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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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The present manuscript did not generate new genomic DNA sequencing data but instead, for the acquisition of the results reported here we have used the Ginkgo
biloba genomic DNA sequence available at doi: https://doi.org/10.1101/517946.

Additionally we used the Ginkgo biloba transcriptomes found at "Medicinal Plant Genomics Resource" (http://mpgr.uga.edu/).

The yeast codon optimized cDNA sequences used in this work are submitted at the supplementary material.

Ginkgo biloba cDNAs cloned and sequenced in this work have been deposited in GenBank under the accession numbers: GbCYP7005C1: ON759313; GbCYP7005C2:
ON759314; GbCYP7005C3: ON759315; GbCYP867K1: ON759316; GbCYP867E38: ON759317; GbCYP720B31: ON759318; GbCYP720B33: ON759319; GbCYP720B39:
ON759320; GbCYP720B46: ON759321; GbCYP725A8: ON759322; GbCYP725A48: ON759323; GbCYP725A49: ON759324; GbCYP728Q19: ON759325; GbCYP798B1:
ON759326; GbCYP736Q2: ON759327; GbPOR1: ON759328; GbPOR2: ON759329.

The yeast strains generated in this work, as well as the codon optimized cDNA sequences related to the findings of this study are available on request from the
corresponding author.

For the Nicotiana benthamiana (tobacco) transient heterologous expression, all experiments were carried out in biological triplicates (three
separate plants). Every experiment was repeated independently multiple times (minimum 3 times each) to verify that the results are not
affected by tobacco growth conditions or by experimental errors.

For Saccharomyces cerevisiae (yeast) heterologous expression, yeast strains were generated in biological replicates (three independent yeast
transformants) and data was obtained again through multiple independent experiments (minimum three times each), to verify that results
were not affected by individual yeast growth conditions or experimental errors.

No data was excluded from the analyses presented in this article

For the tobacco transiently heterologous expression we executed the experiments multiple times, independently, with biological triplicates in




