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Diagnosis and death statistics, outty pie piece represent the percentage of HNSCC in Incidence and mortality rates of HNSCC: ASR represent number of sick people per 100,000 5-years prognosis depending on detection stage, mortality rate is sketched as
comparison to the whole cancer population. healthy people in a age-standardize population. ten people, where alive is represented as orange person and death as black o
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HNSCC development and diagnosis strategy: HNSCC development is inversely related to survival rate, at first stage CDKN2A, TP53 and MLH1 are silenced, later these silenced gene turns into mutations in
oncogenes that start neoplasic process which can spread around the body at the last stage.
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Sample obtention can be done by brushing or A key point in the immunoprecipitation is the election of anti-5mc antibody. It has to be previously tested as it is not sold for diagnostic In the upper side results obtained from the array are presented, where
by tumour extirpation, depending on the use. Hybridization is done with the personalized array created based on candidate genes of Epineck database following specifications three different genes are presented(A: non-methylated, B: not significant
characteristics of the tumour. in the kit. and C methylated). In the lower side, an hypothetical presentation of

matrix clustering of different patients classified by tumour type.

MeDIP (Methylated DNA ImmunoPrecipitation)-chip technique: This figure shows the protocol for HNSCC diagnosis by using MeDIP-chip from the tumour extraction to the computational analysis.
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