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Background

The invasive colonial ascidian Didemnum vexillum is highly known for its ability to
spread and overgrow native organisms, as well as cover artificial substrates. This
marine pest is of great ecological and economic concern and poses a serious
threat. Taking the population of Georges Bank for example, D.vexillum colonies
cover 50-90% of a 230 km? area®. D. vexillum is capable of re-establishment when
a portion of the colony is torn away. Shipping and recreational vessels are vectors
of dispersal in that water currents or the vessels themselves allow for D.vexillum’s
introductions to foreign areas.

Hypothesis

The three sites: Tomales Bay, Bodega Bay and Drakes Estero
experience similar boat traffic, with that we expect similar levels of
genetic diversity with shared haplotypes.

= 2 haplotypes previously observed on the west coast

v' Tomales, San Francisco, Half Moon Bay
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Figure 1 (right): Example of biofouling with - Af(i;-{{
D. vexillum having partial and complete £ 9
coverage on the mussels | L g

= Haplotype 1, unique to Tomales, was not found

v" however, our sample size is much smaller

3 hap01 . .
Future Directions
3 hap02
3 hap03 . . .
= Preliminary evidence shows haplotypes present to be those
Jhanos shared among all other locations along the north American
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. . California coast.

= larger sample sizes and longer sequence reads (586bp) are
necessary to yield a more true understanding about the genetic
diversity of each location.
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grounds in the northeast Atlantic ( ancy et GI. 2015

Samples: Figure 4 (above):
This haplotype map presents the frequency of each haplotype per population. Haplotypes are distinguished

by color. Sizes of charts are relative to sample size. Adding to previous data® we have the population of

Estero Bay by C. Sarah Cohen and Rachel Weinberg Bodega Bay( BB) with a sample size of 10 and Drakes Estero (DE) with a sample size of 5.
= Taken from various artificial substrates, docks and old oyster racks.

COIl Amplification and Sequencing:
= Used PCR to amplify the 586 nucleotides of the mitochondrial locus CO1

= Samples collected from Bodega Bay (Spud Point and Porto Bodega) and Drakes Thanks to the members of the Cohen Lab for their endless support.
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" Amplified DNA was purified using an ExoSAP-IT® for PCR product cleanup Figure 5 (left): of the Chancellor, and California Polytechnic State University, in
" Sanger Sequenced on a ABI 3130 at RTC/ SFSU Pie chart representations partnership with the Romberg Tiburon Center of Environmental

Assessing Haplotypes:

, of the haplotypes assigned | Studies and San Francisco State University.
" Raw sequences trimmed and alighed by MUSCLE in Geneious 7.1.2.

per location sampled. The NATIONAL Chevron
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v’ fast enough so that it’s different between species 3 assigned Haplotype 3
» Good chance of extracting enough mitochondrial DNA for successful PCR " C.Sarah Cohen - sarahcoh@sfsu.edu




