Supplementary Figure 1 -Correlation between GDSC drug sensitivity and Aqp3, Rora, Cyp2e1, Per2, Defb1, Cry2, Rasd1, Prkn, Rorc, and Dlk1  mRNA expression. Analysis was performed by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and immunogenomic gene set cancer analysis.

Supplementary Figure 2 -Correlation between CTRP drug sensitivity and Aqp3, Rora, Cyp2e1, Per2, Defb1, Cry2, Rasd1, Prkn, Rorc, and Dlk1  mRNA expression. Analysis was performed by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and immunogenomic gene set cancer analysis.

Supplementary Figure 3 -Correlation between GDSC drug sensitivity and Timeless, Il1b, Nox4, Oip5, Foxp3, Nuf2, Nefh, Mmp9 and Cdkn2a  mRNA expression. Analysis was performed by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and immunogenomic gene set cancer analysis.

Supplementary Figure 4 -Correlation between CTRP drug sensitivity and Timeless, Il1b, Nox4, Oip5, Foxp3, Nuf2, Nefh, Mmp9 and Cdkn2a mRNA expression. Analysis was performed by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and immunogenomic gene set cancer analysis.

Supplementary Figure 5 - Kaplan-Meier analysis of Aqp3, Rora, Cyp2e1, Per2, Defb1, Cry2, Rasd1, Prkn, Rorc, and Dlk1 in melanoma. P < 0,05 was considered statistically significant.

Supplementary Figure 6 - Kaplan-Meier analysis of Aqp3, Rora, Cyp2e1, Per2, Defb1, Cry2, Rasd1, Prkn, Rorc, and Dlk1 in head and neck squamous cell carcinoma. P < 0,05 was considered statistically significant.


Supplementary Figure 7 - Kaplan-Meier analysis of Timeless, Il1b, Nox4, Oip5, Foxp3, Nuf2, Nefh, Mmp9 and Cdkn2a in melanoma. P < 0,05 was considered statistically significant.

Supplementary Figure 8 - Kaplan-Meier analysis of Timeless, Il1b, Nox4, Oip5, Foxp3, Nuf2, Nefh, Mmp9 and Cdkn2a in head and neck squamous cell carcinoma. P < 0,05 was considered statistically significant.

Supplementary Figure 9 - Real-Time PCR showing the effect of melatonin in A431, B16 and SCC-9 cells.  Melatonin decreases Mki67,  Hif-1a and Vegfa expression levels in both B16 and SCC9 cell lines. Values represent mean ± SD. *P<0.05.

Supplementary Table 1 - Functional annotation analysis of downregulated differentially expressed genes in skin carcinoma using the DAVID tool. P < 0,05 was considered statistically significant.

Supplementary Table 2 - Functional annotation analysis of upregulated differentially expressed genes in skin carcinoma  using the DAVID tool. P < 0,05 was considered statistically significant.

Supplementary Table 3 - Functional annotation analysis of downregulated differentially expressed genes in skin melanoma using the DAVID tool. P < 0,05 was considered statistically significant.

Supplementary Table 4 - Functional annotation analysis of upregulated differentially expressed genes in skin melanoma  using the DAVID tool. P < 0,05 was considered statistically significant.

Supplementary Table 5 - Functional annotation analysis of downregulated differentially expressed genes in oral squamous cell carcinoma using the DAVID tool. P < 0,05 was considered statistically significant.

Supplementary Table 6 - Functional annotation analysis of upregulated differentially expressed genes in oral squamous cell carcinoma using the DAVID tool. P < 0,05 was considered statistically significant.
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Supplementary Figure 1  - Correlation between GDSC drug sensitivity and  Aqp3, Rora,  Cyp2e1, Per2, Defb1, Cry2, Rasd1, Prkn, Rorc,  and   Dlk1   mRNA expression. Analysis was  performed by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and  immunogenomic gene set cancer analysis.     Supplementary Figure 2  - Correlation between CTRP drug sensitivity and  Aqp3, Rora, Cyp2e1,  Per2, Defb1, Cry2, Rasd1, Prkn, Rorc,  and   Dlk1   mRNA expression. Analysis was performed  by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and  immunogenomic gene set cancer analysis.     Supplementary Figure 3  - Correlation between GDSC drug sensitivity and  Timeless, Il1b,  Nox4, Oip5, Foxp3, Nuf2, Nefh, Mmp9 and Cdkn2a   mRNA expression. Analysis was  performed by Gene Set Cancer Analysis (GSCA), an integrated database for genomic and  immunogenomic gene set cancer analysis.     Supplementary Figure 4  - Correlation between CTRP drug sensitivity and  Timeless, Il1b, Nox4,  Oip5, Foxp3, Nuf2, Nefh, Mmp9 and Cdkn2a  mRNA expression. Analysis was performed by  Gene Set Cancer Analysis (GSCA), an integrated database for genomic and immunogenomic  gene set cancer analysis.     Supplementary Figure 5  -   Kaplan - Meier analysis of  Aqp3, Rora, Cyp2e1, Per2, Defb1, Cry2,  Rasd1, Prkn, Rorc,  and   Dlk1   in melanoma.  P   < 0,05 was considered statistically significant.     Supplementary Figure 6  -   Kaplan - Meier analysis of  Aqp3, Rora , Cyp2e1, Per2, Defb1, Cry2,  Rasd1, Prkn, Rorc,  and   Dlk1   in head and neck squamous cell carcinoma.  P   < 0,05 was  considered statistically significant.       Supplementary Figure 7  -   Kaplan - Meier analysis of T imeless, Il1b, Nox4, Oip5, Foxp3, Nuf2,  Nefh, Mmp9  and   Cdkn2a   in melanoma.  P   < 0,05 was considered statistically significant.     Supplementary Figure 8  -   Kaplan - Meier analysis of T imeless, Il1b, Nox4, Oip5, Foxp3, Nuf2,  Nefh, Mmp9  and   Cdkn2a   in head and neck squamous cell carcinoma.  P   < 0,05 was considered  statistically significant.    

