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Establishment of prediction of lymph node metastasis by constructing a genetic
algorithm in oral squamous cell carcinoma.

Goda, Hiroyuki
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The most important prognostic factor in oral squamous cell carcinoma is the
presence of lymph node metastasis. In this study, we investigated the possibility of predicting
lymph node metastasis by machine learning based on gene expression profiles of primary tissues.
Total RNA was extracted from primary tumors of primary cases of oral squamous cell carcinoma, and
after comprehensive gene expression analysis using microarrays, a lymph node metastasis prediction
model was constructed using a support vector machine (SVM). The accuracy of the model was evaluated
as follows: sensitivity 60%, specificity 100%, and accuracy 80%. The results suggest that machine
learning using gene expression profiles of primary tumors may be useful for predicting cervical
Iymph node metastasis in oral squamous cell carcinoma.
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TRIMP63 tripartite motif-containing 63 0.010781461
HMGA2 high mobility group AT-hook 2 3.414633 0.010491469
FN1 fibronectin 1 2.819567 0.012240476
LAMC2 laminin, gamma 2 2.439863 0.011090115
KRT8 keratin 8 2.359377 0.026630415
TGFBI transforming growth factor, beta-induced 2.319371 0.011090115
AMIGO2 adhesion molecule with Ig-like domain 2 2.103128 0.034854025
TIMP3 TIMP metallopeptidase inhibitor 3 2.043434 0.010722678
PDGFC platelet derived growth factor C 2.018558 0.011090115
VEGFC vascular endothelial growth factor C 2.013734 0.01681363
KLKé kallikrein-related peptidase 6 -2.02484 0.010781461
DSG3 desmoglein 3 (pemphigus vulgaris antigen) -2.14026 0.022585215
ANXA1 annexin Al -2.17539 0.012319613
CLDN4 claudin 4 -2.98485 0.011090115
IL1IFS interleukin 1 family, member 5 (delta) -3.08031 0.013822531
VL involucrin -3.58416 0.011976322
S100pP 5100 calcium binding protein P -3.62191 0.011413634
AQP3 aquaporin 3 (Gill blood group) -4.4222 0.011090115
SPRR1A small proline-rich protein 1A -5.34488 0.013690655
KRT13 keratin 13 -8.78773 0.011090115
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TSCC 0.17215274
TSCC M - ['] 0.4339309

TSCC M * [+] 0.3311313

TSCC M + [+] 0.25456762
TSCC M + [+] 0.036388267
TSCC M + [-] 0.018365918
TSCC M + (-] 0.43900192
TSCC M - [-] 0.14808789
TSCC M = [-] 0.16422172
TSCC M = -] 0.24461167
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