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The Mesobuthus martensii genome reveals the
molecular diversity of scorpion toxins
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Abstract

Recent complete sequencing of the genome of the Asian scorpion, Mesobuthus martensii, highlights the molecular
diversity of its venom neurotoxin/defensin genes and interesting features of their evolution.
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Scorpion is a mysterious organism in the animal kingdom.
It is a living fossil [1], has poisonous venom [2], and can
be fluorescent [3]. Such unique features have increasingly
attracted scientists’ attention and interests around the
world. One exciting progress in scorpion research is a re-
cent report from Dr. Wenxin Li’s group in China for the
complete genome sequencing of the Asian scorpion,
Mesobuthus martensii [4]. The M. martensii genome has
an estimated size of 1323.73 Mb but interestingly contains
predicted 32,016 genes, more than those in human [4].
The analysis by Cao et al. also revealed that M. martensii
genome has, in addition to a large gene content, a high
level of transposable element accumulation, a divergent
evolution of venom neurotoxin/defensin genes, and an ex-
pansion of gene families often associated with unique bio-
logical features of scorpions [4].
One important finding from the genome sequence ana-

lysis is the molecular diversity of venom neurotoxins [4].
For the first time, Cao et al. systematically analyzed the
gene structure and organization of neurotoxins at the gen-
ome level. They discovered 116 neurotoxin genes present
in the M. martensii genome: 61 NaTx (toxins for sodium
channels) genes, 46 KTx (toxins for potassium channels)
genes, 5 ClTx (toxins for chloride channels) genes, and 4
CaTx (toxins for ryanodine receptors) genes. Compared to
the known neurotoxins previously identified through
cDNA cloning and biochemical purification, most of the
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45 newly discovered neurotoxin genes belong to the NaTx
and KTx families. Their analysis thus provided a different
but complete picture of the molecular diversity of neuro-
toxins in M. martensii.
Earlier transcriptome analyses of scorpion venomous

gland by Li’s group provided evidence that the scorpion
venom has a large variety of biologically active peptides.
The Li team began the scorpion research in 1990s by first
constructing a cDNA library for the scorpion M. martensii
in order to isolate and characterize new toxin genes [5].
Later, Ma et al. carried out a transcriptomic analysis of the
venom gland of the scorpion Scorpiops jendeki [6]. Their
work revealed that the venom of Scorpiops jendeki has
more than 10 known types and 9 atypical types of pep-
tides/proteins [6]. Subsequently, in 2010, they used both
transcriptomic and proteomic analyses to determine the
toxin content of the venom of the scorpion Heterometrus
petersii [7]. In the same year, the Li group published a
comparative analysis of the venom transcriptome of the
scorpion Lychas mucronatus from two different geograph-
ical regions in China: one region in Hainan province and
the other region in Yunnan province [8]. Interestingly, this
study identified a large number of new venom molecules
and also revealed that venom peptides/proteins of the
same scorpion species from different geographical regions
are highly diversified. These findings suggest the possibil-
ity that scorpions evolve in order to adapt to new environ-
ment by changing the primary structure and abundance of
venom peptides/proteins. Last year, this same group con-
tinued their study with transcriptome analysis of three
new scorpion species: two Buthidae species (Lychas
mucronatus and Isometrus maculatus) and one Euscorpii-
dae species (Scorpiops margerisonae) [9]. More recently, a
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similar analysis of the venom glands from two scorpion
species of the family Chaerilidae, Chaerilus tricostatus and
Chaerilus tryznai revealed 14 types of venom peptides/
proteins and 74 atypical venom molecules [10]. Their cu-
mulative transcriptomic analyses were responsible for the
majority of new toxin molecules discovered in the field of
scorpion toxins. Together, these findings created the gen-
etic resource libraries for scorpion toxin research and will
help to accelerate the drug discovery of toxin peptides. In
fact, by analyzing molecular diversity of scorpion toxins
and their structure-function relationships, they were the
first to reveal a critical role of acidic residue function in
toxin activity [11] and developed a novel drug lead [12].
The analyses of the M. martensii genome by Cao et al.

[4] revealed some unique features in the structure and
organization of neurotoxin genes. Out of the 116 neuro-
toxin genes, 109 are expressed in the venomous gland.
Most of the neurotoxin genes contain one intron located at
the end of the coding region for the signal peptide, while a
smaller number had no or two introns. 44% (51/116) of the
neurotoxin genes are present in clusters on seventeen scaf-
folds. Within each cluster are neurotoxin genes of the same
family that share similar gene structure and organization,
indicating that frequent gene duplication occurred at the
neurotoxin loci. Similar features of gene cluster and struc-
tural organization were also found for the six defensin
genes in M. martensii, suggesting an evolutionary trajectory
parallel to that of neurotoxin genes.
The M. martensii genome sequence also allowed Cao

et al. [4] to investigate the origin of scorpion neurotoxin
genes, a subject of intense recent debate. Hierarchical clus-
tering was used to group the related neurotoxin genes
from M. martensii, including 54 NaTx, 41 KTx, 5 ClTx and
6 defensins. Two major groups corresponding to pharma-
cological classes were formed. Group 1 comprises NaTx
genes, whereas group 2 contains KTx, ClTx and defensin
genes. These findings not only point to monophyly of the
neurotoxin and definsin genes, but also implicate a strong
structure-function relationship by the association of func-
tional determinants with the sequence homology groups.
They also suggest that NaTx likely diverged early from the
common ancestor(s) of KTx, ClTx and defensin, and sub-
sequently KTx, ClTx and defensins evolved into their
separate families.
Together with the transcriptome analyses of the ven-

omous glands from different Chinese scorpion species,
the genome sequence of M. martensii allows the char-
acterization of a large family of venom molecules, in
addition to other genes involved in defense and detoxifi-
cation of the animal species. Such information provides
a valuable resource for further study on the biology of
the venom toxin, as well as for future therapeutic ap-
proach that targets neurotoxins for treatment of human
diseases. Clearly, more questions will arise from the
completion of the M. martensii genome, such as those
on the comparative genomics of scorpion toxins and the
biological functions of scorpion toxins, which will at-
tract new generation of scientists to work on this excit-
ing field of research and development.

Competing interests
The authors declare that they have no competing interests.

Authors’ contributions
JM and YBS wrote the manuscript and approved the final manuscript.

Acknowledgements
JM was supported by extramural research grants from the National Institutes
of Health (NIH) and YBS was supported by the Intramural Research Program
of NICHD, NIH.

Received: 21 December 2013 Accepted: 24 December 2013
Published: 3 January 2014

References
1. Polis GA: Introduction. In The Biology of Scorpions. Edited by Polis GA.

California: Standford University Press; 1990:1–8.
2. Possani LD, et al: Peptides and genes coding for scorpion toxins that

affect ion-channels. Biochimie 2000, 82:861–868.
3. Frost LM, et al: A coumarin as a fluorescent compound in scorpion

cuticle. In Scorpions 2001: in memoriam, Gary A. Edited by Fet V, Selden PA.
Polis: British Arachnological Society; 2001:365–368.

4. Cao Z, et al: The genome of Mesobuthus martensii reveals a unique
adaptation model of arthropods. Nat Commun 2013, 4:2602.

5. Zhu S, et al: Molecular cloning and sequencing of two 'short chain' and
two 'long chain' K+ channel-blocking peptides from the Chinese
scorpion Buthus martensii Karsch. FEBS Lett 1999, 457:509–514.

6. Ma Y, et al: Transcriptome analysis of the venom gland of the scorpion
Scorpiops jendeki: implication for the evolution of the scorpion venom
arsenal. BMC Genomics 2009, 10:290.

7. Ma Y, et al: Molecular diversity of toxic components from the scorpion
Heterometrus petersii venom revealed by proteomic and transcriptome
analysis. Proteomics 2010, 10:2471–2485.

8. Ruiming Z, et al: Comparative venom gland transcriptome analysis of the
scorpion Lychas mucronatus reveals intraspecific toxic gene diversity
and new venomous components. BMC Genomics 2010, 11:452.

9. Ma Y, et al: Extreme diversity of scorpion venom peptides and proteins
revealed by transcriptomic analysis: implication for proteome evolution
of scorpion venom arsenal. J Proteomics 2012, 75:1563–1576.

10. He Y, et al: Molecular diversity of Chaerilidae venom peptides reveals the
dynamic evolution of scorpion venom components from Buthidae to
non-Buthidae. J Proteomics 2013, 89:1–14.

11. Han S, et al: Protein-protein recognition control by modulating
electrostatic interactions. J Proteome Res 2010, 9:3118–3125.

12. Han S, et al: Structural basis of a potent peptide inhibitor designed for
Kv1.3 channel, a therapeutic target of autoimmune disease. J Biol Chem
2008, 283:19058–19065.

doi:10.1186/2045-3701-4-1
Cite this article as: Ma and Shi: The Mesobuthus martensii genome
reveals the molecular diversity of scorpion toxins. Cell & Bioscience
2014 4:1.


	Abstract
	Competing interests
	Authors’ contributions
	Acknowledgements
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV <>
    /HUN <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.440 793.440]
>> setpagedevice


