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Abstract: Marine Vibrio plays a key role in the biogeochemical cycle, and certain pathogenic marine Vibrios can
threaten human health and cause economic loss in the aquaculture industry. In recent years, a lot of achievements have been
made in studying the diversity of marine Vibrio in Guangxi Beibu Gulf, though there are still few reports that systematically
summarize them. To better understand the species composition, communities distribution characteristics and driving
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mechanism of the marine Vibrio in the Beibu Gulf of Guangxi, this paper reviewed the research on the diversity of marine

Vibrio in the Beibu Gulf of Guangxi based on the community structural characteristics, major environmental driving factors,

and the community assembly mechanism. The results showed that the marine Vibrio diversity in Guangxi Beibu Gulf varies

with sea area and season, with the main driving factors being nutrients such as total dissolved nitrogen, dissolved inorganic

nitrogen, and total dissolved phosphorus. The community assembly process of the Vibrio community in Guangxi Beibu Gulf

was dominated by random processes. In addition, this review provides an outlook for future studies on marine Vibrio diversity

in Guangxi Beibu Gulf, aiming to provide new ideas for the prevention and control of pathogenic marine Vibrio outbreaks,

and provide a theoretical reference for the research on the ecological function diversity of marine Vibrios and the high-value

utilization of biological resources.
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Fig.1 Phylogenetic tree of marine culturable Vibrio 16S rRNA gene sequences based on neighbor-joining criterion
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F1 ALBEERAIEFEFENE
Table 1 Marine cultivable Vibrio found in Guangxi Beibu Gulf.

5 BTHL  LifF 4 RR
1 V. atlanticus™ K& FIRE K
2 V. anguillarum™ Nz
3 V. aestuarianus" R R=E/NE] -

4 V. alginolyticus">" RN EKL. M. &k, AR, ¥
5 V. azureus™ TFHINE N
6 V. brasiliensis" EHIAE K
7 V. cyslitrophicus"! RIFINE K
8 V. campbellii™ KM KINE K
9 V. cincinnatiensis™” FFARRINE -
10 V. chagasii'™ 0 KINE -
11 V. cidicii! - -
12 V. diazotrophicus™ MAIINE -
13 V. fluvialis™ IR -
14 V. gigantis"” KAEGFIKE -
15 V. harveyit**? oY KK K
16 V. hepatarius"" NG -
17 V. jasicida" FHIFIKEA -
18 V. lentus" PUUN: -
19 V. mediterranei’™ W EINE K
20 V. mytili™! e IR -
21 V. natriegens">*" N K. BE AR
22 V. nereist** RN -
23 V. neocaledonicus™ #FE 2 % RIEINE K
24 V. pelagius"™ HINE K
25 V. parahaemolyticus™>**" Elp-R% N B Mk, &k, AR, B
26 V. proteolyticus™ BEaIRE -
27 V. porteresiae™ KAGINE -
28 14 ponticus[l'3] 2 EINE -
29 V.plantisponsor™™ AEARINE -
30 V. panulirit™” RAFINE -
31 V. rotiferianus""” W RIKE K
32 V. renipiscarius' @ IRE -
33 V. splendidus™" B2 IR EH K
34 V. shilonii" #F KINE HEIK
35 V. sinaloensis"™ A8 T MINE K
36 V. scophthalmi'™” K& SR

37 V. ubiashii"™ B RINE AR S
38 V. tasmaniensisss"™ AL RIEINE K
39 V. xuii™ HERINE -
40 V. vulnificus' > RTINS 435
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