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Methods

- Next steps include isolating DNA from the 18
other accessions involved in the UF study to
gain a better understanding of how differences
In genotypes influence phenotypic responses.

Obtain 2.5 cmm samples of C. sinensis var. Assamica and
C. sinensis var. Fairhope leaf tissue.

Use CTAB extraction method to isolate genomic DNA.
Prepare PCR solution using 2x phire plant direct PCR
master mix and Bel-1 and Bel-3 primers.

Run PCR using conditions specified in Lee et al. paper.
Run a gel electrophoresis using 10 ul of PCR solutions
and 100 bp ladder.

Elute DNA from gel and send to sequencing lab.
Compare sequences using MEGA X software and
construct a phylogenetic tree.
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