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ABSTRACT
Hemifusus tuba is an ecologically and economically important species of Buccinoidea, which comprises
an ecologically diverse group of carnivorous marine gastropods. However, the taxonomic classification
and phylogenetic studies have so far been limited. In this study, we report the first complete mito-
chondrial genome of Melongenidae from H. tuba. The mitogenome has 15,483bp (68.2% Aþ T con-
tent) and made up of total of 37 genes (13 protein-coding, 22 transfer RNAs, and 2 ribosomal RNAs),
and a control region. This study was the first to provide complete mitogenome of Melongenidae and
will provide useful genetic information for future phylogenetic and taxonomic classification of
Buccinoidea.
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The Buccinoidea are one of the most geographically wide-
spread and ecologically diverse clade within the
Neogastropoda, which comprise about 1000 described spe-
cies and inhabited all over the world oceans from tropical
oceans to the poles and from the intertidal to the deep seas
(Kantor 2003). The family Melongenidae is a small family of
Buccinoidea, which generally divided into two subfamilies
(Hayashi 2005). Many species of Melongenidae including
Hemifusus tuba are economically important as luxury seafood
and valuable ingredients of traditional medicines (Li et al.
2019). However, the taxonomy and phylogeny of the
Buccinoidea have been debated due to lack of reliable mor-
phological taxonomic characters (Kantor 2003). The complete
mitochondrial genome is an excellent molecular marker for
studying phylogenetic relationships and taxonomy identifica-
tion, but adequate mitogenome information about the
Melongenidae is still missing. Here, we report the first com-
plete mitochondrial genome sequence of Melongenidae,
which will provide a better insight into phylogenetic assess-
ment and taxonomic classification.

A tissue samples of H. tuba from 5 individuals were col-
lected from Guangxi province, China (Beihai, 21.023316 N,
109.123369 E), and the whole body specimen (#GR0215)
were deposited at Marine Biological Herbarium, Guangxi
Institute of Oceanology, Beihai, China. The total genomic
DNA was extracted from the muscle of the specimens using
an SQ Tissue DNA Kit (OMEGA, Guangzhou, China) following
the manufacturer’s protocol. DNA libraries (350 bp insert)

were constructed with the TruSeq NanoTM kit (Illumina, San
Diego, CA) and were sequenced (2� 150 bp paired-end)
using HiSeq platform at BGI Company (Shenzhen,
Guangdong, China). Mitogenome assembly was performed by
MITObim (Hahn et al. 2013). The complete mitogenome of
Buccinum pemphigus (GenBank accession number:
NC_029373) was chosen as the initial reference sequence for
MITObim assembly. Gene annotation was performed by
MITOS (Bernt et al. 2013).

The complete mitogenome of H. tuba was 15,483 bp in
length (GenBank accession number: MN462591), and contain-
ing the typical set of 13 protein-coding, 22 tRNA and 2 rRNA
genes, and a putative control region. The overall base com-
position of the mitogenome was estimated to be A 30.2%, T
37.9%, C 15.6%, and G 16.2%, with a high Aþ T content of
68.2%, which is similar, but slightly higher than Indothais lac-
era (68.1%) (Zhong et al. 2017). The mitogenomic phylogen-
etic analyses showed that family Melongenidae was clustered
between family Buccinidae and family Nassariidae within
superfamily Buccinoidea clade with high bootstrap value
(Figure 1), which is consistent with the phylogenetic analyses
of Buccinoidea using nuclear gene (18S rRNA and segment
histone H3) and mitochondrial gene (COI, 12S rRNA, and 16S
rRNA) (Zou et al. 2011). The complete mitochondrial genome
sequence of H. tuba was the first sequenced mitogenome in
Melongenidae, which will contribute to further phylogenetic
and comparative mitogenome studies of Melongenidae, and
related families.
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Figure 1. Phylogenetic tree of 12 species in order Neogastropoda. The complete mitogenomes are downloaded from GenBank and the phylogenic tree is con-
structed by maximum-likelihood method with 100 bootstrap replicates. The bootstrap values were labelled at each branch nodes. The gene’s accession number for
tree construction is listed as follows: Babylonia areolata (NC_023080), Babylonia lutosa (NC_028628), Tritia reticulatus (NC_013248), Rapana venosa (NC_007781),
Nassarius conoidalis (NC_041310), Nassarius hepaticus (NC_038169), Nassarius foveolatus (NC_041546), Nassarius javanus (NC_041547), Nassarius sinarus
(NC_041545), Buccinum pemphigus (NC_029373), and Buccinum undatum (NC_040940).

MITOCHONDRIAL DNA PART B 3401


	Abstract
	Disclosure statement
	References



<<
	/CompressObjects /Tags
	/ParseDSCCommentsForDocInfo true
	/CreateJobTicket false
	/PDFX1aCheck false
	/ColorImageMinResolution 150
	/GrayImageResolution 150
	/DoThumbnails false
	/ColorConversionStrategy /sRGB
	/GrayImageFilter /DCTEncode
	/EmbedAllFonts true
	/CalRGBProfile (sRGB IEC61966-2.1)
	/MonoImageMinResolutionPolicy /OK
	/ImageMemory 1048576
	/LockDistillerParams true
	/AllowPSXObjects true
	/DownsampleMonoImages true
	/PassThroughJPEGImages false
	/ColorSettingsFile (None)
	/AutoRotatePages /All
	/Optimize true
	/MonoImageDepth -1
	/ParseDSCComments true
	/AntiAliasGrayImages false
	/GrayImageMinResolutionPolicy /OK
	/JPEG2000ColorImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/ConvertImagesToIndexed true
	/MaxSubsetPct 100
	/Binding /Left
	/PreserveDICMYKValues false
	/GrayImageMinDownsampleDepth 2
	/MonoImageMinResolution 600
	/sRGBProfile (sRGB IEC61966-2.1)
	/AntiAliasColorImages false
	/GrayImageDepth -1
	/PreserveFlatness true
	/CompressPages true
	/GrayImageMinResolution 150
	/CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
	/PDFXBleedBoxToTrimBoxOffset [
		0.0
		0.0
		0.0
		0.0
	]
	/AutoFilterGrayImages true
	/EncodeColorImages true
	/AlwaysEmbed [
	]
	/EndPage -1
	/DownsampleColorImages true
	/ASCII85EncodePages false
	/PreserveEPSInfo false
	/PDFXTrimBoxToMediaBoxOffset [
		0.0
		0.0
		0.0
		0.0
	]
	/CompatibilityLevel 1.6
	/MonoImageResolution 600
	/NeverEmbed [
	]
	/CannotEmbedFontPolicy /Warning
	/AutoPositionEPSFiles true
	/PreserveOPIComments false
	/JPEG2000GrayACSImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/PDFXOutputIntentProfile ()
	/JPEG2000ColorACSImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/EmbedJobOptions true
	/MonoImageDownsampleType /Bicubic
	/DetectBlends true
	/EncodeGrayImages true
	/ColorImageDownsampleType /Bicubic
	/EmitDSCWarnings false
	/AutoFilterColorImages true
	/DownsampleGrayImages true
	/GrayImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.4
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/AntiAliasMonoImages false
	/GrayImageAutoFilterStrategy /JPEG
	/GrayACSImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.4
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/ColorImageAutoFilterStrategy /JPEG
	/ColorImageMinResolutionPolicy /OK
	/ColorImageResolution 150
	/PDFXRegistryName ()
	/MonoImageFilter /CCITTFaxEncode
	/CalGrayProfile (Gray Gamma 2.2)
	/ColorImageMinDownsampleDepth 1
	/JPEG2000GrayImageDict <<
		/TileHeight 256
		/Quality 15
		/TileWidth 256
	>>
	/ColorImageDepth -1
	/DetectCurves 0.1
	/PDFXTrapped /False
	/ColorImageFilter /DCTEncode
	/TransferFunctionInfo /Preserve
	/PDFX3Check false
	/ParseICCProfilesInComments true
	/ColorACSImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.4
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/DSCReportingLevel 0
	/PDFXOutputConditionIdentifier ()
	/PDFXCompliantPDFOnly false
	/AllowTransparency false
	/PreserveCopyPage true
	/UsePrologue false
	/StartPage 1
	/MonoImageDownsampleThreshold 1.5
	/GrayImageDownsampleThreshold 1.5
	/CheckCompliance [
		/None
	]
	/CreateJDFFile false
	/PDFXSetBleedBoxToMediaBox true
	/EmbedOpenType false
	/OPM 1
	/PreserveOverprintSettings true
	/UCRandBGInfo /Remove
	/ColorImageDownsampleThreshold 1.5
	/MonoImageDict <<
		/K -1
	>>
	/GrayImageDownsampleType /Bicubic
	/Description <<
		/ENU (Use these settings to create Adobe PDF documents suitable for reliable viewing and printing of business documents.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
		/PTB <>
		/FRA <>
		/KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
		/NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
		/NOR <>
		/DEU <>
		/SVE <>
		/ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
		/DAN <>
		/JPN <>
		/CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
		/SUO <>
		/CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
		/ESP <>
	>>
	/CropMonoImages true
	/DefaultRenderingIntent /Default
	/PreserveHalftoneInfo false
	/ColorImageDict <<
		/HSamples [
			1.0
			1.0
			1.0
			1.0
		]
		/QFactor 0.4
		/VSamples [
			1.0
			1.0
			1.0
			1.0
		]
	>>
	/CropGrayImages true
	/PDFXOutputCondition ()
	/SubsetFonts true
	/EncodeMonoImages true
	/CropColorImages true
	/PDFXNoTrimBoxError true
>>
setdistillerparams
<<
	/PageSize [
		612.0
		792.0
	]
	/HWResolution [
		600
		600
	]
>>
setpagedevice


