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however, these associations are not well  
 established ( 2 , 3 , 6 , 9 , 11  –  13 ). The purpose of 
 this  study was to estimate the relative risks 
of non-melanoma cancers in family mem-
bers of  CDKN2A  mutation carriers. We 
then estimated the lifetime risk for non-
melanoma cancers in  CDKN2A  carriers by 
the kin-cohort method. 

 Probands for this study were recruited 
for the Genes Environment and Melanoma 
Study, a multicenter ,  international popu-
lation-based case  –  control study. The 
details of the Genes, Environment and 
Melanoma study have been previously 
published ( 17 ), and the lifetime risk of 
melanoma among  CDKN2A  carriers has 
been reported previously as well ( 18 , 19 ). 
Probands were incident melanoma 
patients with either fi rst or subsequent 
melanoma who were identifi ed in nine 
geographic regions in Australia, Canada, 
the United States, and Italy. 

 We sought to estimate the relative 
risks (RRs) for developing various can-
cers in family members of probands with 
known  CDKN2A  mutations by comparing 
the cancer incidence in  fi rst-degree rela-
tives ( FDRs )  of carriers with cancer inci-
dence in FDRs of noncarriers. Relative 
risks were calculated as the ratio of esti-
mated event rates (number of cancers/
total person-years) in FDRs of carriers 
vs noncarriers. Exact Clopper  –  Pearson-
type 95% confi dence intervals (CIs) for 
the relative risks and the corresponding 
Clopper  –  Pearson-type exact binomial test 
for ratios of two proportions with corre-
sponding two-sided  P  values were also cal-
culated. We then used the kin-cohort 
design ( 20  –  23 ) to estimate cancer risks in 
 CDKN2A  carriers. The kin-cohort method 
uses the disease status data in relatives and 
genotype data on the proband. The method 
permits estimation of the risk in carriers as 
a function of risks in relatives of carriers 
and relatives of noncarriers and makes 
standard Mendelian genetics assumptions 
on the genotype distribution of unobserved 
genotypes in FDRs conditional on the 
observed genotype status of the proband. 
Population-based sampling of probands 
provides an important advantage over prior 
study designs because it minimizes ascer-
tainment bias. 

          Germline  CDKN2A  mutations are associ-
ated with an increased risk of melanoma ( 1 ) 
and other cancers ( 2  –  14 ), although the risk 
for cancers other than melanoma are less 
well   quantified. Germline  CDKN2A  is very 
rare in the population with an estimated 
prevalence of 0.01% ( 15 ).  CDKN2A  muta-
tions have been found in 1.2% of patients 
with single primary melanoma, in 3.0% of 
patients with multiple primary melanomas, 
and in 10% – 25% of multiple-case mela-
noma families ( 16 ). 

 Pancreatic cancer is one of the most 
commonly reported non-melanoma can-
cers to be associated with germline 
 CDKN2A  mutations ( 4  –  8 , 10 ). Germline 
 CDKN2A  mutations have also been associ-
ated with an increased risk of other gastro-
intestinal cancers ( 4 , 8 ), even after excluding 
pancreatic cancer ( 5 ). Several reports sug-
gest that  CDKN2A  mutations may also be 
associated with an increased risk of breast 
cancer, lung cancer, childhood cancers, and 
squamous cancers of the head and neck; 
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  The purpose of this study was to quantify the risk of cancers other than melanoma 
among family members of  CDKN2A  mutation carriers using data from the Genes, 
Environment and Melanoma study. Relative risks (RRs) of all non-melanoma can-
cers among first-degree relatives (FDRs) of melanoma patients with  CDKN2A  muta-
tions (n = 65) and FDRs of melanoma patients without mutations (n = 3537) were 
calculated as the ratio of estimated event rates (number of cancers/total person-
years) in FDRs of carriers vs noncarriers with exact    Clopper – Pearson-type tests and 
95% confidence intervals (CIs). All statistical tests were two-sided. There were 56 
(13.1%) non-melanoma cancers reported among 429 FDRs of mutation carriers and 
2199 (9.4%) non-melanoma cancers in 23   452 FDRs of noncarriers. The FDRs of carriers 
had an increased risk of any cancer other than melanoma (56 cancers among 429 
FDRs of carrier probands vs 2199 cancers among 23   452 FDRs of noncarrier probands; 
RR = 1.5, 95% CI = 1.2 to 2.0,  P  = .005), gastrointestinal cancer (20 cancers among 429 
FDRs of carrier probands vs 506 cancers among 23   452 FDRs of noncarrier probands; 
RR = 2.4, 95% CI = 1.4 to 3.7,  P  = .001), and pancreatic cancer (five cancers among 429 
FDRs of carrier probands vs 41 cancers among 23   452 FDRs of noncarrier probands; 
RR = 7.4, 95% CI = 2.3 to 18.7,  P  = .002). Wilms tumor was reported in two FDRs of 
carrier probands and three FDRs of noncarrier probands (RR = 40.4, 95% CI = 3.4 to 
352.7,  P  = .005). The lifetime risk of any cancer other than melanoma among  CDKN2A  
mutation carriers was estimated as 59.0% by age 85 years (95% CI = 39.0% to 75.4%) 
by the kin-cohort method, under the standard assumptions of Mendelian genetics on 
the genotype distribution of FDRs conditional on proband genotype. 
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 To characterize the risk estimates ,  we 
compared the reported history of cancer 
among the set of 429  FDRs  identifi ed by 
the 65 probands who were determined to 
be carriers with the reported history among 
23   452  FDRs  identifi ed by 3537 probands 
who were not carriers. Total person-years 
in FDRs of carriers were 20   298 years and 
123   073 years for FDRs of noncarriers. 
There were 56 (13.1%) non-melanoma 
cancers reported among 429 FDRs of 
mutation carriers and 2199 (9.4%) non-
melanoma cancers in 23   452 FDRs of non-
carriers. Overall rate ratios for cancer 
incidence in FDRs of carriers was com-
pared with FDRs of noncarriers and corre-
sponding exact Clopper  –   Pearson- type tests 
and confi dence intervals were calculated    
(  http :// cran . r - project . org / web / packages / rater
atio . test / ). We used the marginal likelihood 

    CONTEXT AND CAVEATS  

  Prior knowledge 
 Germline  CDKN2A  mutations are associ-
ated with an increased risk of melanoma. 
The relationship between  CDKN2A  muta-
tions and the risk for non-melanoma cancers 
has not been well studied, in part ,  because 
these mutations are rare in the general 
population.  

  Study design 
 Data from family members of  CDKN2A  mu-
tation carriers were used to calculate the 
relative and lifetime risks of non-melanoma 
cancers.  

  Contribution 
 First-degree relatives of     CDKN2A  mutation 
carriers had an increased risk for all non-
melanoma cancers, gastrointestinal cancer, 
and colorectal cancer. These individuals also 
had an increased lifetime risk of developing 
any cancer, excluding melanoma, compared 
with first-degree relatives of noncarriers.  

  Implication 
 The increased risk of developing non-mela-
noma cancers among family members of 
 CDKN2A  mutation carriers may influence 
cancer screening and prevention for these 
individuals.  

  Limitation 
 The small number of cancers observed 
among the study participants should be 
considered when interpreting the findings. 

  From the Editors    
    

  Table 1  .    Number of different cancers among first-degree relatives (FDRs) of  CDKN2A  carriers 
(n = 65) and non-carriers (n = 3537) in the Genes, Environment and Melanoma Study *   

  Site No. of cancers RR (95% CI)  †   P   ‡    

  All non-melanoma cancer    
     FDRs of carriers 56 1.5 (1.2 to 2.0) .003 
     FDRs of noncarriers 2199   
 All gastrointestinal cancer    
     FDRs of carriers 20 2.4 (1.4 to 3.7) <.001 
     FDRs of noncarriers 506   
 Colorectal cancer    
     FDRs of carriers 10 1.9 (0.9 to 3.4) .10 
     FDRs of noncarriers 328   
 Other sites §    
     Pancreas    
         FDRs of carriers 5 7.4 (2.3 to 18.7) .002 
         FDRs of noncarriers 41   
     Breast    
         FDRs of carriers 4 0.7 (0.2 to 1.8) .69 
         FDRs of noncarriers 339   
     Brain    
         FDRs of carriers 2 1.9 (0.2 to 7.1) .58 
         FDRs of noncarriers 64   
     Lung    
         FDRs of carriers 7 1.4 (0.6 to 3.0) .44 
         FDRs of noncarriers 293   
     Wilms tumor    
         FDRs of carriers 2 40.4 (3.4 to 352.7) .005 
         FDRs of noncarriers 3    

  *   A total of 3602 probands were included in the study. There were 429 FDRs of carriers and 23   452 FDRs 
of noncarriers included in the analysis. CI = confidence interval; RR = relative risk.  

   †    RRs were the ratio of estimated event rates (number of cancers/total person-years) in FDRs of carriers vs 
noncarriers. Exact Clopper  –  Pearson-type 95% CIs for the RRs were also calculated.  

   ‡    Two-sided  P  values were calculated by the Clopper  –  Pearson-type exact tests for ratios of binomial proportions.  

  §   Not all sites are reported in the table.   

approach proposed by Chatterjee  and 
Wacholder  ( 23 ) to estimate the penetrance 
of different cancers in  CDKN2A  carriers, 
accompanied by a bootstrap confi dence 
interval (we used R-package kin-cohort, 
  http :// cran . r - project . org / web / packages / kin .
 cohort / ). All statistical tests were two-sided. 
A  P  value of less than .05 was considered 
statistically signifi cant. 

  Table 1  shows a summary of cancers in 
FDRs by carrier and noncarrier status. The 
results indicate  that  FDRs of carriers of 
 CDKN2A  mutation were at an increased risk 
for all non-melanoma cancers (56 cancers 
among 429 FDRs of carrier probands vs 2199 
cancers among 23   452 FDRs of non-carrier 
probands, RR = 1.5, 95% CI = 1.2 to 2.0), 
 gastrointestinal  cancer (20 cancers among 
429 FDRs of carrier probands vs 506 cancers 
among 23   452 FDRs of noncarrier probands, 
RR = 2.4, 95% CI = 1.4 to 3.7), and colo-
rectal cancer (10 cancers among 429 FDRs 
of carrier probands vs 328 cancers among 
23   452 FDR of noncarrier probands, RR = 
1.9, 95% CI = 0.9 to 3.4). However, only 

the relative risks for all non-melanoma and 
 gastrointestinal  cancers are statistically 
signifi cant ( P  = .003 and  P  <   .001, respec-
tively). A sevenfold increased risk of pancre-
atic cancer in FDRs that was also statistically 
signifi cant was also observed ( fi ve  cancers 
among 429 FDRs of carrier probands vs 41 
cancers among 23   452 FDR of noncarrier 
probands, RR = 7.4, 95% CI = 2.3 to 18.7, 
 P  = .002). A statistically signifi cant increased 
risk for Wilms tumor in FDRs of carriers 
was observed ( P  = .005), although only two 
Wilms tumors were reported in FDRs of 
 CKDN2A  carrier probands and three in 
FDRs of noncarrier probands (RR = 40.4, 
95% CI = 3.4 to 352.7). Because the 
numbers are very small, these results should 
be interpreted with caution.     

 Age-specifi c cumulative risks from the 
kin-cohort analyses in  CDKN2A  carriers 
are presented in  Figure 1 . The risk differ-
ence in carriers and noncarriers is more 
pronounced in late age, greater than age 75 
years for most cancer types investigated. 
The lifetime risk of any cancer other than 
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  Figure 1  .    Age-specifi c cumulative risks for all non-melanoma cancers, all gastrointestinal (GI) cancers,  and  colorectal cancer in  CDKN2A  mutation 
carriers as obtained by a kin-cohort analysis. The  dashed line  represents the 95% bootstrap confi dence interval.     

melanoma among  CDKN2A  mutation car-
riers was estimated as 59.0% (95% CI = 
39.0% to 75.4%) by age 85 years. Additional 
descriptive statistics stratifi ed by site, 
analyses including extended relatives,  and 
 numerical results from the kin-cohort 
method corresponding to  Figure 1  are 
given in   Supplementary   Tables   1   –   3   (available 
online).     

 Our study supports the fi ndings of pre-
vious studies that have shown an increased 
risk for cancers other than melanoma in 
 CDKN2A  carriers and offer more precise 
less biased estimates of risk. Previous 
reports have noted an increased risk for 
gastrointestinal cancers, particularly pan-
creatic cancer ( 8 ). Our study observed 
comparable increased risks for these can-
cers with the advantage of population-
based sampling. Contrary to two published 
reports of an increased risk of breast cancer 
among  CDKN2A  mutation carriers, we 
observed  that  no increased risk though the 
sample sizes are limited ( 7 , 9 ). An unexpected 
fi nding from our study was an increased 
risk for Wilms tumor. This particular 
fi nding has not been previously reported 
and may warrant further investigation, espe-
cially in light of two recent studies  that 
 reported an increased risk for development 
of childhood cancers ( 11 , 13 ). 

 One recent study examined the risk of 
cancer for sites other than melanoma in 
 p16-Leiden  mutation carriers and found 

statistically signifi cantly increased risks of 
digestive, eye/brain, female genital, lip/
mouth/pharynx, pancreatic, respiratory, 
and non-melanoma skin cancers in known 
carriers ( 24 ). This study reported relative 
risks of 4.2 (95% CI = 2.9 to 5.9) for can-
cers other than melanoma and 3.7 (95% CI 
= 1.4 to 8.1) for digestive system cancers for 
mutation carriers, results comparable to 
those we obtained by the kin-cohort method. 
Another recent kin-cohort study ( 25 ) 
reported penetrance of pancreatic cancer in 
 CDKN2A  carriers by age 80 years to be 
57.6% (95% CI = 7.8% to 85.6%) with a 
relative risk estimate substantially higher 
compared with that reported in our study. 

 The principal limitation of the Genes, 
Environment and Melanoma study data is 
that  probands ’   reports of cancer history in 
relatives are prone to error without addi-
tional validation ( 26 , 27 ). This error, how-
ever, is likely to be non-differential because 
the probands all had melanoma and did not 
know their genotype at the time at which 
they were asked about their family history 
of cancer and is thus likely to lead to bias 
toward the null in the risk estimates. The 
comparatively small numbers of cancers in 
 CDNK2A  mutation  carriers’  families also 
limit our fi ndings. 

 Any analysis of the impact of a single 
gene relies on the assumption that if other 
unknown genes infl uence risk, then their 
effects are equivalent the two groups being 

compared (eg, carriers vs noncarriers of the 
gene under investigation). The infl uence of 
other risk genes can result in extrafamilial 
variation, and the marginal likelihood 
method we used accounts for such residual 
familial correlation after controlling for 
 CDKN2A  status. 

 Our study provides further evidence 
that  CDKN2A  mutations are associated 
with increased risk for several cancers other 
than melanoma. These results have impli-
cations for family members of  CDKN2A  
mutation carriers, even in the absence of 
genetic testing, as they may infl uence 
decisions and behaviors regarding screening 
and preventative measures to be under-
taken or encouraged by physicians. 

     References 

    1.      Hussussian     CJ   ,    Struewing     JP   ,    Goldstein     AM   , 
et al     .   Germline p16 mutations in familial mel-
anoma  .   Nat Genet.   1994  ;  8  (  1  ):  15   –   21    . 

    2.      Debniak     T   ,    Scott     RJ   ,    Huzarski     T   , et al     . 
  CDKN2A common variant and multi-organ 
cancer risk — a population-based study  .   Int J 
Cancer.   2006  ;  118  (  12  ):  3180   –   3182    . 

    3.      Oldenburg     RA   ,    de Vos tot Nederveen Cappel   
  WH   ,    van Puijenbroek     M   , et al     .   Extending the 
p16-Leiden tumour spectrum by respiratory 
tract tumours  .   J Med Genet.   2004  ;  41  (  3  ):  e31    . 

    4.      Goldstein     AM   ,    Fraser     MC   ,    Struewing     JP   , 
et al     .   Increased risk of pancreatic cancer in 
melanoma-prone kindreds with p16INK4 muta-
tions  .   N Engl J Med.   1995  ;  333  (  15  ):  970   –   974    . 

    5.      Hille     ET   ,    van Duijn     E   ,    Gruis     NA   ,    Rosendaal   
  FR   ,    Bergman     W   ,    Vandenbroucke     JP    .   Excess 



956  Brief Communication  |  JNCI Vol. 104, Issue 12  |  June 20, 20124 Brief Communication | JNCI Vol. 104, Issue 12  |   June 20, 2012

cancer mortality in six Dutch pedigrees with 
the familial atypical multiple mole-melanoma 
syndrome from 1830 to 1994  .   J Invest 
Dermatol.   1998  ;  110  (  5  ):  788   –   792    . 

    6.      Vasen     HF   ,    Gruis     NA   ,    Frants     RR   ,    van Der 
Velden     PA   ,    Hille     ET   ,    Bergman     W    .   Risk of 
developing pancreatic cancer in families with 
familial atypical multiple mole melanoma 
associated with a specifi c 19 deletion of p16 
(p16-Leiden)  .   Int J Cancer.   2000  ;  87  (  6  ):  809   –   811    . 

    7.      Borg     A   ,    Sandberg     T   ,    Nilsson     K   , et al     .   High 
frequency of multiple melanomas and breast 
and pancreas carcinomas in CDKN2A muta-
tion-positive melanoma families  .   J Natl Cancer 
Inst.   2000  ;  92  (  15  ):  1260   –   1266    . 

    8.      Goldstein     AM   ,    Struewing     JP   ,    Fraser     MC   , 
   Smith     MW   ,    Tucker     MA    .   Prospective risk 
of cancer in CDKN2A germline mutation 
carriers  .   J Med Genet.   2004  ;  41  (  6  ):  421   –   424    . 

    9.      Debniak     T   ,    Gorski     B   ,    Huzarski     T   , et al     .   A 
common variant of CDKN2A (p16) predisposes 
to breast cancer  .   J Med Genet.   2005  ;  42  (  10  ):  
763   –   765    . 

    10.      Goldstein     AM   ,    Chan     M   ,    Harland     M   , et al     . 
  High-risk melanoma susceptibility genes and 
pancreatic cancer, neural system tumors, and 
uveal melanoma across GenoMEL  .   Cancer 
Res.   2006  ;  66  (  20  ):  9818   –   9828    . 

    11.      Magnusson     S   ,    Borg     A   ,    Kristoffersson     U   , 
   Nilbert     M   ,    Wiebe     T   ,    Olsson     H    .   Higher occur-
rence of childhood cancer in families with germ-
line mutations in BRCA2, MMR and CDKN2A 
genes  .   Fam Cancer.   2008  ;  7  (  4  ):  331   –   337    . 

    12.      Vinarsky     V   ,    Fine     RL   ,    Assaad     A   , et al     .   
Head and neck squamous cell carcinoma in 
FAMMM syndrome  .   Head Neck.   2009  ;  31  (  11  ):  
1524   –   1527    . 

    13.      Sherborne     AL   ,    Hosking     FJ   ,    Prasad     RB   , et al     . 
  Variation in CDKN2A at 9p21.3 infl uences 
childhood acute lymphoblastic leukemia risk  . 
  Nat Genet.   2010  ;  42  (  6  ):  492   –   494    . 

    14.      Cust     AE   ,    Harland     M   ,    Makalic     E   , et al     . 
  Melanoma risk for CDKN2A mutation car-
riers who are relatives of population-based 
case carriers in Australia and the UK.  .   J Med 
Genet.   2011  ;  48  (  4  ):  266   –   272    . 

    15.      Begg     CB   ,    Berwick     M    .   A note on the estimation 
of relative risks of rare genetic susceptibility 
markers  .   Cancer Epidemiol Biomarkers Prev. 
  1997  ;  6  (  2  ):  99   –   103    . 

    16.      Goldstein     AM   ,    Struewing     JP   ,    Chidambaram   
  A   ,    Fraser     MC   ,    Tucker     MA    .   Genotype-
phenotype relationships in U.S. melanoma-
prone families with CDKN2A and CDK4 
mutations  .   J Natl Cancer Inst.   2000  ;  92  (  12  ):  
1006   –   1010    . 

    17.      Begg     CB   ,    Hummer     AJ   ,    Mujumdar     U   , et al     .   A 
design for cancer case-control studies using 
only incident cases: experience with the GEM 
study of melanoma  .   Int J Epidemiol.   2006  ;  35  (  3  ):  
756   –   764    . 

    18.      Berwick     M   ,    Orlow     I   ,    Hummer     AJ   , et al     .   The 
prevalence of CDKN2A germ-line mutations 
and relative risk for cutaneous malignant 
melanoma: an international population-based 
study  .   Cancer Epidemiol Biomarkers Prev. 
  2006  ;  15  (  8  ):  1520   –   1525    . 

    19.      Begg     CB   ,    Orlow     I   ,    Hummer     AJ   , et al     .   Lifetime 
risk of melanoma in CDKN2A mutation 
carriers in a population-based sample  .   J Natl 
Cancer Inst.   2005  ;  97  (  20  ):  1507   –   1515    . 

    20.      Wacholder     S   ,    Hartge     P   ,    Struewing     JP   , et al     . 
  The kin-cohort study for estimating penetrance  . 
  Am J Epidemiol.   1998  ;  148  (  7  ):  623   –   630    . 

    21.      Gail     MH   ,    Pee     D   ,    Carroll     R    .   Kin-cohort 
designs for gene characterization  .   J Natl Cancer 
Inst Monogr.   1999  ;(  26  ):  55   –   60    . 

    22.      Moore     DF   ,    Chatterjee     N   ,    Pee     D   ,    Gail     MH    . 
  Pseudo-likelihood estimates of the cumulative 
risk of an autosomal dominant disease from a 
kin-cohort study  .   Genet Epidemiol.   2001  ;  20  (  2  ):  
210   –   227    . 

    23.      Chatterjee     N   ,    Wacholder     S    .   A marginal like-
lihood approach for estimating penetrance from 
kin-cohort designs  .   Biometrics.   2001  ;  57  (  1  ):  
245   –   252    . 

    24.      de Snoo     FA   ,    Bishop     DT   ,    Bergman     W   , 
et al     .   Increased risk of cancer other than 
melanoma in CDKN2A founder mutation 
(p16-Leiden)-positive melanoma families  . 
  Clin Cancer Res.   2008  ;  14  (  21  ):  7151   –   7157    . 

    25.      McWilliams     RR   ,    Wieben     ED   ,    Rabe     KR   , et al     . 
  Prevalence of CDKN2A mutations in pancre-
atic cancer patients: implications for genetic 
counseling  .   Eur J Hum Genet.   2011  ;  19  (  4  )  :
  472   –   478       . 

    26.      Cust     AE   ,    Schmid     H   ,    Maskiell     JA   , et al     . 
  Population-based, case-control-family design 
to investigate genetic and environmental 
infl uences on melanoma risk: Australian 

Melanoma Family Study  .   Am J Epidemiol. 
  2009  ;  170  (  12  ):  1541   –   1554    . 

    27.      Ziogas     A   ,    Anton-Culver     H    .   Validation of 
family history data in cancer family registries  . 
  Am J Prev Med.   2003  ;  24  (  2  ):  190   –   198    .  

  Funding 
 The research was supported by grants from the 
 National Cancer Institute  and  National Institutes 
of Health  ( CA83180  to MB,  CA98018  to MB 
and SBG,  CA046592  to SBG,  CA014089  to SBG, 
 CA131010  to CBB, and  CA156608  to BM).  

  Notes  
   The funders did not have a role in the study 
design; data collection, analysis, or interpretation; 
the writing of the brief communication; or the 
decision to submit the brief communication for 
publication.    

  Affiliations of authors:  Department of 
Biostatistics (BM), Department of Epidemiology 
(SBG), Department of Internal Medicine (JODL, 
LR, JE), and Department of Human Genetics, 
University of Michigan, Ann Arbor, MI; 
University of Arizona Comprehensive Cancer 
Center, Tucson, AZ (JJ); Department of 
Epidemiology and Biostatistics, Memorial 
Sloan-Kettering Cancer Center New York, NY 
(CBB, IO); Department of Epidemiology, 
University of New Mexico, Albuquerque, NM 
(MB); Sydney School of Public Health D02, 
University of Sydney, Sydney, New South 
Wales, Australia (BKA, AK); Department of 
Epidemiology, Cancer Care Ontario, Toronto, 
ON, Canada (LDM); Department of Epidemiology, 
School of Public Health and Lineberger 
Comprehensive Cancer Center, University of 
North Carolina School of Medicine, Chapel 
Hill, NC (RCM); Department of Epidemiology, 
University of California Irvine, Irvine, CA 
(HAC); Piedmont Cancer Registry, Centre for 
Epidemiology and Prevention in Oncology in 
Piedmont, Turin, Italy (SR, RZ); Department of 
Epidemiology, University of Pennsylvania, 
Philadelphia, PA (PAK); Department of 
Dermatopathology, Women’s College 
Hospital, Toronto, ON, Canada (LF), University 
of Southern California Norris Comprehensive 
Cancer Center, Los Angeles, CA (SBG) .  




