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Data Sheet

Product Name: CancerSeqPlus Paraffin Tissue Curl
Catalog No.: T2235152-SC Lot No.: C101116

Species: EMHuman O Mouse 0O Rat [ Monkey (Rh) [ GuineaPig 0 Porcine
0O Bovine 0O Hamster 0 Dog 0O Monkey (Cy) 0O Rabbit O Plant

Tissue Type: O Normal 0O Adult O Fetal B Tumor [Disease [ Cell line
Tissue Name: Lung
Donor Information:

Male: 57 year(s) old
Female: year(s) old

Pathological Diagnosis: Adenocarcinoma
Tumor Size: 8x7.5x5 cm

Location: Lung, Left Lower Lobe
Components:

1. 5curls per package
2. Certificate of Analysis
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For CNV mutations, we utilize stringent criteria to confirm copy number variations -- using normal tissues as controls. We may have
samples containing additional CNVs not listed here. Please inquire.

symbol type chromoso | position | reference | mutation quality | allele type Depth variant |transcript_i| consequen | existing
me frequency d ce variation

ALK snp chr2 29445458|G T 15446.6/hom 499 1.00|NM_0043(synonymoy{rs3795850
APC snp chr5 1.12E+08|G A 4213.55|hom 188 0.98|XM_00527]|synonymoyrs41115&C
APC snp chr5 1.12E+08|G A 3904.65|het 224 0.70|XM_00527]synonymoyrs465899 |
ATM del chrll 1.08E+O8|ATTTTTTTT|ATTTITTTTT] 79.8234|het 266 0.11{NM_00005intron_variant&feature
ATM snp chrll 1.08E+08|G A 602.343|het 41 0.61|NM_00009missense_variant |
AURKA complex |chr20 54963147|CCCG TAG 479.897|hom 22 0.95|NM_0036(intron_variant&feature
CCNE1 snp chrl9 30313292|G A 374.186|het 32 0.56|NM_00123intron_variant
CDH1 snp chrl6 68771372|C T 12701.1]het 704 0.60|NM_00436 spIice_regiIrs3743674
CDH1 del chrl6 68853216|GGAG GG 281.679|hom 10 1.00|NM_0043gframeshift_variant&fe:
CDH1 complex |chrl6 68853228|GGACAC |AGCCAG 285.319|hom 10 1.00|NM_0043fmissense_variant
CDH1 snp chrl6 68867460|G A 280.396/hom 12 1.00|NM_0043§43_prime_UTR_variant
CDK4 snp chrl2 58145156|C T 1005.62]het 132 0.34|NM_00007 intron_var1r52270777
CSF1R complex |chr5 1.49E+08|TTGC GTGG 13.1049|het 391 0.11|NM_00521missense_variant
CSF1R snp chr5 1.49E+08|C G 109.497]het 423 0.12|NM_00521missense_variant
DDR2 snp chrl 1.63E+08|T C 35952.2|het 1686 0.73|XM_00524}intron_varirs7738505¢
DDR2 snp chrl 1.63E+08|T C 46744.6|hom 1578 1.00|XM_00524]intron_varirs1780003
DDR2 snp chrl 1.63E+08|G T 8295.76|hom 297 1.00|XM_00524{intron_varijrs1355287
EGFR snp chr7 55242609|A G 4949.98|het 288 0.76|NM_00522intron_varirs2017000
EGFR snp chr7 55259608|C A 343.313|het 24 0.75|NM_00522intron_varirs3697258.
ERBB2 complex |chrl?7 37883007|CACGGAA(JCCCCAGCC| 140.146|het 66 0.20|NM_00444intron_variant&feature
ERBB2 complex |chrl7 37883024|TGGGCTGQAGCCTTCCy 110.987|het 67 0.18|NM_00444intron_variant&feature
ERBB3  [snp chr12 56477694|A T 8309.91|het 422 0.69|NM_0019¢splice_regi{rs2271194|
ERBB4 del chr2 2.13E+08| TAAAAAAATAAAAAAA 323.775|het 59 0.32|NM_00523splice_region_variant&
ERBB4 snp chr2 2.13E+08|A T 6680.92|het 350 0.65|NM_00523 intron_varirs3512391€
ERBB4 snp chr2 2.13E+08]|G A 1460.79|het 89 0.82INM_00523intron_variant
ERBB4 snp chr2 2.13E+08|T C 467.745|het 29 0.83|NM_00523intron_varirs839541
EZH2 snp chr7 1.49E+08|A G 1715.07|hom 55 1.00|XM_00524{intron_varijrs2072407




FBXW?7 del chrd 1.53E+08|CTTTTTTTT|CTTTTTTTT| 228.752]het 54 0.20|NM_03363intron_variant&feature
FBXW?7 snp chrd 1.53E+08|G A 1220.91]het 90 0.61|NM_03363intron_variant

FBXW7 snp chrd 1.53E+08|T A 209.991|hom 10 1.00|NM_03363intron_variant

FBXW?7 snp chrd 1.53E+08|A G 574.268|hom 25 1.00|NM_03363 intron_var1r52714803
FBXW7 del,del chrd 1.53E+08|CAAAAAAACAAAAAAA 2307.68|het 374 0.28|NM_03363splice_region_variant&
FBXW?7 snp chrd 1.53E+08|G A 15.8499]het 69 0.19|NM_03363intron_variant

FBXW7 snp chrd 1.53E+08|G A 27.101|het 72 0.19INM_03363intron_variant

FGFR1 ins chr8 38285913|GTCATCAT{GTCATCAT{ 3304.04|het 969 0.18|NM_00117inframe_insertion
FGFR1 snp chr8 38286055|A G 416.398|het 29 0.69INM_00117intron_variant

FGFR3 del chrd 1806012|TGGGGGG{TGGGGGG| 2664.97|het 1182 0.15|NM_0011¢intron_variant&feature
FGFR3 snp chrd 1806146|G A 2742.54]|het 263 0.48|NM_0011fmissense_variant
FGFR3 snp chrd 1807894|G A 14271.5lhom 473 1.00|NM_00114synonymol{rs7688609
FGFR3 snp chrd 1809021|C A 721.535|hom 40 0.95({NM_001143_prime_Urs1482579:
FLT3 snp chrl3 28609991|T C 257.024|hom 11 1.00|NM_00411lintron_varirs2491229
FLT3 snp chrl3 28609997|T C 260.66]hom 11 1.00|NM_0041%intron_var{rs2491230
FLT3 snp chrl3 28610183|A G 10166.6/hom 345 1.00|NM_00411splice_regi{rs2491231
IDH1 del chr2 2.09E+08|GAAAAAAAGAAAAAAA 186.979]het 75 0.16|XM_00524]intron_variant&feature
IDH1 del chr2 2.09E+08|GAAAAAAAGAAAAAAA 4035.06]het 618 0.26{XM_00524|intron_variant&feature
JAK2 del chr9 5073681|CTTTTTTTT|CTTTTTTTT] 1600.19]|het 168 0.34|NM_00497splice_region_variant&
JAK3 snp chrl9 17954325]|G A 1260.31]het 96 0.59|XM_00525|intron_variant

KDR snp chrd 55953712|C T 503.247|hom 22 1.00|NM_0022Yintron_variant

KIT snp chrd 55589904|G A 270.849|het 24 0.54|XM_00526|intron_variant

KIT snp chrd 55599436|T C 1173.13|het 168 0.29(XM_00526]intron_varjrs1008658
MET snp chr7 1.16E+08|G A 7775.13|hom 264 1.00|1XM_00525|synonymol{rs2023748¢
MET snp chr7 1.16E+08|G A 7281.35|hom 255 1.00|1XM_00525|synonymoyrs41737&C
MYC snp chr8 1.29E+08|T C 397.251|hom 17 1.00|NM_0024fupstream_gene_variar
MYC complex |chr8 1.29E+08|ACC TCTC 373.881|hom 16 1.00|NM_0024¢gupstream_gene_variar
MYC ins chr8 1.29E+08|GA GGGCAGCA 327.139|hom 14 1.00|NM_0024fupstream_gene_variar
MYC complex |chr8 1.29E+08|CCGCCCTC|GCGTTCAG 277.511|hom 16 0.88|NM_0024fupstream_gene_variar
MYCN snp chr2 16080157|C G 1450.91|hom 46 1.00|NM_00537% upstream_|r511886065
NOTCH1 |complex |[chr9 1.39E+08|AGCCGGGTITGCCCAGT 673.057]het 105 0.32|NM_01764frameshift_variant&fe:
NOTCH1 |complex |chr9 1.39E+08|GCAG CCACCCA 709.479|het 105 0.33|NM_01761inframe_insertion
NOTCH1 |snp chr9 1.39E+08|G A 7240.98|hom 266 1.00|NM_0176Ysynonymoyrs2229974
NOTCH1 |snp chr9 1.39E+08|G A 10600.6/hom 346 1.00{NM_01761synonymoyrs10521&C




NPM1 del,del chr5 1.71E+O08|CTTTTTTTT|CTTTTTTTT| 818.864]|het 92 0.35|NM_00257splice_region_variant&
PDGFRA |snp chrd 55141055|A G 37696.8|hom 1214 1.00|NM_0062(Qsynonymolrs1873778¢
PDGFRA |snp chrd 55152040|C T 13556.5|het 801 0.57|NM_00620synonymoyrs2228230!¢
PDGFRA |snp chrd 55161254|C T 2737.87|het 175 0.51|NM_0062(intron_varirs3733540
PDGFRA |snp chrd 55161391|T C 1033.33|hom 34 1.00|NM_0062(synonymoyrs7685117
PDGFRA |snp chrd 55161517|A G 3421.77|hom 114 1.00|NM_0062Q3_prime_Urs7680422
PIK3CA snp chr3 1.79E+08|G A 422.652|het 31 0.74|NM_00621missense_yCOSM7298
PIK3CA del chr3 1.79E+O8|ATTTTTTTT|ATTTTTTTT] 531.843|het 250 0.15[{NM_00621intron_variant&feature
PIK3CA snp chr3 1.79E+08|G C 259.165|hom 10 1.00|NM_00621splice_region_variant&
PIK3R1 snp chr5 67589770|T A 353.88|het 23 0.87|NM_18152intron_variant

PTEN snp chrl0 89685188|T C 688.132|het 41 0.88|NM_0003%intron_variant

PTEN snp chrl0 89720628|C T 115.606]het 158 0.15|NM_0003%intron_variant

PTEN del chrl0 89720633|CTTTTTTTT|CTTTTTTTT| 1731.59]het 492 0.21|NM_0003splice_acceptor_variar
PTEN snp chrl0 89720907|T G 1410.39]hom 61 0.95|NM_00031jintron_varirs555895&
RB1 snp chrl3 48919358|T G 10234.8|hom 354 1.00|NM_00032intron_varirs198617 |
RB1 del chrl3 48922984 |ATTTTTTTT|ATTITTTTI] 121.748|het 53 0.19|NM_00032intron_variant&feature
RB1 del chrl3 48953655|CAAAAAANCAAAAAAA 898.588|het 178 0.21{NM_00032intron_variant&feature
RB1 snp chr13 49033747|G A 648.878|hom 23 1.00|NM_00032intron_var{rs198580 |
RB1 ins chrl3 49034022|ATT ATTT 4294.91|hom 180 0.98|NM_00032intron_variant&feature
RB1 del chrl3 49034085|CTTTTTC [CTTTC 269.543|hom 14 0.86|NM_00037intron_variant&feature
RB1 snp chrl3 49039120|C T 215.576|hom 11 1.00|NM_00032intron_varirs8012284.
RHOA snp chr3 49406080|T C 767.556|hom 33 1.00|NM_00164intron_varjrs2878298
SMAD4 mnp chrl8 48581295|TG CA 268.939|hom 10 1.00|NM_00539missense_variant
SMADA4 complex |chrl8 48581301|CCCCATCTJACTCAGAT| 278.949|hom 10 1.00|NM_00539missense_variant
SMAD4 snp chrl8 48584496|T A 348.626|het 39 0.56|NM_00539missense_variant&spli
SMARCB1 [snp chr22 24145675|G C 420.622|hom 18 1.00|XM_00526]intron_varirs5751738
SMO snp chr7 1.29E+08|G C 17017.1lhom 572 0.99|NM_00563intron_varirs2075777
SMO snp chr7 1.29E+08|G C 13754.6lhom 442 1.00|NM_00563synonymolrs2228617
SMO snp chr7 1.29E+08|A G 296.506{hom 13 1.00|NM_00563intron_varijrs2735842
SMO ins chr7 1.29E+08|CAGT CAGAGT 412.923|hom 21 1.00|NM_00563intron_variant&feature
SMO snp chr7 1.29E+08|C T 868.257|hom 37 1.00|NM_00563intron_variant

STK11 snp chrl9 1218523|G T 18433.1]het 1050 0.59|XM_00525 intron_var1r52075604
STK11 ins chrl9 1219443|GCGGGGG|{GCGGGGG| 544.883|het 48 0.44{XM_00525|intron_variant&feature
STK11 snp chrl9 1219444]C G 166.735]het 99 0.18|XM_00525|intron_variant |




STK11 snp chrl9 1220544|C T 396.095|het 18 0.89|1XM_00525]intron_variant

STK11 mnp chrl9 1220637|TTCC GGAA 325.271|het 15 0.93|XM_00525|missense_variant
STK11 snp chrl9 1221161|C T 647.876|hom 29 1.00|XM_00525|intron_varjrs9282860
STK11 snp chrl9 1221484]|C T 2829.41|hom 122 1.00|XM_00525|intron_varjrs741764
STK11 snp chrl9 1226725|G A 377.506|hom 16 1.00|XM_00525|intron_variant

TERT snp chr5 1295349|A G 18737]het 941 0.66|NM_19825 upstream_|r52853669é
TP53 del chrl?7 7579643|CCCCCAGC|CC 973.763|het 331 0.22|NM_00054intron_variant&feature
TP53 complex |chrl?7 7579668|CTCCAG |CAACCCTT| 2583.53]het 349 0.35|NM_00054intron_variant&feature
TP53 complex |chrl7 7579678|CCAG TTAC 2309.48|het 355 0.36|NM_00054intron_variant

TP53 snp chrl?7 7580052|C T 7597.58|het 480 0.74|NM_00054intron_varirs8079544
VHL snp chr3 10188428|T G 451.424|hom 16 1.00|NM_0005Yintron_varijrs1678607




	Female:                  year(s) old

