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Fig.1 Sampling localities of B. neritina
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Tab.1 The genetic diversity estimates of 4 B. neritina populations

e 24 TR 1] B =i Bt/
A 18 32 33 21 104
K 687 687 687 687 687
A5 S B 1 1 1 9 11
EERRSIL g 2 2 2 5 8
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Fig.2 Haplotype network of 4 B. neritina populations
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Fig.3 Neighbor-joining tree of D-loop sequence haplotypes from 4 B. neritina populations
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Tab.2 Neutrality tests, mismatch analysis and goodness-fit tests for 4 B. neritina populations
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Fig.4 Mismatch distribution for D-loop sequences of 4 B. neritina populations
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Tab.3 The average Kimura 2-parameter distance within and between populations
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Tab.4 The genetic divergence among 4 B. neritina populations
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Tab.5 The AMOVA analysis between B. neritina population groups
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i T RSN (bottleneck effect) B # J2 B8 3 & 24 i
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Population genetic variation study of Bugula neritina
in coastal waters of China

Li Hai"?,Liu Qiaohong® , Tang Xueying® ,Chen Wuge® , Ding Shaoxiong®

(1. Laboratory of Marine Biology and Ecology, Third Institute of Oceanography s State Oceanic Administration , Xiamen 361005,
China ; 2. Fujian Collaborative Innovation Center for Ex ploitation and Utilization o f Marine Biological Resources s Xiamen 361102,

China ; 3. Xiamen Ocean Vocational College, Xiamen 361012, China)

Abstract: We studied the genetic diversity and population genetic variation of Bugula neritina ,an important phar-
maceutical organism,sampled from 4 distinct localities along China coastline by mitochondrial control region ampli-
fication and SILAF-seq. 8 haplotypes were detected in control region, haplotype diversity (A) and nucleotide diver-
sity (7r) were 0. 130 7 and 0. 000 7, respectively. No significant topological structure was found in haplotype net-
work and NJ phylogenetic tree. Neutrality tests and mismatch distribution both suggested that B. neritina did not
experience a range expansion. F'y, and AMOVA analysis indicated that genetic variation mainly occurred within
populations. SLLAF library construction generated 214 409 SI.LAFs, among which 23 437 were polymorphic, 99 432
SNP loci were developed. Genetic distances among populations were short and even shorter than those within popu-
lations. Phylogenetic tree and population genetic analysis based on SNP data revealed that no significant genetic
structure were observed among populations. In conclusion, genetic diversity of B. neritina in coastal waters of Chi-
na were low, and no significant genetic structure existed among geographically distinct populations. We assumed
this was mainly attributed to bryozoan’s capability to disperse. In addition, our study validated the application and
advantages of SLLAF-seq in population genetic variation study of marine organisms.

Key words: Bugula neritina ; population genetic variation; mitochondrial DNA; SLAF-seq; reduced representation

sequencing



