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ABSTRACT
Tumor sequencing has revolutionized oncology, allowing for detailed interrogation 

of the molecular underpinnings of cancer at an individual level. With this additional 
insight, it is increasingly apparent that not only do tumors vary within a sample (tumor 
heterogeneity), but also that each patient’s individual tumor is a constellation of unique 
molecular aberrations that will require an equally unique personalized therapeutic 
regimen. We report here the results of 439 patients who underwent Clinical Laboratory 
Improvement Amendment (CLIA)-certified next generation sequencing (NGS) across 
histologies. Among these patients, 98.4% had a unique molecular profile, and aside 
from three primary brain tumor patients with a single genetic lesion (IDH1 R132H), 
no two patients within a given histology were molecularly identical. Additionally, 
two sets of patients had identical profiles consisting of two mutations in common 
and no other anomalies. However, these profiles did not segregate by histology 
(lung adenocarcinoma-appendiceal cancer (KRAS G12D and GNAS R201C), and lung 
adenocarcinoma-liposarcoma (CDK4 and MDM2 amplification pairs)). These findings 
suggest that most advanced tumors are molecular singletons within and between 
histologies, and that tumors that differ in histology may still nonetheless exhibit 
identical molecular portraits, albeit rarely.

INTRODUCTION

The advent of molecular-guided precision medicine 
is impacting cancer therapy with an array of impressive 
responses in patients who undergo matched targeted therapy. 
Multidisciplinary molecular tumor boards are beginning to 
help navigate this complex mutational landscape [1, 2]. 
The utilization of novel targeted therapies such as imatinib 
in chronic myelogenous leukemia and trastuzumab in 
HER2+ breast cancer, have transformed the field [3, 4]. 
More recently, a myriad of other targeted agents, such as 
erlotinib in EGFR-mutated non-small cell lung cancer and 
vemurafenib or dabrafenib in BRAF-mutated melanoma 
among others, have shown success [5, 6, 7].

Traditionally, molecular testing for a relatively 
small panel of genes was conducted in a histologically-
defined subset of patients to determine therapy (e.g. BRAF 

mutation testing in patients with melanoma, HER2 
immunohistochemical staining in patients with breast 
cancer). However, with the advent of multiplex methods 
such as next-generation sequencing (NGS), detection of 
similar mutations in other tumor types led to the utilization 
of targeted therapy outside of its initial histologic 
classification. For example, BRAF inhibitors have shown 
promising efficacy in BRAF-mutated lung and thyroid 
cancers as well as in hairy cell leukemia, indicating that 
oncogenic driver mutations do not necessarily segregate 
by histology, and matched molecular therapy is effective 
across many, but not all, histologies [8, 9, 10, 11, 12].

Beyond identification of the affected gene, 
the precise genetic aberration has important clinical 
implications. For example, in EGFR-mutated non-small 
cell lung cancer (NSCLC), only individuals with activating 
mutations in exons 19 and 21 (L858R) are sensitive to the 
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first-generation EGFR inhibitors gefitinib, erlotinib, and 
afatinib while those with exon 20 T790M mutations or in-
frame insertions and/or duplications (codons 767 to 774) 
are resistant to these agents [13, 14, 15]. Patients treated 
with imatinib for gastrointestinal stromal tumor (GIST) 
with c-KIT mutations in exon 11 have an 83.5% response 
rate versus 47.8% in patients with exon 9 mutations [16], 
and PIK3CA H1047R mutations may be more sensitive to 
PI3K/Akt/mTor inhibitors than other PIK3CA mutations 
[11]. Thus, understanding the underlying genetic defect in 
cancers requires identification of the culprit gene, as well 
as the particular alteration in that gene, in order to better 
predict responses to targeted therapy [15].

Based on CLIA-certified NGS of 439 tumors 
at UC San Diego Moores Cancer Center, we report 
here that 432 (98.4%) patients had a unique molecular 
profile. The seven individuals who were not molecular 
singletons include three with primary brain tumors and 
a solitary molecular lesion (IDH1 R132H mutation), 
and two sets of tumor molecular twins that had two 
alterations in common—however, these alterations 
did not segregate by histology (lung adenocarcinoma-
appendiceal cancer (KRAS G12D and GNAS R201C), and 
lung adenocarcinoma-liposarcoma (CDK4 and MDM2 
amplification pairs)). These findings demonstrate that the 
vast majority of cancer patients have molecularly unique 
tumors, and that patients may be more similar to others 
with a different histology than to patients with the same 
histology. This finding that has important implications 
for defining cancer nosology, clinical trial design and 
regulatory approval of new agents.

RESULTS

Alterations per patient

Only 19 patients (4%) had no detectable genomic 
alterations. This group consisted of five patients with 
malignant hematologic conditions, three primary central 
nervous system (CNS) tumors, four gastrointestinal 
(GI) tumors, two cutaneous primary, two head and neck 
tumors, one breast tumor, and two cancers of unknown 
primary. Patients with gastrointestinal malignancies had 
the highest number of mutations on average (N = 6.5) 
(Figure 1). Missense mutations were the most common 
aberrations detected (32.5% of aberrations) followed by 
amplifications (28.7% of aberrations). The median number 
of alterations per patient was three, ranging from zero 
(19 patients, 4.3%) to 16 (1 patient with colorectal cancer, 
0.2%) (Figure 2). The most common number of alterations 
(mode) detected was three (86 patients, 19.6%). The most 
common mutations detected were in TP53, present in 195 
patients (44%), followed by KRAS, which were detected 
in 71 patients (16%) (Figure 3). Molecular testing was 
performed on primary tumor specimens in 58.1% of cases, 
and on metastatic lesions in 36.2% of cases. No matched 
pairs of concurrent primary and metastatic tumors were 
tested in this analysis. Between primary and metastatic 
lesions (unmatched), there was no difference in the 
number of alterations (mean of 4.1 alterations for primary 
site vs 4.4 for metastatic sites; p = 0.311). Additionally, the 
prevalence of common mutations listed above did not vary 
significantly between primary and metastatic site.

Figure 1: Average number of molecular aberrations by histology (N = 439 patients). Average number of molecular aberrations 
detected per patient by histology. Gastrointestinal cancers, breast cancer, and lymphoma had the highest number of mutations per tumor 
sample. Lung, head and neck, and genitourinary cancers had the fewest number of mutations as a histologic group.
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Uniqueness of the molecular portfolios

Of 439 patients who underwent CLIA-certified next-
generation sequencing, 432 (98.4%) had a unique molecular 
profile (Table 1). Aside from three primary central 
nervous system (CNS) tumors (2 oligodendrogliomas and 
1 glioblastoma) with a single genetic lesion (IDH1 R132H 
mutation), no two patients within a given histology 
or organ-based diagnosis were molecularly identical 
(Table 2). Additionally, two sets of patients had tumors 
that were molecular identical twins, but these portfolios 
did not segregate by organ-based diagnosis: KRAS G12D 
and GNAS R201C without any other alterations were both 
found in one patient with each of lung adenocarcinoma and 
appendiceal cancer; CDK4 and MDM2 amplifications were 
found in one patient with lung adenocarcinoma and one 
with liposarcoma.

Examining patients at the genomic level, there were 
49 of the 439 individuals (11.2%) studied, who had the 
same genes involved (albeit with differing alterations 

within these genes). These included the seven patients 
mentioned above that each had at least one molecular twin 
amongst them, as well as 42 tumors amongst which each 
patient had at least one gene level twin. Examining the 
42 patients mentioned above, 26 patients had at least one 
gene-level twin amongst them with the same histology; 
16 patients had at least one different-histology gene 
level twin amongst them. Within histologies, the only 
molecularly identical patients were the three patients with 
primary CNS glial tumors with solitary IDH1 R132H 
mutation (Table 2).

DISCUSSION

The discovery and clinical benefit of targeting 
oncogenic drivers such as ALK, BCR-ABL, BRAF, EGFR, and 
HER2, among others, has revolutionized medical oncology 
and ushered in the era of personalized/precision medicine. 
Increasingly sophisticated methods of tumor genomic 
analysis, including NGS, have allowed for an improved 

Figure 2: Distribution of number of alterations per patient. Distribution of number of mutations (in black, increasing number 
of mutations in clockwise direction) detected in patient tumor specimens (number in white represents percentage of patients with number 
of mutations in black). A plurality of patients (20%) had 3 mutations detected on tumor sequencing. No mutations were detected in 4% of 
patients, while 12–16 mutations were detected in 2% of patients.
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Figure 3: Most Common Genes Altered Overall and by Histology. Five most commonly altered genes overall (brown) and 
by disease type with percent tumor samples with that mutation. TP53 was the most common mutation detected overall and across all 
histologic subgroups except for in primary CNS tumors (CDKN2A and CDKN2B abnormalities more common) and in the hematologic 
malignancies (IDH2, KRAS, and ASXL1 more common). For some tumor types more than five genes are displayed, as frequency was 
the same for these genes.

Table 1: Demographic Data*
Age

Median Age 54.3 years

Age < 60 years 63.5%

Age ≥ 60 years 36.5%

Gender

Men 44%

Women 56%

Ethnicity

African-American 2.7%

Asian 6.6%

Caucasian 72.9%

Hispanic 1.4%

Native American 0.5%

Other 13.4%

Unknown 2.5%

Histology

Brain 14.1%

Breast 18.9%

Gastrointestinal 24.8%

Genitourinary 8.7%

(Continued )
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understanding of the molecular landscape of tumors with 
an exponential decline in costs [18]. As multiplexing 
technologies have improved to allow greater numbers of 
genes to be interrogated with lower tissue requirements, an 
increased genetic diversity has been unmasked—not only 
between patients, but within each tumor [19]. The Pan-Cancer 
analysis project from The Cancer Genome Atlas (TCGA) 
has analyzed molecular aberrations, initially amongst 12 
histologies, and has determined 17 mutational signatures 
across histologies in addition to 14 copy number signatures, 
with TP53 aberrations common across both signatures [20]. 
In our dataset, mutations in TP53 were the most commonly 
detected aberration (44% of patients) followed by KRAS 
mutations (16%).

In our experience, 98.4% of patients had a unique 
molecular profile by targeted NGS of tumor. This finding 
has major implications for clinical trial design and the 
regulatory framework for drug approval. As an increasing 
number of rationally designed, targeted cancer therapeutics 

are developed, the number of patients in the potential 
study population with that particular aberration decreases. 
However, the potential for response in that smaller 
biomarker-selected population increases proportionally, 
resulting in an asymptotic predilection for personalized “n 
of one” trials to maximize clinical efficacy. For example, 
the pivotal trial for FDA approval of pemetrexed in non-
squamous, non-small cell lung cancer (NSCLC) was a 
randomized study with 1,725 patients and demonstrated 
an overall survival benefit of 1.7 months compared to 
standard chemotherapy [21]. In contrast, the FDA approval 
of ceritinib was based on a single-arm phase 1 trial with 
163 patients who had progressed and were intolerant to 
crizotinib [22]. The primary endpoint supporting approval 
was an objective response rate of 44% (95% CI 36%-52%) 
and duration of response of 7.1 months. Though these results 
indicate substantial improvement, further lengthening 
of response duration may require combinations of drugs 
customized to individual molecular portfolios. With the 

Head and Neck 7.8%

Lung 6.2%

Melanoma 7.3%

Malignant Hematologic Condition 8.2%

Other 4.2%

Matches

Genomic Match 11.2%

Molecular Match 1.6%

Biopsy Site for Molecular Studies

Primary Tumor Site 58.1%

Metastatic Site 36.2%

Unknown Site 5.7%

*Characteristics of patients and tumor samples analyzed for this study. Brain includes primary CNS tumors only. Genomic 
match refers to gene-level matching between patient tumor specimens. Molecular match refers to both gene-level and allele-
level matching between patient tumor specimens. Gastrointestinal and breast cancers were the most frequently profiled 
histologic subtypes, and the primary tumor site was most often sent for molecular testing.

Table 2: Molecular Twins*
Complete Molecular Profile Histology 1 Histology 2 Histology 3

IDH1 R132H Oligodendroglioma Oligodendroglioma Glioblastoma

KRAS G12D and GNAS 
R201C Lung adenocarcinoma Appendiceal carcinoma —

CDK4 and MDM2 
amplification Liposarcoma Lung adenocarcinoma —

*Only the patients shown above had identical molecular profiles (molecular twins). IDH1 R132H was found in three 
primary CNS tumors. KRAS G12D with GNAS R201C was found in one patient with lung adenocarcinoma as well as in 
a patient with appendiceal carcinoma. CDK4 amplification and MDM2 amplification were found in liposarcoma and lung 
adenocarcinoma.
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observation that molecular portfolios within and between 
cancers are mostly distinct, and that the small number of 
patients with tumors that are molecular twins are just as 
likely to have distinct—rather than similar, histologies—
it becomes clearer that new approaches are needed. These 
may include efforts to understand convergent pathways, or, 
alternatively, entirely novel paradigms where the strategy of 
molecular matching is tested, while the actual drugs given 
to each patient differ [23]. A broad genomic approach to 
next-generation sequencing may be advantageous as the 
rapid development of novel therapeutics and an improved 
understanding of pathway signaling increase the number of 
potential efficacious therapeutic options [24]. Moreover, 
biomarkers for immune checkpoint blockade, one of the 
most promising areas of oncology, will require whole exome 
sequencing for neoantigen prediction and the development 
of personalized immunotherapeutic biomarkers [25].

A limitation of our study is the lack of whole 
exome sequencing or interrogation of the transcriptome 
or proteome; however to date “omics” beyond targeted 
NGS has usually not been performed as part of routine 
clinical testing or as part of broad-based genomically-
driven cooperative group trials such as NCI-MATCH [26]. 
However, integrated “omics” platforms are likely to detect 
additional alterations and may demonstrate increased 
molecular diversity beyond what is reported here. Other 
limitations include the relatively small numbers of patients 
within some histologies.

Overall, our study shows that the rate of genomic 
twins (patients who have tumors with an identical gene-
level aberration) was only 11.2%. The rate of molecular 
twins (tumors in which the genes affected and the precise 
site and type of aberration within the gene was identical) 
was even lower—1.6%. It is plausible that earlier in the 
disease course, there might be fewer aberrations and more 
homogeneity [27]. Furthermore, molecular abnormalities 
mostly did not segregate by tumor histology, a finding 
consistent with other studies [28, 29]. Therapies such as 
trastuzumab work against HER2-overexpressing tumors 
regardless of whether they originate in breast or gastric 
tissue, and clinical trials (NCT02091141, NCT01833169, 
NCT01831726, NCT01885195, NCT01981187 and 
NCT02002689) are testing this approach in a histology-
agnostic manner and whether “oncogenic fraternal twins” 
can be treated effectively as such [4, 30, 31]. While 
molecular heterogeneity within breast cancer patients 
has been reported, our study broadens the histologic 
heterogeneity of tumor molecular profiling to include 
other solid tumors as well as primary CNS tumors and 
malignant hematologic conditions [32,33]. Importantly, 
with our increased knowledge of oncogenic pathways and 
an expanding pipeline of targeted agents, the vast majority 
of patients (~90%) now have at least one potentially 
actionable aberration [34, 35]. As technology improves 
and biomarkers become more defined, the promise of 
precision cancer medicine with a personalized approach 

for each patient is becoming a necessity. The advent of 
immunotherapy has led to the emergence of additional 
predictive biomarkers, including mutational burden at 
a histologic level and PD-L1 immunohistochemistry 
or MSI-H at an individual level [36, 37, 38]. Patients 
who receive molecularly matched therapy, regardless of 
histology, have improved responses to therapy and longer 
survival [2, 12, 39]. Ultimately, novel clinical trial designs 
that deploy advanced genomics and other methodologies 
to interrogate tumors, and the utilization of rationally-
designed customized therapeutic combinations early in 
the treatment course to prosecute tumors will be required 
in order to better serve patients with cancer.

MATERIALS AND METHODS

Four hundred and thirty-nine patients seen at 
UC San Diego Moores Cancer Center with advanced 
malignancies who underwent CLIA)-certified next 
generation sequencing (182 or 236 genes analyzed via 
FoundationOne, Cambridge MA) starting in December 
2012 had their tests results and clinical data recorded. All 
data was extracted by M.S. from the electronic medical 
record. This study was performed and consents obtained 
in accordance with UCSD Institutional Review Board 
guidelines

Genomic alterations detected included base 
substitutions, insertions, deletions, and copy number 
alterations [17]. DNA was extracted from 40 μm of 
formalin-fixed paraffin-embedded tissue (minimum 
20% tumor cells) using the Maxwell 16 FFPE Plus 
LEV DNA Purification kit (Promega) and quantified 
using a standardized PicoGreen fluorescence assay 
(Invitrogen). Library construction was performed using 
50–200ng of DNA sheared by sonication to approximately 
100–400 bp before end-repair, dA addition and ligation 
of indexed, Illumina sequencing adaptors. Enrichment 
of target sequences (all coding exons of 182 or 236 
cancer-related genes and selected introns from 28 genes 
recurrently rearranged in cancer) was achieved by 
solution-based hybrid capture with custom biotinylated 
oligonucleotide baits. Enriched libraries were sequenced 
to an average median depth of > 500X with 99% of bases 
covered > 100X (Illumina HiSeq 2000 platform using 
49 × 49 paired-end reads) and mapped to the reference 
human genome (hg19) using the Burrows-Wheeler 
Aligner and the publicly available SAMtools, Picard, 
and Genome Analysis Toolkit. Point mutations were 
identified by a Bayesian algorithm; short insertions and 
deletions, determined by local assembly; gene copy 
number alterations (amplifications), by comparison to 
process matched normal controls; and gene fusions/
rearrangements, by clustering chimeric reads mapped 
to targeted introns. Genes were considered amplified if 
at eight-fold copy number except for ERBB2, which is 
amplified at seven-fold copy number.
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Molecular profiles and definitions

If two or more patients had involvement of the same 
altered genes, but the exact locus in the genes differed, 
they were considered identical at the gene, but not at 
the molecular level (termed genomic but not molecular 
twins). Tumors were defined as having a unique molecular 
and genomic portfolio if they were non-identical in both 
their molecular and their genomic abnormalities (termed 
molecularly unique).

CONFLICTS OF INTEREST

The authors declare no conflicts of interest.

FINANCIAL SUPPORT

Funded in part by the Joan and Irwin Jacobs Fund

REFERENCES

1. Schwaederle M, Parker BA, Schwab RB, Fanta PT, 
Boles SG, Daniels GA, et al. Molecular Tumor Board: The 
University of California San Diego Moores Cancer Center 
Experience. The Oncologist. 2014; Jun 1;19:631–6.

2. Schwaederle Maria, Zhao Melissa, Lee J. Jack, Eggermont 
Alexander M, Schilsky Richard L, Mendelsohn John, 
et al. Impact of Precision Medicine in Diverse Cancers: a 
 Meta-Analysis of 32,149 Patients in Phase II Clinical Trials. 
J Oncol Pract. In Press.

3. Druker BJ, Guilhot F, O’Brien SG, Gathmann I, 
Kantarjian H, Gattermann N, et al. Five-year follow-up 
of patients receiving imatinib for chronic myeloid leukemia. 
N Engl J Med. 2006; 355:2408–17.

4. Slamon DJ, Leyland-Jones B, Shak S, Fuchs H, Paton V, 
Bajamonde A, et al. Use of Chemotherapy plus a 
Monoclonal Antibody against HER2 for Metastatic Breast 
Cancer That Overexpresses HER2. N Engl J Med. 2001; 
344:783–92.

5. Rosell R, Carcereny E, Gervais R, Vergnenegre A, 
Massuti B, Felip E, et al. Erlotinib versus standard chemo-
therapy as first-line treatment for European patients with 
advanced EGFR mutation-positive non-small-cell lung 
cancer (EURTAC): a multicentre, open-label, randomised 
phase 3 trial. Lancet Oncol. 2012; 13:239–46.

6. Chapman PB, Hauschild A, Robert C, Haanen JB, 
Ascierto P, Larkin J, et al. Improved survival with 
 vemurafenib in melanoma with BRAF V600E mutation. N 
Engl J Med. 2011; 364:2507–16.

7. Falchook GS, Long GV, Kurzrock R, Kim KB, 
Arkenau TH, Brown MP, et al. Dabrafenib in patients with 
melanoma, untreated brain metastases, and other solid 
tumours: a phase 1 dose-escalation trial. The Lancet. 2012; 
379:1893–901.

8. Gautschi O, Pauli C, Strobel K, Hirschmann A, Printzen G, 
Aebi S, et al. A patient with BRAF V600E lung adenocar-
cinoma responding to vemurafenib. J Thorac Oncol. 2012; 
7:e23–4.

9. Rosove MH, Peddi PF, Glaspy JA. BRAF V600E inhibition 
in anaplastic thyroid cancer. N Engl J Med. 2013; 368:684–5.

10. Munoz J, Schlette E, Kurzrock R. Rapid Response to 
Vemurafenib in a Heavily Pretreated Patient With Hairy 
Cell Leukemia and a BRAF Mutation. J Clin Oncol. 2013; 
Jul 10;31:e351–2.

11. Janku F, Tsimberidou AM, Garrido-Laguna I, Wang X, 
Luthra R, Hong DS, et al. PIK3CA Mutations in Patients 
with Advanced Cancers Treated with PI3K/AKT/
mTOR Axis Inhibitors. Mol Cancer Ther. 2011; Mar 
1;10:558–65.

12. Tsimberidou AM, Iskander NG, Hong DS, Wheler JJ, 
Falchook GS, Fu S, et al. Personalized Medicine in a Phase 
I Clinical Trials Program: The MD Anderson Cancer Center 
Initiative. Clin Cancer Res. 2012; Sep 10;.

13. Pao W, Miller V, Zakowski M, Doherty J, Politi K, 
Sarkaria I, et al. EGF receptor gene mutations are common 
in lung cancers from “never smokers” and are associated 
with sensitivity of tumors to gefitinib and erlotinib. Proc 
Natl Acad Sci U S A. 2004; 101:13306–11.

14. Pao W, Miller VA, Politi KA, Riely GJ, Somwar R, 
Zakowski MF, et al. Acquired resistance of lung 
 adenocarcinomas to gefitinib or erlotinib is associated with 
a second mutation in the EGFR kinase domain. PLoS Med. 
2005; 2:e73.

15. Tsigelny IF, Wheler JJ, Greenberg JP, Kouznetsova VL, 
Stewart DJ, Bazhenova L, et al. Molecular determinants of 
drug-specific sensitivity for epidermal growth factor recep-
tor (EGFR) exon 19 and 20 mutants in non-small cell lung 
cancer. Oncotarget. 2015; Mar 6:6029–39.

16. Heinrich MC, Corless CL, Demetri GD, Blanke CD, von 
Mehren M, Joensuu H, et al. Kinase mutations and imatinib 
response in patients with metastatic gastrointestinal stromal 
tumor. J Clin Oncol. 2003; 21:4342–9.

17. FoundationOne. Technical Specifications[Internet]. 
Available from http://foundationone.com/ONE-I-001- 
20140804_(nobleed)TechnicalSpecs.pdf?__hstc=197910000.
ca54bd200688390fb3cfffed497960ad. 1401198872498.1424
969165476.1425398096247.21&__hssc=197910000.3.14253
98096247&__hsfp=3761051387.

18. Mardis ER. A decade’s perspective on DNA sequencing 
technology. Nature. 2011; 470:198–203.

19. Gerlinger M, Rowan AJ, Horswell S, Larkin J, 
Endesfelder D, Gronroos E, et al. Intratumor heterogeneity 
and branched evolution revealed by multiregion sequenc-
ing. N Engl J Med. 2012; 366:883–92.

20. The Cancer Genome Atlas Research Network Weinstein JN, 
Collisson EA, Mills GB, Shaw KRM, Ozenberger BA, et al. 
The Cancer Genome Atlas Pan-Cancer analysis project. Nat 
Genet. 2013; Oct 45:1113–20.



Oncotarget32609www.impactjournals.com/oncotarget

21. Scagliotti GV, Parikh P, von Pawel J, Biesma B, 
Vansteenkiste J, Manegold C, et al. Phase III study compar-
ing cisplatin plus gemcitabine with cisplatin plus pemetrexed 
in chemotherapy-naive patients with advanced-stage non-
small-cell lung cancer. J Clin Oncol 2008; Jul 26:3543–51.

22. Shaw AT, Kim D-W, Mehra R, Tan DSW, Felip E, Chow 
LQM, et al. Ceritinib in ALK-Rearranged Non-Small-Cell 
Lung Cancer. N Engl J Med. 2014; Mar 26;370:1189–97.

23. Kurzrock R, Giles FJ. Precision Oncology for Patients 
with Advanced Cancer: The Challenges of Malignant 
Snowflakes. Cell Cycle. 2015; Jun 1.

24. Wheler J, Yelensky R, Falchook G, Kim KB, Hwu P, 
Tsimberidou AM, et al. Next generation sequencing of excep-
tional responders with BRAF-mutant melanoma: implications 
for sensitivity and resistance. BMC Cancer. 2015; 15:61.

25. Snyder A, Makarov V, Merghoub T, Yuan J, Zaretsky JM, 
Desrichard A, et al. Genetic Basis for Clinical Response to 
CTLA-4 Blockade in Melanoma. N Engl J Med. 2014; Nov 
19;371:2189–99.

26. NCI Match IonTorrent PGM [Internet]. . http://dctd.cancer.
gov/MajorInitiatives/NCI-sponsored_trials_in_precision_
medicine.htm#h02.

27. Westin JR, Kurzrock R. It’s About Time: Lessons for Solid 
Tumors from Chronic Myelogenous Leukemia Therapy. 
Mol Cancer Ther. 2012; Dec 1;11:2549–55.

28. Hoadley KA, Yau C, Wolf DM, Cherniack AD, 
Tamborero D, Ng S, et al. Multiplatform Analysis of 12 
Cancer Types Reveals Molecular Classification within and 
across Tissues of Origin. Cell. 2014; Aug 14;158:929–44.

29. Schwaederle M, Elkin SK, Tomson BN, Carter JL, 
Kurzrock R. Squamousness: Next-Generation Sequencing 
Reveals Shared Molecular Features Across Squamous 
Tumor Types. Cell Cycle. 2015; Jun 1.

30. Bang Y-J, Van Cutsem E, Feyereislova A, Chung HC, 
Shen L, Sawaki A, et al. Trastuzumab in combination with 
chemotherapy versus chemotherapy alone for treatment 
of HER2-positive advanced gastric or gastro-oesophageal 
junction cancer (ToGA): a phase 3, open-label, randomised 
controlled trial. The Lancet. 376:687–97.

31. Yan M, Schwaederle M, Arguello D, Millis SZ, Gatalica Z, 
Kurzrock R. HER2 expression status in diverse cancers: 
review of results from 37,992 patients. Cancer Metastasis 
Rev. 2015; 34:157–64.

32. Wheler J, Lee JJ, Kurzrock R. Unique Molecular 
Landscapes in Cancer: Implications for Individualized, 
Curated Drug Combinations. Cancer Res. 2014; Dec 
15;74:7181–4.

33. Wheler JJ, Parker BA, Lee JJ, Atkins JT, Janku F, 
Tsimberidou AM, et al. Unique molecular signatures as a hall-
mark of patients with metastatic breast cancer: Implications for 
current treatment paradigms. Oncotarget. 2014; 5.

34. Schwaederle M, Daniels GA, Piccioni DE, Fanta PT, 
Schwab RB, Shimabukuro KA, et al. On the Road 
to Precision Cancer Medicine: Analysis of Genomic 
Biomarker Actionability in 439 Patients. Mol Cancer Ther. 
2015; Jun 1;14:1488–94.

35. Johnson DB, Dahlman KH, Knol J, Gilbert J, Puzanov I, 
Means-Powell J, et al. Enabling a Genetically Informed 
Approach to Cancer Medicine: A Retrospective Evaluation 
of the Impact of Comprehensive Tumor Profiling Using a 
Targeted Next-Generation Sequencing Panel. The Oncologist. 
2014; Jun 1;19:616–22.

36. Le DT, Uram JN, Wang H, Bartlett BR, Kemberling H, 
Eyring AD, et al. PD-1 Blockade in Tumors with 
Mismatch-Repair Deficiency. N Engl J Med. 2015; May 
30;372:2509–20.

37. Alexandrov LB, Nik-Zainal S, Wedge DC, Aparicio 
SAJR, Behjati S, Biankin AV, et al. Signatures of muta-
tional processes in human cancer. Nature. 2013; Aug 
22;500:415–21.

38. Patel SP, Kurzrock R. PD-L1 Expression as a Predictive 
Biomarker in Cancer Immunotherapy. Mol Cancer Ther. 
2015; Apr 1;14:847–56.

39. Schwaederle M, Zhao M, Lee JJ, Eggermont AM, Schilsky RL, 
Mendelsohn J, et al. Impact of Precision Medicine in Diverse 
Cancers: A Meta-Analysis of Phase II Clinical Trials. Journal of 
Clinical Oncology. 2015; Available from: http://jco. ascopubs.
org/content/early/2015/08/21/JCO.2015.61.5997.abstract.




