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Our study intensely samples the hybrid zone formed between Pinus strobiformis and Pinus flexilis to evaluate the relative
contribution of recently introgressed and background genetic variants towards adaptive evolution. For the hybrid zone we utilize a
gridded sampling scheme. We also sample pure parental individuals to evaluate signatures of introgression.

We extracted genomic DNA from needles collected from mature trees. Overall we sample 132 populations with a minimum of 3 trees
per population and a maximum of 10 trees.

We collected populations across all of its distribution with an average distance among populations of ~ 50 km , except when the
access to the localities was compromised by fires or narcotrafic. For each population we collected needles from an average of five
trees.

Data was collected and recorded based on the standard form that was used for the whole project. This included the date, locality,
coordinates, slope, aspect, presence of alternative host and vegetation type. For each individual, coordinates and ID was recorded, ID
was generated with three letters of the locality and the individual number. Trees were tagged with aluminum tags.

The samples were collected across Mexico and USA between 2014-2016.

No data was excluded from this study.

The coordinates of each tree that needles were collected from are recorded and can be made publicly available. The raw fastq files
and all complete analyses pipeline has been made publicly available for reproducibility.

We used a random number generator to multiplex individual trees within a plate. This layout was maintained throughout from DNA
extraction to sequencing.

Populations were allocated to either pure parentals or the hybrid zone based on a bayesian clustering approach that assigns each
individual tree ancestral from P. strobiformis and P. flexilis. We declared populations as admixed if more than 80% of the trees within
it contained admixed genomic ancestry.

Samples were collected from mature trees under dry weather conditions.

Samples were collected from 132 locations ranging from Mexico to Wyoming. Information about the location of each individual tree
will be publicly available post acceptance.

For samples from Mexico: Secretaría de Medio Ambiente y Recursos Naturales (SEMARNAT), Mexico. Name of the issuing authority:
SEMARNAT, date when it was issued: March 1st 2016, September 8th 20016, June 13th 2016.

USDA permits were used for collections from national forests in the USA when applicable.

We collected only few needles from each tree in a nondestructive manner.




