FIRST RECORD AND DNA IDENTIFICATION OF THE PACIFIC OYSTER,
CRASSOSTREA GIGAS (THUNBERG, 1793), IN THE SOUTHERN BLACK SEA
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| Legend:
Worldwide distribution of
Crassostrea gigas

The study site (41°04'44"N; 37°49'00"E)

located 23 km west of Ordu, situated along the
Azov Sea Black Sea, northern Turkey (Figure 2). Sampling
was performed by handpicking in the southern
Black Sea region in 2019 below sea level on
rocky shore substrates near the harbour of
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Figure 2. Map showing the study location, Ordu ( star) and current patterns in the Black Sea (modified 98 o | Hap52_
from Tuzhilkin 2008; Kershaw 2015). The orange stars indicate the distribution of non-native Crassostrea —4 %gikamea
gigas (Thunberg, 1793) in the Black Sea (modified from Mitov et al. 2020) C hongko.ngé/:g/?spona
» 2. C. belcheri
99 C. sikamea 99 294 C. ariakensis
Crassostrea gigas is morphologically very similar to Crassostrea angulata (Lamarck, C. gryphoides
. . . . 100
1819), also known as the Portuguese oyster. Therefore, a genetic analysis is required 7 97— C. dianbaiensis
2% C. iredalei
: : . : -
to verify the identification of Crassostrea gigas. : ‘ C. hongkongensis 0 @ el
C. nippona 88, ¢ zhanjlanqen.s:s
Two mitochondrial fragments were generated by Sanger sequencing. The 649 bp COI % 90 ¢ ariakensis 100 —4 C. gasar/brasiliana
o : : ' 88 ' C. corteziensis
fragment was amplified, using LCO1490 and HCO2198 primers (Folmer et al. 1994) u 100 100, C. virginica
and the 488 bp 16S rRNA fragment was amplified using 16Sar and 16Sbr primers ‘ C. belcheri % sl C. rhizophorae
(Simon et al. 1994). The generated COl and 16S sequences were compared to the 81 || 97 73"C dianbaiensis Saccoustrea cucullata
, , 99 C. madragensis
GenBank database using the BLAST search algorithm. ‘ : . 002
. C. iredalei
99 .. :
Table 1. Search results from BLAST algorithm with similarity scores. 7 99 4 C. zhanjiangensis
_ | ‘ C. talonata Figure 3 and 4. NJ-trees for COIl (left) and 16S (right).
99 Bootstrap cut-off value was set at 70 %. Generated
il C. gasar/brasiliana sequences are indicated in Saccostrea cucullata was
99.85 % 97.69 % « C. columbiensis ;
e used as outgroup (COI: AB748827, 16S: AB748914).
o o C. virginica
100 % 99.39 % 99
In addition to the BLAST search, Neighbour-Joining trees were constructed using all C. rhizophorae
sequences available in the online databases GenBank and BOLD for members of the 503" Saccoustrea cucullata

genus Crassostrea.

All new Crassostrea sequences from Ordu have been deposited in GenBank under the accession

For both COI and 16S, the respective species sequences group together with 100 % numbers: MT350568—MT350572 for 16S rNA and MT350630-MT350634 for COI. The five sequenced
and 76 % bootstrap support (Fig. 3 and 4). The BLAST results (99.85% and 100% individuals and additional voucher material have been deposited in the collections in the Fatsa Faculty
similarity scores, Table 1) resulted in congruent identifications. of Marine Sciences, Ordu University (Turkey).
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