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Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Halictidae). Diversity, 2022, 14, 920.0.7 4

4647
Genetic population structure of the critically endangered stellate sturgeon (<scp><i>Acipenser) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 667 Td (stellatus</i></scp>) in the Black Sea basin: Implications for conservation. Aquatic Conservation:

Marine and Freshwater Ecosystems, 2022, 32, 1926-1939.
0.9 1
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