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10-gene rank-based linear model.

+ We derived a parsimonious RNA-seq-based surrogate for A 4-gene RNA-seq model (RSl-seq) more closely  Corami E-of ol The cBio Cancer Genomics Portal Thanks to Jill Durkin for your contributions and to Dr. Charles
:?nila(arfé'gsg)u?i'nzyiﬁggit,'gﬁgth\ﬁg;'?fpﬂl ,?%TE :;:;estt approxmated the orlglnal 10-gene n:“croarray RS.I than A.n Open I,:’Ia.tform.for Exploring Multidimensional Can.cer -SFZ%TSS:QS th?trgce)ﬁ,:hog;{sgieartiggn?eﬁc}zlfggu% ?upppgisg
microarray-derived RSI and tested each model on a 30% the full 10'_gene RNA-seq model, which systematically Genomics Data. Cancer Discov 2, 401-404 (2012), |
held-out test set of TCGA samples. underpredicted. f o

. ng at;;]plied thte totp-dpflrfo;min?j RSIi-(steq mode5l 7t§/> 146I 't  GARD derived from RSI-seq was significantly fédsigfr;[te’ribs'dil;zl'(égsgc;mae;gﬁizgergﬁsee | C%rhicrlg_u Stng CONTACT INFORMATION
radiotherapy-treated head and neck tumors (57% oral cavity, associated with overall survival in a TCGA head and based study. The Lancet Oncology 18, 202—-211 (2017)

24% larynx), derived GARD as previously described, and y y 1o, Drew T. Bergman, MD
evaluated its association with overall survival using a Cox neck cohort (HR = 1-85! P = 0-023)- PGY-2, Radiation Oncology, MSKCC
proportional hazards model with a GARD threshold  RSIl-seq provides a practical, NGS-compatible approach Instructor, Dept. of Radiation Oncology & Applied Sciences,

Dartmouth-Hitchcock Medical Center, Dartmouth Cancer Center
Email: bergmand@mskcc.org

determined by maximally selected rank statistics. for translational radiogenomics and future GARD
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