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on COI sequence

LIU Mengna® > % XU Lei**, WANG Xuehui* *, LIU Yu’, WANG Miaodi" > *, QIU Yongsong®, ZHU
Jiangfeng', HE Yinglin®, BEI Weilie®, DU Feiyan™*

1. College of Marine Science, Shanghai Ocean University, Shanghai 201306, China;

2. China Blue Sustainability Institute, Haikou 570208, China;

3. South China Sea Fisheries Research Institute, China Academy of Fishery Sciences, Guangzhou 510300, China;

4. Guangdong Provincial Key Laboratory of Fishery Ecology and Environment, Guangzhou 510300, China;
5. South China Sea Institute of Oceanology, Chinese Academy of Sciences, Guangzhou 510301, China
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ecology of these two cephalopods will be great significant to the construction of marine food web. Because of the sharp tooth
decay, the stomach contents are all scorpion-like, and it is difficult to accurately identify them by traditional morphological
methods. And the effectiveness of molecular techniques in feeding analysis of these two species has not been fully validated.
In this study, we identified the species (or genus) in the stomach contents of U. chinensis and S. oualaniensis based on the
mitochondrial COI gene, and used the Generalized Mixed Yule Coalescent (GMYC) model for species definition and
phylogenetic tree building. The results showed that of a total of 41 stomach contents sequences (28 from U. chinensis and 13
from S. oualaniensis), 30 (73%) were identified as species, and the rest were determined as genus (all are crustaceans). The
diets of U. chinensis in Shantou-Taiwan Shoal fishing ground included fish, cephalopods, and crustaceans; and the diets of S.
oualaniensis in the Central South China Sea were fish and cephalopods. Cannibalism occurred in both species, but was more
pronounced in S. oualaniensis.
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dgHCO2198( ) TAAACTTCAGGGTGACCAAARAAYCA Meyer, 2003
jeHCO2198( ) TAIACYTCIGGRTGICCRAARAAYCA Geller et al, 2013
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Fig. 1 Percentage of feeding intensity, percentage of empty stomach and stomach fullness index of U. chinensis (a, b) and S.
oualaniensis (c, d) in different mantle length groups
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Tab.3 Taxonomic distribution of diets of U. chinensis in Shantou-Taiwan shoal fishing ground in July, 2018
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Fig. 2 Bayes phylogenetic tree of diet species (genus) of U. chinensis base on mitochondria COI gene sequences
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Tab. 4 Taxonomic distribution of diets of S. oualaniensis in the South China Sea in July, 2019
HEE F3s Hms
Myripristis kuntee 99.53% MK658063.1 S20-41-2
Sargocentron caudimaculatum 100.00% MF409503.1 S19-44-4
B8 Alepes Swainson 100.00% MK264421.1 S3-23-3
#% Selar crumenophthalmus 100.00% MH638727.1 S26-14-2
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Sthenoteuthis oualaniensis 100.00% MF411130.1 S18-1 S18-14 S19-31-2
Sthenoteuthis oualaniensis 100.00% MF411105.1 S21-45-1 83-25 S9-22
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Fig. 3 Bayes phylogenetic tree of diet species (genus) of S. oualaniensis base on mitochondria COI gene sequences
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