWVTIE, NLRP7 FIROENZ, EHRERENCPFEANEEDT
BAREEELTVS. NLR (&, NF-kB OSEMHCRFELTEIRESNTWAZENS, NLRP7 A CTX
M4ECRAS I2RIEEIEEEZBN, F2/VILALTOFRIRFEATORIRINSIBROFRREIRETU TUKE
HHdEEZBNS.

HSC-3-P  |[HSC-3-R [Sa3-P Sa3R SAS-P SAS-R P_Value |Fold change
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