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Abstract Methodology Results
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oyster (F‘ virginica) being fa commonly used bivalve to # 10 oysters of varying location were collected from the LIS and GSB (Figure 1). n,d.w..(?ﬁ?ﬁ?ﬁpu.w,
restore it (Shu§m§n 1)j This study.was conduct.ed to ¢ The 10 from the GSB were farm-raised (inbred) and collected offshore in various breeding 90 —
evaluatg th.e b'Od'YerS_'ty pl"esent in both Iocapons anf:I to cages near the Fire Island Inlet by a commercial source in Sayville, NY (Figure 2). gifatdredtiivachellpus tythe
determine if genehc.dlver.sny occurred more |p the wild # The 10 samples from the LIS were wild grown for a genetic variance evaluation. They were NTA-010-F
oysters than farm-raised (inbred). Ten farm-raised (GSB) collected from their distributor in Port Jefferson, NY (Figure 3). 0 a1 ! Atlantic_Cod-Gadidae
and ten wild (LIS) oysters were extracted of their DNA, ”
which was amplified using PCR. During the research, only @ Each oyster was opened and the 20 bellies were put into separate containers to be frozen 14 gil557880968Isepsis_sepsi
two samples were strong enough to be analyzed. The for the barcoding process (figure 4). . QISSE04880Tcholeva,siongata
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research proved that that farm-raised sample NTA-010 was

DNA Barcoding Process .

most closely related to the marine fish Cod (relativity of 57) ® DNA Extraction- DNA was extracted and purified from each processed oyster sample.

and Fhat T f:ontam.e.d DNA S|m|Iarto.the fungus species # PCR _Amplification-Each DNA extraction was barcoded for a portion of the COl and was
sepsis sepsi (Relativity of 41). The wild bred sample gil15702358lrachelipus_aegae

NTA-020 was most cIoser related to the ﬂy species chovela | ampllﬁed by PCR. . . Figure 5. Cladogram with oyster samples NTA-020 and NTA-010-F (The higher the relativity number, the more related the samples are)
o ? Gel Electrophoresis- All PCR products were analyzed after being run through 130 V of power.
elongata (Relativity of 46).

All successful products were then submitted for sequencing in both directions.
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® The GSB is a lagoon that cultivated an average of
750,000 oysters a year, and in 1976, the annual harvest

fell by 99% (Kassner 1).

? The LIS is a tidal estuary located on the east side of the
Atlantic Ocean that has the highest levels of nitrogen
towards the West (Gobler 1).

# In a previous study of the genomes of oyster in harsh
conditions, it was revealed that the wild oyster had a
44% higher polymorphism rate than the farm-raised
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Figure 6. Cladogram with oyster samples NTA-020 and NTA-010-F (The shorter the line length, the more related the samples are)

X Out of the 20 samples, sample NTA-020 (W10) and NTA-010-F (F10) were the only two
samples with strong enough DNA sequences for species analysis. Sample NTA-010-F (F10)
only had amplified DNA from the forward direction of the strand.

. Figure 5 proves that sample NTA-010-F (F10) was most closely related to the marine fish
Cod (relativity of 57) and that sample NTA-010-F (F10) contained DNA similar to the fungus
species sepsis sepsi (Relativity of 41).

’ NTA-020 (W10) was most closely related to the fly species chovela elongata (Relativity of
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(inbred) oyster. An abundance of repetitive adaptations e/ o S S 46).
was also present in genes when responding to Figure 2. Farm-raised oyster-Sample F1 [ SPEEEE. R R o Figure 5 and 6 prove that both samples contained DNA similar to many isopods.
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environmental stressors (Zhang 1). ront/bac - S = X Figure 5 and 6 prove that the isopod trachelipus rathk had very little DNA similarity to

Figure 3. Wild oyster- Sample W1
igure 3. Wild oyster- Sample sample NTA-020 (Relativity of 12).
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