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INTRODUCTION
Breast carcinoma is the most common malignant tumour and the 
leading cause of cancer deaths in women. In India the incidence 
of breast cancer is rapidly rising, amounting to 25%-33% of all 
cancers in women [1]. Breast carcinomas are a heterogeneous 
group of tumours with diverse behaviour, outcome and response to 
therapeutic agents [2]. Prognostic significance of breast carcinoma 
is no longer based on morphology alone. Modern day approach to 
cancer treatment involves identification of specific biomarkers on 
the tumour cells against which targeted therapy can be directed. 
ER, PR and Her2/neu markers are routinely evaluated in breast 
carcinoma. ER positive tumours are treated with anti-estrogen 
therapy (tamoxifan) and Her2 monoclonal antibody (trastuzumab) 
is effective in Her2 positive cases [3]. These markers are routinely 
evaluated by Immunohistochemistry (IHC) on whole sections. 

While traditional techniques require processing and staining of several 
slides manually, TMA allows study of several cases by staining a 
single master slide. It saves time and cost of reagent used. It has the 
added advantage that all sections are processed at one time using 
identical conditions [4]. One of the major concerns regarding TMA is 
the small core size of tumour tissue and whether it is representative 
of the whole tumour. This study was hence conducted to determine 
if IHC results on TMA sections were comparable to standard whole 
sections. 

MATERIALS AND METHODS
This prospective study was conducted from January 2013 to 
December 2014 on 53 cases of breast carcinoma received in 
the Department of Pathology, Kempegowda Institute of Medical 
Sciences, Bengaluru, Karnataka, India. Demographic data was 

collected from the case files. The specimens were received in 10% 
formalin and fixed for 12-24 hours. Ethical clearance was obtained 
from the institute.

Routine bits were given along with a separate bit for IHC and TMA 
studies. Sections stained with H&E were studied for histopathological 
type, grade of tumour and lymph node involvement.

Immunohistochemistry: Almost 5 mm sections were cut on 
polylysine coated slides. Antigen retrieval for ER and PR was done 
using pressure cooker method in EDTA buffer (pH 9). Heat method 
was used to retrieve Her2/neu antigen using citrate buffer (pH 6). 
Sections were then soaked in peroxide block (1%) for 10 minutes. 
Monoclonal antibodies of ER, PR and Her2/neu {ER alpha, Clone 
EP1 (Monoclonal, DAKO), PR, Clone PgR 636 (Monoclonal, DAKO) 
and Her2/neu antibody (Polyclonal, DAKO)} were applied for 30 
minutes followed by secondary antibody (HRPO IHC detection 
system- DAKO) for 30 minutes in a humidified chamber. Sections 
were then treated with 3,3'-Diaminobenzidine (DAB) chromogen for 
10 minute. The sections were washed in distilled water and counter-
stained with Harri’s haematoxylin, dehydrated using alcohol, cleared 
and mounted. ER and PR scoring was done using quick scoring 
and Her2/neu scoring was done as per guidelines of CAP/ASCO 
[5,6].

Construction of TMA: H&E sections were assessed and an 
appropriate area of tumour was marked on the corresponding 
paraffin block. Care was taken not to include areas of fibrosis, 
adipose tissue or necrosis [Table/Fig-1a]. A grid indicating the 
location of each case on the microarray block was prepared. Using 
a tissue microarrayer (quick Ray manual tissue microarrayer- Ultima 
Co. Korea) with a 2 mm diameter, a core was punched from the 
marked area on the block and transferred to premade recipient 
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ABSTRACT
Introduction: Estrogen Receptor (ER), Progesterone Receptor 
(PR) and Her2/neu are routinely studied markers for breast 
carcinoma. Analysis of these biomarkers is traditionally done by 
Immunohistochemistry (IHC) on whole sections. These markers 
can also be studied on Tissue Microarray (TMA) sections. Tissue 
microarray is a technique where core samples from different 
paraffin blocks are arrayed on a single recipient block which can 
then be cut to yield a single section with multiple cores in it.

Aim: To compare ER, PR and Her2/neu on TMA sections with 
whole sections and to determine the concordance of results 
between the two methods.

Materials and Methods: A TMA block was constructed by 
punching out 2 mm cores from appropriately marked paraffin 
blocks of 53 breast carcinoma cases and embedding them in 
the recipient block. Immunostaining of TMA sections and whole 
sections were performed for ER, PR and Her2/neu and the results 
were compared.

Statistical analysis was done using chi square test/Fisher-
Exact test. Kappa co-efficient, Jaccard Index and G-Index were 
computed. 

Results: Infiltrating Ductal Carcinoma-No Special Type (IDC-
NST) was the predominant type of carcinoma and most of the 
tumours were of Grade II and III. Majority, 38/53 (71.7%) were 
ER/PR positive and Her2 negative and 9/53 (17%) cases were 
triple negative. Good concordance between whole sections 
and TMA sections were noted with kappa value for ER, PR and 
Her2/neu being 0.671, 0.754, 1.000 respectively which was 
statistically significant.

Conclusion: Immunostaining for ER, PR and Her2/neu done 
on TMA section using single 2 mm core were comparable with 
conventional whole section scores. Thus, TMA is a reliable 
method for evaluating these biomarkers with the advantage of 
being time and cost effective.
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[Table/Fig-3]: a) TMA sections showing ER positive (x100); b) ER positivity of 
score 7 (x400).

38 out of 53 cases (71.7%) were ER/PR positive and Her2/neu 
negative. Nine of 53 cases (17%) were triple negative. All three 
markers were positive in cases 4 (7.5%) and cases 2 (3.8%) were 
Her2/neu positive and ER/PR negative.

Comparison of ER on whole section and TMA sections: Of 53 
cores 47 were available for ER study in the TMA slide as six cores 
were lost during IHC staining procedure. In these 47 cases, 42 were 
positive for ER on whole section (89.4%) and 32 were positive on 
TMA sections (68.1%) [Table/Fig-3a,b].

Ten out of 47 cases showed discrepancy between whole section 
and TMA sections. All 10 cases were positive on whole section and 
negative on TMA.

[Table/Fig-1]: a) Marked slide and block. b) Completed tissue microarray block; c) 
Slides of H&E, ER, PR and Her2/neu.

paraffin block (UB06-2, 6X10=60 cores). After all the sample cores 
were embedded, the recipient block (TMA block) was kept in the 
incubator at 60 degree for an hour to allow the samples to merge 
into the block [Table/Fig-1b]. Sections were cut and taken on regular 
slides for H&E staining and on polylysine slides for IHC staining. 
The TMA sections were stained for ER, PR and Her2/neu using the 
same setup as used for staining whole sections [Table/Fig-1c].

STATISTICAL ANALYSIS
The statistical software namely SAS 9.2, SPSS 15.0, Stata 10.1, 
MedCalc9.0.1, Systat 12.0 and R environment version.2.11.1 
were used for the analysis of the data. Chi-square/ Fisher-Exact 
test has been used to find the significance of study parameters on 
categorical scale between two or more groups. Kappa co-efficient, 
Jaccard Index and G-Index were computed. 

[Table/Fig-2]: Histopathological parameters.

RESULTS
A total of the 53 cases studied showed that the age ranged from 
28-80 years and the mean age±SD was 52.30±12.94 years. Most 
cases (26.4%) belonged to age group of 41-60 years. Modified 
Radical Mastectomy (MRM) was done in 49 cases (92.5%) and wide 
excision was done in four cases (7.5%). The tumour size varied from 
1.5 cm to 9 cm. In most of the cases (73.6%) the size was 2-5 cm.

The predominant histological subtype of carcinoma was IDC-
NST {49 cases (92.4%)}. There was one case each of mucinous, 
apocrine, medullary and metaplastic carcinoma. IDC-NST was 
graded by using Modified Bloom Richardson’s grading. Grade II 
tumours (49%) predominated closely followed by Grade III tumours 
(44.9%).

Lymph nodes were available for study in 49 cases out of 53 as 
radical mastectomies were done in these cases. Total of 27 out of 
the 49 cases (55.1%) showed tumour deposits [Table/Fig-2].

IHC was done for ER, PR and Her2/neu on whole sections for all 
53 cases. Molecular subtyping of the tumours was done. Total of 

Parameters

age in years no. of cases (n=53) %

<30 2 3.8

31-40 11 20.8

41-50 13 24.5

51-60 14 26.4

61-70 8 15.1

71-80 5 9.4

Size in cm no. of cases (n=53) %

<2.0 2 3.8

2.0-5.0 39 73.6

>5.0 12 22.6

histopathological type no. of cases (n=53) %

Infiltrating Ductal Carcinoma
 No Special Type

49 92.4

Mucinous carcinoma 1 1.9

Apocrine carcinoma 1 1.9

Medullary carcinoma 1 1.9

Metaplastic carcinoma 1 1.9

histopathological grade no. of cases (n=49) %

Grade I 3 6.1

Grade II 24 49

Grade III 22 44.9

Lymph node status No. of cases (n=49) %

Positive 27 55.1

Negative 22 44.9

IHC SUBTYPE No. of cases (n=53) %

ER/PR+HER2- 38 71.70%

ER/PR+HER2+ 4 7.50%

ER/PR-HER2+ 2 3.80%

ER/PR-HER2- 9 17.00%
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Comparison of PR on whole section and TMA sections: Of 
53 cores 48 were available for PR in the TMA slide for evaluation 
as five cores were lost during IHC staining. Of these 48 cases, 39 
were positive for PR on whole section (81.2%) and 32 were positive 
on TMA sections (66.7%) [Table/Fig-4a,b]. A total of 5/48 cases 
showed discrepancy between whole section and TMA sections. 
All the five cases were positive on whole section and negative on 
TMA.

Comparison of Her2/neu on whole section and TMA sections: 
Total of 50 cores were available for Her2/neu in the TMA slide for 
evaluation as three cores were lost during IHC staining. Her2/neu 
was positive in six cases on both whole sections and TMA sections 
[Table/Fig-5a,b].

Comparison of TMA and whole sections: Good concordance 
rate was observed between TMA sections and whole sections. 
Concordance rate was 76.2% for ER, 82.1% for PR and 100% for 
Her2/neu which was statistically significant (p value<0.001). Kappa 
value was 0.671 for ER, 0.754 for PR and 1.000 for Her2/Neu 
[Table/Fig-6].

DISCUSSION
Breast carcinoma is the most common cancer in women worldwide 
[1]. Prognosis of this disease depends on various factors such as 
histological type, grade, size of tumour, lymph node metastasis 
and hormone status of the tumour [3]. ER, PR and Her2/neu are 
biomarkers recommended by American Society of Clinical Oncology 
(ASCO) [5,6]. Immunohistochemical classification of tumours plays 
a key role in deciding the treatment modality. ER and PR are 
important predictors of response to hormone therapy while Her2/
neu overexpression is associated with poor prognosis [3]. These 
markers are routinely evaluated by IHC on whole sections. TMA is 
an innovative method of analysing these markers. It allows hundreds 
of cases to be evaluated in shorter period of time, while providing 
uniform staining of the slide. In the present study, IHC analysis for 53 
breast carcinoma cases could be performed using a single slide for 
each of the biomarkers thereby saving time and cost of reagents.

Most of the cases belonged to age group of 41-60 years similar to 
studies conducted by Nikhra P et al., [7]. Majority of the tumours 
were Grade II and Grade III tumours, in contrast to studies conducted 
in Western population by Rakha EA et al., which showed a greater 
incidence of Grade I tumour due to early detection by screening 
programs like mammography and better awareness about the disease 
[8]. Most of the IDC-NST {37/53(69.8%)} were ER/PR positive and 
Her2/neu negative, similar to studies conducted by Ontilo AA et al., 
[9]. The medullary, apocrine and metaplastic carcinomas were triple 
negative. IHC subtyping of the tumours showed predominance of 
ER/PR positive and Her2/neu negative pattern {38/53(71.7%)}. Nine 
out of 53 (17%) cases were triple negative, 7.5% of the cases were 
positive for all three markers and 3.8% were ER/PR negative and 
Her2/neu positive which were comparable with studies conducted 
by Ontilo AA and Mohammadian K et al., [9,10].

TMA is a revolutionary technique for analysing different biomarkers.

Battifora H et al., in 1986 put together a number of tissues from 
different organs, in the same block to create a ‘sausage’ block, 
and assessed the antigen/protein distribution in the tissue [11]. 
In 1998, Kononen J et al., and collegues invented a mechanism 
for examining several histologic sections at one time by creating 
an array in a paraffin block [12]. These TMA were assembled by 
extracting small cylindrical cores from standard formalin fixed 
paraffin embedded tissue and embedding them within a recipient 
paraffin block [13,14]. TMA allows large number of samples can be 
processed at a time, saving time and labour [15]. All samples can 
be processed at identical conditions and it also conserves tissue for 
archival studies [16,17].

One of the limitations of TMA is that it represents a fraction of the 
tissue and may not be representative of whole tissue. Most studies 
show that the discrepancy between whole section and TMA sections 
may be due to heterogenicity of tumour marker. Another drawback 
of TMA is loss of tissue cores and sampling of non representative 
areas. However these limitations can be overcome by taking more 
number of cores and taking cores from appropriate areas which 
contain good number of tumour cells [18,19].

The technical difficulties encountered during the procedure in this 
study were:

Few of the blocks cracked while punching a core and had to be •	
re-embedded in plastic cassettes. Using good quality wax and 
careful punching of cores could overcome this problem.

In some of the blocks the depth of tumour was inadequate. •	
Ideally a uniform depth of 2 mm should be present so that 
multiple sections can be taken. If tumour depth is not adequate 
then subsequent sections may not show the tumour.

Some slides showed only small area of tumour due to •	
surrounding fibrosis and extra care had to be taken to accurately 
mark the appropriate area on the paraffin block to avoid non 
representative sampling.

[Table/Fig-4]: a) TMA sections showing PR positive (x100); b) PR positivity of 
score 8 (x400).

[Table/Fig-5]:  a) TMA sections showing HER2 positive 3+ (x100); b) Uniform 
intense membrane staining >10% of tumour cells (x400).

 er Pr her2 p-value

Positive cases on whole section 42/47 39/48 6/50 <0.001**

Positive cases on microarray 
section

32/47 32/48 6/50 <0.001**

Positive microarray vs positive 
whole section

32/42 32/39 6/6 <0.001**

Concordance rate 76.20% 82.10% 100% -

Kappa 0.671 0.754 1 -

Jaccard Index 0.842 0.861 1 -

G-Index 0.745 0.792 1 -

[Table/Fig-6]: Comparison of ER, PR and HER2/neu on tissue microarray and 
whole sections. 
Abbreviation: ER- Estrogen receptor, PR- Progestrone receptor
+ Suggestive significance (p value: 0.05<p<0.10)
* Moderately significant (p value:0.01<p < 0.05)
** Strongly significant (p value: p<0.01)
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Concordance between whole sections and TMA sections were 
evaluated. Many studies have been conducted to validate the 
use of TMA for analysis of various markers [20-23] [Table/Fig-7]. 
Bhargava R et al., created a TMA from 114 breast carcinoma cases 
using four cores of 0.6 mm and reported good concordance [21]. 
In a study conducted by Selvarajan S et al., showed considerable 
agreement between Her2/neu overexpression on whole sections 
and TMA with kappa value of 0.724 [24]. Thomson TA et al., and 
Torhorst J et al., also found good correlation for ER, PR and Her2/
neu on whole sections and TMA sections [25,26]. Henriksen KL 
et al., did a semiquantitative scoring on the 55 breast carcinoma 
cases and noted that as many as 89.1% and 77.8% of ER and PR 
scores were within one score difference [22]. They also found that 
the best correspondence was for Her2/neu (93%). In the present 
study concordance between whole section and TMA sections were 
comparable to Alkushi A et al., and had significant kappa value of 
0.671 for ER, 0.754 for PR and 1.000 for Her2/neu [23]. However, 
few cases showed discrepancy between TMA and whole sections. 
This could be attributed to the smaller size of tissue examined as 
compared to whole sections. Also, ER, PR and Her2/neu are known 
to show some tumour heterogeneity [25]. This problem could be 
reduced by taking more number of cores or increasing the core 
size.

There is varied opinion among researchers about the adequate 
number of cores and the core size. Camp RL et al., studied 2-10 
microarray cores of 0.6 mm in 38 cases [16]. He concluded that 
analysis of two cores of TMA is comparable to whole section in 
more than 95% cases. Henriksen KL et al., also used single 2 mm 
cores similar to our study and found good concordance between 
whole sections and microarray sections [22]. Zhang D et al., found 
good concordance even on using single 0.6 mm core in his study 
[20]. In our study although a single core was used, the larger core 
size i.e., 2 mm size had adequate representative tumour and thus 
had significant kappa value. Two TMA slides were stained for each 
marker so that even if few cores floated on the first section, they 
could be retained on the second slide. This reduced the number of 
cores lost. We found that 6 (11.3%), 5(9.4%) and 3 (5.7%) cores out 
of the 53 cores for ER, PR and Her2/neu respectively had floated. 
Thomson TA et al., had similar difficulties with a core loss of 1.3% 
which was less when compared to Sebestian V et al., who had a 
higher rate of missing cores corresponding to 9% for ER, 24% for 
PR and 24% for Her2/neu [25,27].

LIMITATION
Although there are a few concerns regarding the tumour 
representativeness and heterogeneity of few markers, they can be 
overcome by taking larger cores or more number of cores.

CONCLUSION
In this study, a good concordance with significant kappa value was 
noted for ER, PR and HER2 done on whole sections and TMA 
sections. Thus TMA is a reliable and effective method for evaluating 
these tumour biomarkers. With large number of new biomarkers 
being discovered, it is crucial to analyse these markers on large 
number of cases in limited period of time. Also, it is necessary to 
conserve these tissue resources for further studies. Thus TMA plays 

an important role in the field of research can help in identifying new 
diagnostic and prognostic markers.

ACKNOWLEDGMENTS
We would like to acknowledge Dr Jyothi S Prabhu, Division of 
Molecular Medicine, St. John's Research Institute, Bengaluru, 
Karnataka, India, for her guidance and support.

REFERENCES
 Khokhar A. Breast cancer in India: Where do we stand and where do we go? [1]

Asian Pacific Journal of Cancer Prevention. 2012;13(10):4861-66.
 Rivenbark AG, O’Connor SM, Coleman WB. Molecular and cellular heterogeneity [2]

in breast cancer -challenges for personalized medicine. Am J Pathol. 
2013;183(4):1113-24.

 Rosai J. Breast. In: Rosai and Ackerman’s Surgical Pathology. 10[3] th ed. St. Louis: 
Mosby; 2011:1659-1770.

 Peale FV, Hillan KJ. Tissue arrays: Construction and applications in recent [4]
advances in histopathology. David Lowe, James Underwood editors. Royal 
society of Medicine Press 2003:89-102.

 Hammond ME, Hayes DF, Dowsett M, Allred DC, Hagerty KL, Badve S, et al. [5]
American society of clinical oncology/college of american pathologists guideline 
recommendations for immunohistochemical testing of estrogen and progesterone 
receptors in breast cancer. J Clin Oncol. 2010;28:2784-95. 

 Wolff AC, Hammond ME, Hicks DG, Dowsett M, McShane LM, Allison KH, et al. [6]
Recommendations for human epidermal growth factor receptor 2 testing in breast 
cancer. American society of clinical oncology/college of American pathologists 
clinical practice guideline update. J Clin Oncol. 2013;31:3997-4013.

 Nikhra P, Patel S, Taviad D and Chaudhary S. Study of ER (Estrogen Receptor), [7]
PR (Progesterone Receptor) & HER- 2/NEU (Human Epidermal Growth Factor 
Receptor) expression by immunohistochemistry in breast carcinoma. International 
Journal of Biomedical and Advance Research. 2014;05(06):275-78.

 Rakha EA, El-Sayed ME, Lee AH, Prognostic significance of Nottingham histologic [8]
grade in invasive breast carcinoma. J Clin Oncol. 2008;26(19):3153-58.

 Onitilo AA, Engel JM, Greenlee RT, Mukesh BN. Breast cancer subtypes based [9]
on ER/PR and Her2 expression: comparison of clinicopathologic features and 
survival. Clin Med Res. 2009;7(1-2):4–13.

 Mohammadian K, Sedighi A, Akbari Hamed E, Behnood S, Abassi M, Babaei M, [10]
et al. Association between immunohistochemical profile and clinicopathological 
appearance in breast cancer: a 7-year review from Hamadan, Iran. Reports of 
Radiotherapy and Oncology. 2013;1(3):103-07.

 Battifora H. The multitumour (sausage) tissue block: Novel method for [11]
immunohistochemical antibody testing. Lab Invest. 1986;55:244-48.

 Kononen J, Bubendorf L, Kallioniemi A, Barlund M, Schraml P, Leighton S, et al. [12]
Tissue microarrays for high-throughput molecular profiling of tumour specimens. 
Nat Med. 1998;4:844-47.

 Simon R, Mirlacher M, Sauter G. Tissue microarrays. Biotechniques. [13]
2004;36(1):98-105.

 Dhir R. Tissue microarrays: an overview. Methods Mol Biol. 2008;441:91-103.[14]
 Kallioniemi O-P, Wagner U, Kononen J, Sauter G. Tissue microarray technology [15]

for high-throughput molecular profiling of cancer. Human Molecular Genetics 
2001;10(7):657-62.

 Camp RL, Charette LA, Rimm DL. Validation of tissue microarray technology in [16]
breast cancer.  Laboratory Investigations. 2000;80:1943-49.

 Jawhar NM. Tissue microarray: A rapidly evolving diagnostic and research tool. [17]
Ann Saudi Med. 2009;29(2):123-27.

 Venkataraman G, Ananthanaranayanan V. Tissue microarrays: potential in the [18]
Indian subcontinent. Indian J Cancer. 2005;42(1):9-14.

 Dhir R. Tissue microarrays: an overview. Methods Mol Biol. 2008;441:91-103. [19]
 Zhang D, Salto-Tellez M, Putti TC, Do E, Koay ES. Reliability of tissue microarray [20]

in detecting protein expression and gene amplification in breast carcinoma. 
Modern Pathology. 2003;16(1):79-85.

 Bhargava R, Lal P, Chen B. Feasibility of using tissue microarrays for the [21]
assessment of HER-2 gene amplification by fluorescence in situ hybridization in 
breast carcinoma. Diagn Mol Pathol. 2004;13(4):213-16.

 Henriksen KL, Rasmussen BB, Lykkesfeldt AE. Semi-quantitative scoring [22]
of potentially predictive markers for endocrine treatment of breast cancer: 
a comparison between whole sections and tissue microarrays. J Clin Pathol. 
2007;60(4):397–404.

 Alkushi A. Validation of tissue microarray biomarker expression of breast [23]
carcinomas in Saudi women. Hematol Oncol Stem Cell Ther. 2009:2(3):394-98. 

 Zhang d et al., [20] Bhargava r et al., [21] henriksen KL [22] alkushi a [23] Present study

No. of cores 1 4 1 2 1

Size of core 0.6 mm 0.6 mm 2 mm 0.6 mm 2 mm

Concordance for 

ER 53/56 (97%) 107/110 (97%) 96% 11/15 (83.3%) 32/42 (76.1%)

PR 54/56 (98%) 97/109 (89%) 93% 11/15 (83.3%) 32/39 (82%)

HER2/neu 30/33 (97%) 94/109 (86%) 100% 8/9 (95.8%) 6/6 (100%)

[Table/Fig-7]: Comparison of whole section with tissue microarray sections.



Sneha S Chavan et al., ER, PR and HER2 – Whole Section v/s TMA www.jcdr.net

Journal of Clinical and Diagnostic Research. 2017 Mar, Vol-11(3): EC40-EC444444

 Selvarajan S, Tan SY, Sii LH, Hoon P. Tan c-erbB2 (HER2/neu) immunohis-[24]
tochemistry in invasive breast cancer: is there concordance between standard 
sections and tissue microarrays? Pathology. 2006;38(4):316-20.

 Thomson TA, Zhou C, Ceballos K, Knight B. Tissue microarray for routine [25]
clinical breast biomarker analysis. The British Columbia cancer agency 2008. 
Experience. Am J Clin Pathol. 2010;133:909-14.

 Torhorst J, Bucher C, Kononen J, Haas P, Zuber M, Köchli OR, et al. Tissue [26]
microarray for rapid linking of molecular changes to clinical endpoints. Am J 
Pathol. 2001;159(6):2249-56.

 Sebastiani V, Botti C, di Tondo U. Tissue microarray analysis of FAS, Bcl-2, Bcl-x, [27]
ER, PgR, Hsp60, p53 and Her2-neu in breast carcinoma. Anticancer Research. 
2006;26(4B):2983-87.

PartiCULarS OF COntriBUtOrS:
1. Postgraduate Student, Department of Pathology, Kempegowda Institute of Medical Sciences, Bengaluru, Karnataka, India.
2. Associate Professor, Department of Pathology, Kempegowda Institute of Medical Sciences, Bengaluru, Karnataka, India.
3. Consultant Pathologist, Department of Pathology, Sri Shankara Cancer Hospital and Research Centre, Bengaluru, Karnataka, India.

naMe, addreSS, e-MaiL id OF the COrreSPOndinG aUthOr:
Dr. Sneha S Chavan,
796, 19th Main 19th Cross Banashankari 2nd Stage, Benguluru-560070, Karnataka, India.
E-mail: drsnehaschavan@gmail.com

FinanCiaL Or Other COMPetinG intereStS: None.

Date of Submission: nov 02, 2016
Date of Peer Review: nov 16, 2016
Date of Acceptance: dec 23, 2016

Date of Publishing: Mar 01, 2017


