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Abstract: Phycovirus, as an important member in the marine ecosystem, is playing a greatly prominent role in the mi-
crobial loop, biogeochemical cycling, community population and diversity. Because of the numerous advantages of us-
ing virus to regulate the red-tide and the water bloom, it has become a hot research orientation that people adopted algae
virus to control the algae. Nowadays, there were already many algae virus that had been isolated and identified and sci-
entists also have some research regarding to their practical use, finding that the effect that viruses have on the practical
ecosysystem is extremelycomplex. So focus was put on the virus zoology. It is known that the genetic diversity of phy-
covirus is extremely high, butseeking the way to consider its worldwide distribution and some efficient ways to detect
and analysis it has become a global research hotspot. This article introduces the recent research progress of algae virus
related with the ecological distribution, geneticdistribution, correlative target genes and frequently-used analytical pro-
cedure and makes some prospects of phycovirus, hoping to provide some references for the research in the ecology of
phycovirus and the biological control of red-tide.
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Figure 1. Viruses can affect biogeochemical cycling and the efficiency of the biological pump!®
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Figure 2. Plaque formed after 24 h infection by SP48
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Figure 3. Characteristics of the phage 2ZCW1 under TEM obser -
vation
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Figure 4. PTV1 plaque formed in the Phaeodactylumtriconutum
plate
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Figure5. Plaque formed in the Chlorella qutotropica plate
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Table 1. PCR primer for the research of cyanophage diversity
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PIF AR AT
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> i J’L%/A’ & ’i
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CPS8  5°-AAATA[C/T]TT[G/A/TICCAACA[A/T]ATGGA-3’ FF %XZE ﬁ e WX
SRE To
CPS3/CPSA CPS3  5’-TGGTA[T/C]GT[T/C]IGATGG[A/C]AGA-3’ 860 TRFPHIK. 5IER
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W, RrRtEE
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