Supplementary Material

The 50 most variable genes (plus VEGFA gene) obtained by BMR transcriptome analysis were used
as query in the Reactome software tool to analyze a database of cellular molecular pathways where
genes modulated in anoxic native HUVEC (52) (Figure S1), anoxic HUVEC-SIRT6 (S6) (Figure S2)
versus the respective control samples, and normoxic HUVEC-SIRT6 (S5) respect to normoxic HUVEC-
PBP (S3) sample (Figure S3) are involved. The tables show the 25 most relevant pathways to which
the selected 51 genes belong. In each figure, only the pathways where at least 3 genes are involved

have been indicated.



Figure S1. Reactome software tool analysis of specific molecular pathways or sub-pathways where
some genes of 8h-anoxia treated native (52) HUVEC samples (anoxic versus (S1) normoxic HUVEC
sample) were found among the 25 most relevant pathways. At least 3 genes were found in pool
genes involved in specific pathways (indicated by the arrows).

The following table shows the 25 most relevant pathways sorted by p-value.
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Figure S2 Reactome software tool analysis of specific molecular pathways or sub-pathways where
some genes of 8h-anoxia treated (S6) HUVEC-SIRT6 (versus normoxic (S5) HUVEC-SIRT6 sample)
were found among the 25 most relevant pathways. At least 3 genes were found in pool genes
involved in specific pathways (indicated by the arrows).

The following table shows the 25 most relevant pathways sorted by p-value.
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Figure S3 Reactome software tool analysis of specific molecular pathways or sub-pathways where
some genes of normoxic (S5) HUVEC-SIRT6 (versus normoxic (53) HUVEC-PBP sample) were found
among the 25 most relevant pathways. At least 3 genes were found in pool genes involved in specific
pathways (indicated by the arrows).

The following table shows the 25 most relevant pathways sorted by p-value.
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Figure S4. Uncropped images of western blot results shown in Figure 2c and in Figure 8.
In each image, the lanes that have been used for the final version of Figure 2c and the final version

of Figure 8 have been indicated with the symbol §.
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