
Supplemental Table 2 – Purine nucleotide metabolites and cations in cellular extracts. These data are graphically shown in Figures 3,5 and 6 of the
manuscript. Provided are mean metabolite amounts per cell number (nmol/mg DNA) ± SD, n=4 (3 for primary BA and HEK). iBA – immortalized brown
adipoctes, primary BA – primary brown adiopcytes, HEK – HEK293, HEK-UCP1 – HEK293 stably overexpressing UCP1, mock/GMPR – transiently
transfected with mock or GMPR expression vector, low – below detection limit, n.d. – not determined, iso – treated with 10µM isoproterenol for 1h.

Supplemental Table 3 – Purine nucleotide metabolites in supernatants. These data are graphically shown in Figure 4 of the manuscript. Provided are
mean metabolite amounts per cell number (nmol/mg DNA) ± SD, n=4. iBA – immortalized brown adipoctes, low – below detection limit, n.d. – not
determined, iso – treated with 10µM isoproterenol for 1h.

Supplemental Table 1 – Free fatty acid amounts in cellular extracts. These data are graphically shown in Figure 2 of the manuscript. Provided are
mean metabolite amounts per cell number (nmol/mg DNA) ± SD, n=4. iBA – immortalized brown adipoctes,low – below detection limit, iso – treated
with 10µM isoproterenol for 1h.



Supplemental Table 4 – Sequence of primers used in quantitative transcript detection as
shown in Figure1. The geometric mean of abundance of the upper five target transcripts
served as normalizer for the eight lower transcripts.


