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Table 1 Comparisons between eRNA and eDNA techniques for species diversity detection in different ecosystems
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Research Progress of Environmental RNA Technology in Bio-

monitoring

CHEN Kun'*,LIAO Xin'*"~

(1. Guangxi Key Laboratory of Mangrove Conservation and Utilization, Guangxi Academy of Marine Science (Guangxi Mangrove

Research Center) »Guangxi Academy of Sciences, Beihai, Guangxi, 536000, China; 2. Observation and Research Station of Coastal
Wetland Ecosystem in Beibu Gulf.Ministry of Natural Resources,Beihai, Guangxi,536015,China)

Abstract ;: Ecosystems on a global scale are facing unprecedented loss of biodiversity and changes in community

structure. In order to detect these changes in a timely and accurate manner, scientists are constantly exploring
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new monitoring technologies. Among them,environmental DNA (eDNA) technology has been widely used as
a non-invasive method in biological resource assessment and biodiversity surveys. However, it may lead to
false positive results and affect the accuracy of monitoring. In contrast,environmental RNA (eRNA) technol-
ogy can more effectively distinguish living (metabolically active) organism or dead (dormant) organisms,re-
duce false positive results,and thus improve the reliability of monitoring. However,eRNA technology has not
yet been well known,especially in China, where it is rarely used. The purpose of this paper is to review the re-
search status of eRNA technology in biomonitoring,and compare it with traditional monitoring methods and
eDNA technology to explore its advantages,limitations and existing problems. At the same time, the research
progress of eRNA in different aquatic ecosystems is analyzed by bibliometrics,and the applicability and feasi-
bility of eRNA technology in ecological monitoring in the future were prospected.

Key words: environmental RNA ;environmental DNA ; biological monitoring;biodiversity; methodological

CRERTLEIY S - d

(E#% 213 ® Continued from page 213)

Ecological Effects and Control Strategies of Spartina alterni-
flora Invasion in Mangroves of China

CHEN Jingyun'?, HUANG Hao"*,ZHANG Yihui'*" "

(1. Key Laboratory of Coastal and Wetland Ecosystems, Ministry of Education, Xiamen University, Xiamen, Fujian,361102, China;
2. College of the Environment &. Ecology,Xiamen University, Xiamen, Fujian, 361102, China)

Abstract: Mangroves are important parts of the coastal wetland ecosystem. The invasive plant Spartina alter-
niflora has spread to China including native plant communities such as mangroves,salt marshes and seagrass
beds,as well as tidal flats through artificial introduction and natural spread,which poses a great threat to the
health and stability of coastal wetland ecosystems. Since 2022, China has carried out large-scale S. alterni flo-
ra eradicate work throughout the country. Mangroves located in the southern coastal wetlands are the key ar-
eas for S. alterni flora removal. However, the current researches on the invasion mechanism of S. alterniflo-
ra in mangroves are not systematic and in-depth. Most of the relevant research paradigms and control strate-
gies are based on other types of coastal wetland ecosystems. This article summarizes the main ecological
effects of S. alterni flora invasion into China's mangrove areas,as well as several major S. alterni flora con-
trol strategies adopted in China’s mangrove areas,and discusses the gaps and hotspots of S. alterni flora re-
lated research in China's mangrove areas in the future,in order to provide reference for the prevention and
control of S. alterni flora in China's mangrove areas and the ecological restoration and protection of man-
groves.

Key words: mangroves; Spartina alterniflora ;biological invasion;control strategies
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