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Fig.2 System evolution tree of phytoplankton in natural region
a. CrbcL1-CrbcL25; b. CrbcL1-CrbcL25
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Fig.3 System evolution tree of phytoplankton in mariculture zone
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Tab.1 Distribution of Phytoplankton in mariculture zone and natural region in Haizhou bay
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Tab.2 Genetic diversity of Phytoplankton in mariculture zone and natural region in Haizhou bay

(shannon) "

(Cylindrotheca) 3.059 1.020
(Heterosigma) 2.474 0.825
(Cryptomonas) 2.184 0.728
(Teleaulax amphioxeia) 2.836 0.945
(Thalassiosira) 4.059 1.353
(Skeletonema) 5.644 1.881
(Chlorella) 3.059 1.020
(Pyramimonas mantoriae chicroplast) 2.836 0.945

3.273 1.090
(Ahnfeltiopsis leptophylla) 4.059 1.222
(Ostreobium quekettii) 4.059 1.222
(Dunaliella) 3.059 0.921
(Desmodesmus pseudoserratus) 4.059 1.222
(Heterothrix debilis) 2.184 0.658
(Nitzschia longissima) 3.322 1.000
(Cyclotella) 3.059 0.921
(Skeletonema) 3.644 1.097
(Chlorella) 3.059 0.921
(Cryptomonas) 4.059 1.222

3.654 1.040
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Effect of Porphyra yezoensis farming on the structure and ge-
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Abstract: In order to investigate the effect of Porphyra yezoensis farming on the structure and genetic diversity of
phytoplankton community in Haizhou Bay in Jiangsu, four sampling sites were set in each Porphyra yezoensis
breeding and non-breeding sea in Haizhou Bay in Jiangsu Province in December 2012. The surface water was col-
lected and the total DNA of seawater was extracted. The planktonic algae ribulose 1, 5-bisphosphate carboxy-
lase/oxide large subunit (rbcL) gene was amplified using PCR, which was used to construct a plasmid library of
breeding and non-breeding sea rbcL fragment. 50 positive clones of the library were selected randomly and se-
quenced. After a comparative analysis, eight species of marine microalgae were found in non-breeding areas, among
which, Cryptomonas made up 22% of the total number of clones, Thalassiosira and Skeletonema were smaller pro-
portion, accounting for 6% and 2%, respectively. 10 kinds of marine microalgae were found in breeding sea, among
which Heterosigma has the obvious superiority, accounting for 22% of the total number of clones. Only three kinds
of microalgae (Skeletonema, Cryptomonas and Chlorella) were found in both breeding areas and non-breeding areas,
suggesting that phytoplankton community composition was significantly different between breeding areas and
non-breeding areas. The average Shannon index of sea phytoplankton in P. yezoensis non-breeding and breeding
areas was 3.273 and 3.654, respectively. The average evenness index was 1.090 and 1.040, respectively, suggesting
breeding areas were rich in phytoplankton with genetic diversity, while the maturity and stability of the community
were high in non-breeding areas. our study confirmed that the structure and composition of phytoplankton commu-

nity is dynamic, and P. yezoensis farming changed community structure and genetic diversity of phytoplankton.

(Rt dh: Ribik)
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