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210 1 2 R IR AR R R A EEM
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AT-3"), PCR =98 1 2 %0 W B 1) Bnt I W 68 ¢ P Uik
i, 3% B DL BB AT BR 23 W 1Y THlumina HiSeq Il
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HF A (Tags) . /Bt B M BR T 7 B i R4 R



FE M35 . 4R B AFUR F E Bk (A B BE S M4 AE

P HI LA e JR ) 1 iy ¥ 41, K USEARCH
(version 10. 0) BAFXF T A #E i 1 Tags #HATRE B
INLL 97 % 1y — B (Identity) ¥ 7 91 38 28 W42 1 43
25 ¥ JC (Operational Taxonomic Units, OTUs),
SILVA ) SSUrRNA %4 F xf H 9 47 9 Fh 7 B
Br. it QIIME2 #Fit 84 5 i Alpha Z #1458
B, A0 35 Ace 38 %0, Chaol #8 #(. Shannon 8§ %t M
Simpson 840, Ace 85U H1 Chaol 8% T iy = ) Fh
F2J , Shannon $8 %0 F1 Simpson $& B T 45 & ¥ F

2 HRESH

2.1 ABBFBRGERRREMBRKEHRERF
SRAF IR T M 00 4 K A BRI Ak 1

FirR . SCue BII], pH (R i 4 24 Of 5 78 A2 8 R

A KIRFEE WA KT WA T R R TR E O S

THEs .

x1 BEAEHHREETF

Table 1 Environmental factors of seedling water bodies

WA/

FIRES Kk /°C

BB Water (D pmg
Larval Time tempera- o / pH value Salinity
stage ture/C oxygen
(mg/L)
HD 2022-09-10 29.0 7.3 7.8 22.4
HK 2022-09-13 28.9 7.4 8.0 23.1
HZ 2022-09-19 28.5 7.4 7.8 25.0
HA 2022-09-23 28.1 7.6 8.0 25.4
HZ 2022-09-28 27.5 7.5 8.1 26.2

2.2 ABEBENHNERIRELENEKENERS
T

U AR B KR M R R WL 2, 45
Gk KRB B OTU $iE ol 380—963, Hid HD 1
OTU %t Ace 5 %0, Chaol 8 %1z &5 T H AL B Bt
A B 2 5 E B L, R SO B
HRAM W HAVHB Ml HK; 1 HZ 9 OTU i {2
A 380 1, H Ace 8% Chaol #8505 % . W HL
Bt E B & &, M HD #| HZ, Shannon 1§ %t fl
Simpson 5§ £ 52 B H U #4045 B, B Rl & 40 1k &
BT ThE . 2 HD & B /K B 1 B 2 AR
. 7E HB B R Z BRI,
2.3 ARBIERAEHEAKEREENEXES T
2.3.1 DB CEBRRAYKRMAKREHLA A
OTUs & #f

LU ELAR IS SR & Y 5 S B BEK M 3t A

FiA i OTUs $0 & WK 1, HD, HK, HB, HA
HZ R A 1 OTUs Bit 4351k 679.178.,238.250 Fl
196 4~ 4 9 i 4 H OTUs &R 70.51%.
43.10%.50. 11%.51.98% 1 51.58% , HD %% & 1
OTUs bk & &5 s Br A Br Be A B9 OTUs {X R 57
A HAy OTUs 430 FEAS R B B A

2 BHUACHEBSHEY

Table 2 Diversity of bacteria in seedling water bodies

gikme QY

Ace $5 % (%lgagll S}}ing[on Sl;ré%}on
Larval H B A
OTU

Ace

. Chaol Shannon  Simpson
stage number index index index index
HD 963 982.418 973.132 7.078 0.982
HK 413 420.874  417.375 6.119 0.973
HB 475 475.858  475.034 4.903 0.920
HA 481 487. 377 483.478 6.214 0.974
HZ 380 380. 000 380. 000 6.212 0.975

HB

238

HA HD

23

HZ HK

The number in diagram indicates the OTUs in different
samples,the number in the overlapping part of different colors
represents the shared OTUs between samples, and the non-
overlapping parts represent the unique OTUs of each sample.
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Fig. 1  Venn diagram of common and unique OTUs

number at different development stages of P.amabilis larval
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R (B 20, HEBAE 22 18] FF 7% 20 1 i) AR AL 1 R
ZSME. 45R BN HA f HZ BB b — 2 3R K
K5 HK.HB fil HD R4 —i2, X 3 HA il HZ
) AR E 4L I R M BT L T D 5 H Al 4 A o BE R B 45 4
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Fig. 2 Cluster analysis of species abundance at each larval stage at family level
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Fig.3 Relative abundance of dominant phyla in water at

different developmental stages of larvae
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Fig. 4 Relative abundance of dominant families in water

at different developmental stages of larvae
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Structure Characteristics of the Water Microbial Community
during Seedling Stage of Paphia textile Larvae

XIONG Xiangying'**,ZENG Mengging” ,JIANG Yan'**,DONG Lanfang'*,LAI Junxiang'"”’,
CHEN Ruifang'**" "

(1. Guangxi Key Laboratory of Marine Environmental Science, Guangxi Academy of Marine Science (Guangxi Mangrove Research
Center) , Guangxi Academy of Sciences,Nanning,Guangxi,530007.China;2. Guangxi Engineering Technology Research Center of
Breeding of New Mariculture Varieties, Guangxi Institute of Oceanology Co. , Ltd. , Beihai, Guangxi, 536000, China; 3. Beibu Gulf
Marine Industry Research Institute, Fangchenggang,Guangxi,538000,China)

Abstract:In order to explore the composition and structure characteristics of water microbial community in
Paphia textile larvae at different developmental stages,and to provide a theoretical basis for large-scale arti-
ficial breeding of seedlings,high-throughput sequencing technology was used to sequence and analyze the wa-
ter microbial community of larvae at D-shaped larval stage (HD) ,shell top stage (HK) , pre-metamorphosis
stage (HB) ,post metamorphosis stage (HA) and juvenile shell stage (HZ). The results of Alpha diversity
index showed that the abundance and diversity of microbial communities in HD were the highest, while the
abundance of microbial communities in HZ was the lowest and the diversity of microbial communities in HB
was the lowest. At the phylum level, the dominant bacterial communities in all stages of larval development
were Proteobacteria [including Alphaproteobacteria and Gammaproteobacteria ], Bacteroidota and Actinobac-
teriota. At the family level, the Rhodobacteriaceae and Flavobacteriaceae were the dominant groups in the
whole breeding cycle. The relative abundance of Microbacteriaceae was less than 1% in HB,and gradually in-
creased in HA and HZ, which were 9. 95% and 12. 82% , respectively. The relative abundance of Cryomor-
phaceae was less than 1% in HD, and the relative abundance in HK, HA and HZ was higher, which was
5.98% —7.67%. It is worth noting that the relative abundance of Idiomarinceae had significant differences at
different stages of P. textile larval development. The relative abundance of Idiomarinceae in HD and HK was
less than 1% ,but increased rapidly to 31. 90% in HB. In summary,the diversity and composition of water mi-
crobial community in different developmental stages of P.textile larvae changed significantly.

Key words: Paphia textile; seedling stage; water microbial community; bacterial diversity; high-throughput

sequencing
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