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Appendix H. Excluded Studies 

Breast Cancer 

1. Aalders KC, Kuijer A, Straver ME, et al. Characterisation of multifocal breast cancer using the 70-gene 

signature in clinical low-risk patients enrolled in the EORTC 10041/BIG 03-04 MINDACT trial. European 

Journal of Cancer. 2017;79:98-105. Exclude: No outcome of interest. 

2. Abba MC, Lacunza E, Nunez MI, et al. Rhomboid domain containing 2 (RHBDD2): a novel cancer-related 

gene over-expressed in breast cancer. Biochimica et Biophysica Acta. 2009;1792(10):988-997. Exclude: Not 

intervention of interest. 

3. Abd El-Rehim DM, Ball G, Pinder SE, et al. High-throughput protein expression analysis using tissue 

microarray technology of a large well-characterised series identifies biologically distinct classes of breast 

cancer confirming recent cDNA expression analyses. International Journal of Cancer. 2005;116(3):340-350. 

Exclude: Date. 

4. Abdel-Fatah TM, Agarwal D, Liu DX, et al. SPAG5 as a prognostic biomarker and chemotherapy 

sensitivity predictor in breast cancer: a retrospective, integrated genomic, transcriptomic, and protein 

analysis. Lancet Oncology. 2016;17(7):1004-1018. Exclude: Not intervention of interest. 

5. Abdel-Fatah TM, Albarakati N, Bowell L, et al. Single-strand selective monofunctional uracil-DNA 

glycosylase (SMUG1) deficiency is linked to aggressive breast cancer and predicts response to adjuvant 

therapy. Breast Cancer Research & Treatment. 2013;142(3):515-527. Exclude: Not intervention of interest. 

6. Abdel-Fatah TM, Powe DG, Agboola J, et al. The biological, clinical and prognostic implications of p53 

transcriptional pathways in breast cancers. Journal of Pathology. 2010;220(4):419-434. Exclude: Not 

intervention of interest. 

7. Abdel-Fatah TM, Russell R, Albarakati N, et al. Genomic and protein expression analysis reveals flap 

endonuclease 1 (FEN1) as a key biomarker in breast and ovarian cancer. Molecular Oncology. 

2014;8(7):1326-1338. Exclude: No outcome of interest. 

8. Abramovitz M, Williams C, Loibl S, Leyland-Jones B. Dual Blockade of HER-2 Provides a Greater 

Magnitude of Benefit in Patients With Hormone-Negative Versus Hormone-Positive Breast Cancer. Clinical 

Breast Cancer. 2016;16(6):444-455. Exclude: Not intervention of interest. 

9. Acharya CR, Hsu DS, Anders CK, et al. Gene expression signatures, clinicopathological features, and 

individualized therapy in breast cancer.[Retraction in Acharya CR, Hsu DS, Anders CK, Anguiano A, Salter 

KH, Walters KS, Redman RC, Tuchman SA, Moylan CA, Mukherjee S, Barry WT, Dressman HK, Ginsburg GS, 

Marcom KP, Garman KS, Lyman GH, Nevins JR, Potti A. JAMA. 2012 Feb 1;307(5):453; PMID: 22228686]. 

JAMA. 2008;299(13):1574-1587. Exclude: Publication type-letter. 

10. Acs G, Esposito NN, Kiluk J, Loftus L, Laronga C. A mitotically active, cellular tumor stroma and/or 

inflammatory cells associated with tumor cells may contribute to intermediate or high Oncotype DX 

Recurrence Scores in low-grade invasive breast carcinomas. Modern Pathology. 2012;25(4):556-566. 

Exclude: No outcome of interest. 

11. Acs G, Kiluk J, Loftus L, Laronga C. Comparison of Oncotype DX and Mammostrat risk estimations and 

correlations with histologic tumor features in low-grade, estrogen receptor-positive invasive breast 

carcinomas. Modern Pathology. 2013;26(11):1451-1460. Exclude: No outcome of interest. 

12. Adamo B, Vidal M, Gomez Pardo P, et al. VENTANA (SOLTI-1501): oral metronomic vinorelbine 

combined with endocrine therapy in luminal/HER-2-negative early breast cancer: a window of opportunity 
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trial. Cancer research Conference: 39th annual CTRC AACR san antonio breast cancer symposium United 

states. 2017;77(4 Supplement 1). Exclude: Publication type-conference abstract. 

13. Ademuyiwa FO, Miller A, O'Connor T, et al. The effects of oncotype DX recurrence scores on 

chemotherapy utilization in a multi-institutional breast cancer cohort. Breast Cancer Res Treat. 

2011;126(3):797-802. Exclude: In included systematic review. 

14. Ademuyiwa FO, Tao Y, Luo J, Weilbaecher K, Ma CX. Differences in the mutational landscape of triple-

negative breast cancer in African Americans and Caucasians. Breast Cancer Research & Treatment. 

2017;161(3):491-499. Exclude: No outcome of interest. 

15. Ademuyiwa FO, Thorat MA, Jain RK, Nakshatri H, Badve S. Expression of Forkhead-box protein A1, a 

marker of luminal A type breast cancer, parallels low Oncotype DX 21-gene recurrence scores. Modern 

Pathology. 2010;23(2):270-275. Exclude: No outcome of interest. 

16. Adris S, Chuluyan E, Bravo A, et al. Mice vaccination with interleukin 12-transduced colon cancer cells 

potentiates rejection of syngeneic non-organ-related tumor cells. Cancer Research. 2000;60(23):6696-

6703. Exclude: Date. 

17. Afentakis M, Dowsett M, Sestak I, et al. Immunohistochemical BAG1 expression improves the 

estimation of residual risk by IHC4 in postmenopausal patients treated with anastrazole or tamoxifen: a 

TransATAC study. Breast Cancer Research & Treatment. 2013;140(2):253-262. Exclude: Not intervention of 

interest. 

18. Afghahi A, Mathur M, Thompson CA, et al. Use of Gene Expression Profiling and Chemotherapy in 

Early-Stage Breast Cancer: A Study of Linked Electronic Medical Records, Cancer Registry Data, and 

Genomic Data Across Two Health Care Systems. Journal of oncology practice/American Society of Clinical 

Oncology. 2016;12(6):e697-709. Exclude: No outcome of interest. 

19. Agarwal S, Gertler FB, Balsamo M, et al. Quantitative assessment of invasive mena isoforms (Menacalc) 

as an independent prognostic marker in breast cancer. Breast Cancer Research. 2012;14(5):R124. Exclude: 

Not intervention of interest. 

20. Ahn S, Port ER. Lymphedema Precautions: Time to Abandon Old Practices? Journal of Clinical 

Oncology. 2016;34(7):655-658. Exclude: Not intervention of interest. 

21. Ahn SG, Lee HM, Lee HW, et al. Prognostic discrimination using a 70-gene signature among patients 

with estrogen receptor-positive breast cancer and an intermediate 21-gene recurrence score. International 

Journal of Molecular Sciences. 2013;14(12):23685-23699. Exclude: No outcome of interest. 

22. Ahn SG, Lee JH, Lee HW, et al. Comparison of standardized uptake value of 18F-FDG-PET-CT with 21-

gene recurrence score in estrogen receptor-positive, HER2-negative breast cancer. PLoS ONE [Electronic 

Resource]. 2017;12(4):e0175048. Exclude: No outcome of interest. 

23. Ahr A, Karn T, Solbach C, et al. Identification of high risk breast-cancer patients by gene expression 

profiling. Lancet. 2002;359(9301):131-132. Exclude: Date. 

24. Akashi-Tanaka S, Shimizu C, Ando M, et al. 21-Gene expression profile assay on core needle biopsies 

predicts responses to neoadjuvant endocrine therapy in breast cancer patients. Breast. 2009;18(3):171-

174. Exclude: No outcome of interest. 

25. Akslen LA, Straume O, Geisler S, et al. Glomeruloid microvascular proliferation is associated with lack 

of response to chemotherapy in breast cancer. British Journal of Cancer. 2011;105(1):9-12. Exclude: Not 

intervention of interest. 
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26. Albain KS, Barlow WE, Shak S, et al. Prognostic and predictive value of the 21-gene recurrence score 

assay in postmenopausal women with node-positive, oestrogen-receptor-positive breast cancer on 

chemotherapy: a retrospective analysis of a randomised trial. Lancet Oncology. 2010;11(1):55-65. Exclude: 

No outcome of interest. 

27. Albain KS, Paik S, van't Veer L. Prediction of adjuvant chemotherapy benefit in endocrine responsive, 

early breast cancer using multigene assays. Breast. 2009;18 Suppl 3:S141-145. Exclude: No outcome of 

interest. 

28. Albanell J, Gonzalez A, Ruiz-Borrego M, et al. Prospective transGEICAM study of the impact of the 21-

gene Recurrence Score assay and traditional clinicopathological factors on adjuvant clinical decision 

making in women with estrogen receptor-positive (ER+) node-negative breast cancer. Ann Oncol. 

2012;23(3):625-631. Exclude: In included systematic review. 

29. Albanell J, Svedman C, Gligorov J, et al. Pooled analysis of prospective European studies assessing the 

impact of using the 21-gene Recurrence Score assay on clinical decision making in women with oestrogen 

receptor-positive, human epidermal growth factor receptor 2-negative early-stage breast cancer. Eur J 

Cancer. 2016;66:104-113. Exclude: Publication type-not systematic review. 

30. Aleskandarany MA, Rakha EA, Ahmed MA, et al. PIK3CA expression in invasive breast cancer: a 

biomarker of poor prognosis. Breast Cancer Research & Treatment. 2010;122(1):45-53. Exclude: Not 

intervention of interest. 

31. Ali HR, Dawson SJ, Blows FM, Provenzano E, Pharoah PD, Caldas C. Cancer stem cell markers in breast 

cancer: pathological, clinical and prognostic significance. Breast Cancer Research. 2011;13(6):R118. Exclude: 

Not intervention of interest. 

32. Ali HR, Rueda OM, Chin SF, et al. Genome-driven integrated classification of breast cancer validated in 

over 7,500 samples. Genome Biology. 2014;15(8):431. Exclude: No outcome of interest. 

33. Ali-Khan SE, Black L, Palmour N, Hallett MT, Avard D. Socio-Ethical Issues in Personalized Medicine: A 

Systematic Review of English Language Health Technology Assessments of Gene Expression Profiling 

Tests for Breast Cancer Prognosis. International Journal of Technology Assessment in Health Care. 

2015;31(1-2):36-50. Exclude: No outcome of interest. 

34. Allison KH, Kandalaft PL, Sitlani CM, Dintzis SM, Gown AM. Routine pathologic parameters can predict 

Oncotype DX recurrence scores in subsets of ER positive patients: who does not always need testing? 

Breast Cancer Research & Treatment. 2012;131(2):413-424. Exclude: No outcome of interest. 

35. Allott EH, Cohen SM, Geradts J, et al. Performance of Three-Biomarker Immunohistochemistry for 

Intrinsic Breast Cancer Subtyping in the AMBER Consortium. Cancer Epidemiology, Biomarkers & 

Prevention. 2016;25(3):470-478. Exclude: No outcome of interest. 

36. Alshatwi AA, Shafi G, Hasan TN, et al. Differential expression profile and genetic variants of microRNAs 

sequences in breast cancer patients. PLoS ONE [Electronic Resource]. 2012;7(2):e30049. Exclude: Not 

intervention of interest. 

37. Alvarado M, Carter DL, Guenther JM, et al. The impact of genomic testing on the recommendation for 

radiation therapy in patients with ductal carcinoma in situ: A prospective clinical utility assessment of the 

12-gene DCIS score result. J Surg Oncol. 2015;111(8):935-940. Exclude: Not intervention of interest. 

38. Alvarado MD, Prasad C, Rothney M, et al. A Prospective Comparison of the 21-Gene Recurrence Score 

and the PAM50-Based Prosigna in Estrogen Receptor-Positive Early-Stage Breast Cancer. Advances in 

Therapy. 2015;32(12):1237-1247. Exclude: No outcome of interest. 
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39. Anderson WF, Rosenberg PS, Prat A, Perou CM, Sherman ME. How many etiological subtypes of breast 

cancer: two, three, four, or more? Journal of the National Cancer Institute. 2014;106(8). Exclude: Not 

intervention of interest. 

40. Andre F, Domont J, Delaloge S. What can breast cancer molecular sub-classification add to 

conventional diagnostic tools? Annals of Oncology. 2007;18 Suppl 9:ix33-36. Exclude: Publication type-

commentary. 

41. Andre F, Mazouni C, Liedtke C, et al. HER2 expression and efficacy of preoperative paclitaxel/FAC 

chemotherapy in breast cancer. Breast Cancer Research & Treatment. 2008;108(2):183-190. Exclude: Not 

intervention of interest. 

42. Andre F, Michiels S, Dessen P, et al. Exonic expression profiling of breast cancer and benign lesions: a 

retrospective analysis. Lancet Oncology. 2009;10(4):381-390. Exclude: Not intervention of interest. 

43. Andreason M, Zhang C, Onitilo AA, et al. Treatment differences between urban and rural women with 

hormone receptor-positive early-stage breast cancer based on 21-gene assay recurrence score result. J 

Community Support Oncol. 2015;13(5):195-201. Exclude: No outcome of interest. 

44. Anjanappa M, Cardoso A, Cheng L, et al. Individualized Breast Cancer Characterization through Single-

Cell Analysis of Tumor and Adjacent Normal Cells. Cancer Research. 2017;77(10):2759-2769. Exclude: No 

outcome of interest. 

45. Anonymous. NSABP study confirms oncotype DX predicts chemotherapy benefit in breast cancer 

patients. Oncology (Williston Park). 2006;20(7):789-790. Exclude: Date. 

46. Anonymous. Oncotype DX DCIS score predicts recurrence. Cancer Discovery. 2015;5(2):OF3. Exclude: 

No outcome of interest. 

47. Anonymous. MammaPrint Reduces Breast Cancer Overtreatment. Cancer Discovery. 2016;6(6):OF4. 

Exclude: Publication type-commentary. 

48. Antoni MH, Lutgendorf SK, Blomberg B, et al. Cognitive-behavioral stress management reverses 

anxiety-related leukocyte transcriptional dynamics. Biological Psychiatry. 2012;71(4):366-372. Exclude: Not 

intervention of interest. 

49. Araki K, Ito Y. [A Review Multigene Assays for Clinical Utility in Breast Cancer]. Gan To Kagaku Ryoho. 

2016;43(11):1332-1340. Exclude: Not English. 

50. Arango BA, Rivera CL, Gluck S. Gene expression profiling in breast cancer. American Journal Of 

Translational Research. 2013;5(2):132-138. Exclude: Publication type-not systematic review. 

51. Arao T, Matsumoto K, Maegawa M, Nishio K. What can and cannot be done using a microarray 

analysis? Treatment stratification and clinical applications in oncology. Biological & Pharmaceutical 

Bulletin. 2011;34(12):1789-1793. Exclude: Publication type-commentary. 

52. Aristizabal-Pachon AF, de Carvalho TI, Carrara HH, de Andrade JM, Takahashi CS. Detection of human 

mammaglobin A mRNA in peripheral blood of breast cancer patients before treatment and association 

with metastasis. Journal of Egyptian National Cancer Institute. 2015;27(4):217-222. Exclude: Not 

intervention of interest. 

53. Arnutti P, Kotepui M, Asanprakit W, et al. Determination of whole transcription profiles and specific 

pathways in invasive ductal breast carcinoma. International Journal of Clinical & Experimental Pathology. 

2013;6(6):1112-1120. Exclude: Not intervention of interest. 
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54. Arora A, Abdel-Fatah TM, Agarwal D, et al. Transcriptomic and Protein Expression Analysis Reveals 

Clinicopathological Significance of Bloom Syndrome Helicase (BLM) in Breast Cancer. Molecular Cancer 

Therapeutics. 2015;14(4):1057-1065. Exclude: Not intervention of interest. 

55. Arpino G, Generali D, Sapino A, et al. Gene expression profiling in breast cancer: a clinical perspective. 

Breast. 2013;22(2):109-120. Exclude: Publication type-commentary. 

56. Arranz EE, Vara JA, Gamez-Pozo A, Zamora P. Gene signatures in breast cancer: current and future 

uses. Translational Oncology. 2012;5(6):398-403. Exclude: Publication type-commentary. 

57. Asad J, Jacobson AF, Estabrook A, et al. Does oncotype DX recurrence score affect the management of 

patients with early-stage breast cancer? Am J Surg. 2008;196(4):527-529. Exclude: In included systematic 

review. 

58. Ascierto ML, Kmieciak M, Idowu MO, et al. A signature of immune function genes associated with 

recurrence-free survival in breast cancer patients. Breast Cancer Research & Treatment. 2012;131(3):871-

880. Exclude: Not intervention of interest. 

59. Ashraf AB, Daye D, Gavenonis S, et al. Identification of intrinsic imaging phenotypes for breast cancer 

tumors: preliminary associations with gene expression profiles. Radiology. 2014;272(2):374-384. Exclude: 

Not intervention of interest. 

60. Asleh-Aburaya K, Sheffield BS, Kos Z, et al. Basal biomarkers nestin and INPP4b identify intrinsic 

subtypes accurately in breast cancers that are weakly positive for oestrogen receptor. Histopathology. 

2017;70(2):185-194. Exclude: Not intervention of interest. 

61. Aswad L, Yenamandra SP, Ow GS, Grinchuk O, Ivshina AV, Kuznetsov VA. Genome and transcriptome 

delineation of two major oncogenic pathways governing invasive ductal breast cancer development. 

Oncotarget. 2015;6(34):36652-36674. Exclude: Not intervention of interest. 

62. Auerbach J, Kim M, Fineberg S. Can features evaluated in the routine pathologic assessment of lymph 

node-negative estrogen receptor-positive stage I or II invasive breast cancer be used to predict the 

Oncotype DX recurrence score? Archives of Pathology & Laboratory Medicine. 2010;134(11):1697-1701. 

Exclude: No outcome of interest. 

63. Augustovski F, Soto N, Caporale J, Gonzalez L, Gibbons L, Ciapponi A. Meta-Analysis of Decision 

Impact and Net Decision Change in Adjuvant Chemotherapy Allocation in Early Stage Node-Negative, 

Estrogen Receptor-Positive Breast Cancer with a 21-Gene Assay. Value Health. 2014;17(7):A662. Exclude: 

Publication type-conference abstract. 

64. Augustovski F, Soto N, Caporale J, Gonzalez L, Gibbons L, Ciapponi A. Response to real-life decision-

making impact of Oncotype DX. Breast Cancer Research & Treatment. 2015;154(1):211. Exclude: 

Publication type-letter. 

65. Aure MR, Vitelli V, Jernstrom S, et al. Integrative clustering reveals a novel split in the luminal A 

subtype of breast cancer with impact on outcome. Breast Cancer Research. 2017;19(1):44. Exclude: Not 

intervention of interest. 

66. Avraham A, Cho SS, Uhlmann R, et al. Tissue specific DNA methylation in normal human breast 

epithelium and in breast cancer. PLoS ONE [Electronic Resource]. 2014;9(3):e91805. Exclude: Not 

intervention of interest. 

67. Azim HA, Jr., Davidson NE, Ruddy KJ. Challenges in Treating Premenopausal Women with Endocrine-

Sensitive Breast Cancer. American Society of Clinical Oncology Educational Book. 2016;35:23-32. Exclude: 

Publication type-commentary. 
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68. Azim HA, Jr., Michiels S, Bedard PL, et al. Elucidating prognosis and biology of breast cancer arising in 

young women using gene expression profiling. Clinical Cancer Research. 2012;18(5):1341-1351. Exclude: 

No outcome of interest. 

69. Azim HA, Jr., Michiels S, Zagouri F, et al. Utility of prognostic genomic tests in breast cancer practice: 

The IMPAKT 2012 Working Group Consensus Statement. Annals of Oncology. 2013;24(3):647-654. Exclude: 

Publication type-not systematic review. 

70. Azim HA, Jr., Nguyen B, Brohee S, Zoppoli G, Sotiriou C. Genomic aberrations in young and elderly 

breast cancer patients. BMC Medicine. 2015;13:266. Exclude: No outcome of interest. 

71. Baba M, Takahashi M, Yamashiro K, et al. Strong cytoplasmic expression of NF-kappaB/p65 correlates 

with a good prognosis in patients with triple-negative breast cancer. Surgery Today. 2016;46(7):843-851. 

Exclude: Not intervention of interest. 

72. Bacchi CE, Prisco F, Carvalho FM, Ojopi EB, Saad ED. Potential economic impact of the 21-gene 

expression assay on the treatment of breast cancer in Brazil. Rev Assoc Med Bras (1992). 2010;56(2):186-

191. Exclude: In included systematic review. 

73. Badve S, Nakshatri H. Oestrogen-receptor-positive breast cancer: towards bridging histopathological 

and molecular classifications. Journal of Clinical Pathology. 2009;62(1):6-12. Exclude: No outcome of 

interest. 

74. Badve SS, Baehner FL, Gray RP, et al. Estrogen- and progesterone-receptor status in ECOG 2197: 

comparison of immunohistochemistry by local and central laboratories and quantitative reverse 

transcription polymerase chain reaction by central laboratory.[Erratum appears in J Clin Oncol. 2008 Jul 

10;26(20):3472 Note: Perez, Edith D [corrected to Perez, Edith A]]. Journal of Clinical Oncology. 

2008;26(15):2473-2481. Exclude: Publication type-commentary. 

75. Bae SY, Kim S, Lee JH, et al. Poor prognosis of single hormone receptor- positive breast cancer: similar 

outcome as triple-negative breast cancer. BMC Cancer. 2015;15:138. Exclude: Not intervention of interest. 

76. Baehner FL. The analytical validation of the Oncotype DX Recurrence Score assay. 

Ecancermedicalscience. 2016;10:675. Exclude: No outcome of interest. 

77. Baehner FL, Achacoso N, Maddala T, et al. Human epidermal growth factor receptor 2 assessment in a 

case-control study: comparison of fluorescence in situ hybridization and quantitative reverse transcription 

polymerase chain reaction performed by central laboratories. Journal of Clinical Oncology. 

2010;28(28):4300-4306. Exclude: Not intervention of interest. 

78. Baehner FL, Gray R, Childs BH, et al. HER2 concordance between central laboratory 

immunohistochemistry and quantitative reverse transcription polymerase chain reaction in Intergroup 

Trial E2197. Journal of Clinical Oncology. 2008;26(15_suppl):22009. Exclude: Publication type-commentary. 

79. Baitchu Y, Apffelstaedt JP. Application of Gene Profiling in Selection of Adjuvant Therapy in Breast 

Cancer in a Developing Country. South African Journal of Surgery. 2017;55(2):42-43. Exclude: No outcome 

of interest. 

80. Baker H. 21-gene assay identifies patients who can avoid chemotherapy. Lancet Oncology. 

2015;16(15):e531. Exclude: No outcome of interest. 

81. Baker J. Genomic Health, Inc. Pharmacogenomics. 2007;8(4):397-399. Exclude: Publication type-

commentary. 
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82. Bandyopadhyay D, Redkar A, Bharde S, Dani H, Sampat M, Mittra I. Prognostic association of c-erbB-2 

oncogene amplification and protein overexpression in human breast cancer using archival tissues. A 

comparative study. Acta Oncologica. 1994;33(5):493-498. Exclude: Date. 

83. Bandyopadhyay N, Kahveci T, Goodison S, Sun Y, Ranka S. Pathway-BasedFeature Selection Algorithm 

for Cancer Microarray Data. Advances in Bioinformatics Print. 2009:532989. Exclude: Not intervention of 

interest. 

84. Bao T, Davidson NE. Gene expression profiling of breast cancer. Advances in Surgery. 2008;42:249-260. 

Exclude: Publication type-commentary. 

85. Bao Y, Ruan LJ, Mo JF. Low trichorhinophalangeal syndrome 1 gene transcript levels in basal-like 

breast cancer associate with mesenchymal-to-epithelial transition. Chinese Medical Sciences Journal. 

2013;28(3):129-134. Exclude: Not intervention of interest. 

86. Barajas-Castaneda LM, Cortes-Gutierrez E, Garcia-Rodriguez FM, et al. Overexpression of MMP-3 and 

uPA with Diminished PAI-1 Related to Metastasis in Ductal Breast Cancer Patients Attending a Public 

Hospital in Mexico City. Journal of Immunological Research. 2016;2016:8519648. Exclude: Not intervention 

of interest. 

87. Barcenas CH, Raghavendra A, Sinha AK, et al. Outcomes in patients with early-stage breast cancer who 

underwent a 21-gene expression assay. Cancer. 2017;123(13):2422-2431. Exclude: No comparator. 

88. Bargallo JE, Lara F, Shaw-Dulin R, et al. A study of the impact of the 21-gene breast cancer assay on 

the use of adjuvant chemotherapy in women with breast cancer in a Mexican public hospital. J Surg Oncol. 

2015;111(2):203-207. Exclude: In included systematic review. 

89. Bargallo-Rocha JE, Lara-Medina F, Perez-Sanchez V, et al. Cost-effectiveness of the 21-gene breast 

cancer assay in Mexico. Adv Ther. 2015;32(3):239-253. Exclude: In included systematic review. 

90. Barinoff J, Anastasiadou L, Brandi C, et al. 21-gene recurrence score in patients with primary metastatic 

ER+ HER2-breast cancer. Cancer research Conference: 39th annual CTRC AACR san antonio breast cancer 

symposium United states. 2017;77(4 Supplement 1). Exclude: Publication type-conference abstract. 

91. Baron P, Beitsch P, Boselli D, et al. Impact of Tumor Size on Probability of Pathologic Complete 

Response After Neoadjuvant Chemotherapy. Annals of Surgical Oncology. 2016;23(5):1522-1529. Exclude: 

Not intervention of interest. 

92. Barrett MT, Anderson KS, Lenkiewicz E, et al. Genomic amplification of 9p24.1 targeting JAK2, PD-L1, 

and PD-L2 is enriched in high-risk triple negative breast cancer. Oncotarget. 2015;6(28):26483-26493. 

Exclude: Not intervention of interest. 

93. Barrow TM, Barault L, Ellsworth RE, et al. Aberrant methylation of imprinted genes is associated with 

negative hormone receptor status in invasive breast cancer. International Journal of Cancer. 

2015;137(3):537-547. Exclude: Not intervention of interest. 

94. Bartlett JM, Bayani J, Marshall A, et al. Comparing Breast Cancer Multiparameter Tests in the OPTIMA 

Prelim Trial: No Test Is More Equal Than the Others. Journal of the National Cancer Institute. 2016;108(9). 

Exclude: No outcome of interest. 

95. Bartlett JM, Bloom KJ, Piper T, et al. Mammostrat as an immunohistochemical multigene assay for 

prediction of early relapse risk in the tamoxifen versus exemestane adjuvant multicenter trial pathology 

study. Journal of Clinical Oncology. 2012;30(36):4477-4484. Exclude: No outcome of interest. 
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96. Bartlett JM, Starczynski J. Quantitative reverse transcriptase polymerase chain reaction and the 

Oncotype DX test for assessment of human epidermal growth factor receptor 2 status: time to reflect 

again? Journal of Clinical Oncology. 2011;29(32):4219-4221. Exclude: No outcome of interest. 

97. Bartlett JM, Thomas J, Ross DT, et al. Mammostrat as a tool to stratify breast cancer patients at risk of 

recurrence during endocrine therapy. Breast Cancer Research. 2010;12(4):R47. Exclude: No outcome of 

interest. 

98. Bartlett JMS, Stein RC, Bayani J, et al. Comparison of multiparameter tests in the UK OPTIMA-Prelim 

trial. Cancer research. 2015;75(9 SUPPL. 1):CONFERENCE START: 2014 Dec 2019 CONFERENCE END: 2014 

Dec 2013. Exclude: Publication type-conference abstract. 

99. Barton MK. Researchers find discordance between standard human epidermal growth factor receptor 

2 (HER2) testing and HER2 status reported on Oncotype DX. CA: a Cancer Journal for Clinicians. 

2012;62(2):71-72. Exclude: No outcome of interest. 

100. Basavanhally A, Feldman M, Shih N, et al. Multi-field-of-view strategy for image-based outcome 

prediction of multi-parametric estrogen receptor-positive breast cancer histopathology: Comparison to 

Oncotype DX. Journal of Pathology Informatics. 2011;2:S1. Exclude: No outcome of interest. 

101. Basho RK, de Melo Gagliato D, Ueno NT, et al. Clinical outcomes based on multigene profiling in 

metastatic breast cancer patients. Oncotarget. 2016;7(47):76362-76373. Exclude: No outcome of interest. 

102. Bastien RR, Rodriguez-Lescure A, Ebbert MT, et al. PAM50 breast cancer subtyping by RT-qPCR and 

concordance with standard clinical molecular markers. BMC Medical Genomics [Electronic Resource]. 

2012;5:44. Exclude: No outcome of interest. 

103. Baxter E, Gondara L, Lohrisch C, et al. Using proliferative markers and Oncotype DX in therapeutic 

decision-making for breast cancer: the B.C. experience. Current Oncology. 2015;22(3):192-198. Exclude: No 

outcome of interest. 

104. Bayraktar S, Royce M, Stork-Sloots L, de Snoo F, Gluck S. Molecular subtyping predicts pathologic 

tumor response in early-stage breast cancer treated with neoadjuvant docetaxel plus capecitabine with or 

without trastuzumab chemotherapy. Medical Oncology. 2014;31(10):163. Exclude: No outcome of interest. 

105. Bear HD, Wan W, Robidoux A, et al. Using the 21-gene assay from core needle biopsies to choose 

neoadjuvant therapy for breast cancer: a multi-center trial. Cancer research Conference: 39th annual CTRC 

AACR san antonio breast cancer symposium United states. 2017;77(4 Supplement 1). Exclude: Publication 
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