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The Alligator Snapping Turtle (Macrochelys temminckii Troost in Harlan 1835, sensu lato) has been historically treated 

as a single, wide-ranging species, until a recently published paper by Thomas et al. (2014; hereafter Thomas et al.) 

analyzed variation in morphology and mitochondrial DNA sequence data to describe two new species of Macrochelys: 

the Apalachicola Alligator Snapping Turtle (Macrochelys apalachicolae Thomas, Granatosky, Bourque, Krysko, Moler, 

Gamble, Suarez, Leone & Roman 2014) and the Suwannee Alligator Snapping Turtle (Macrochelys suwanniensis 

Thomas, Granatosky, Bourque, Krysko, Moler, Gamble, Suarez, Leone & Roman 2014). The specific epithet temminckii

was retained for populations in drainages from the Yellow River in Alabama and Florida west to the San Antonio River, 

Texas. Because populations of Macrochelys have been historically exploited by humans (Pritchard 1989) and the life-

history strategies of large, long-lived turtles make them susceptible to declines from harvest (Congdon et al. 1994), a 

sound understanding of species delimitation and richness is critical for the conservation of alligator snapping turtles, 

especially if the acceptance of a widely distributed species disguises the presence of multiple, smaller-ranged species.

In this correspondence, we review the population phylogenetic knowledge of Macrochelys and evaluate the 

morphological and molecular data presented to reclassify M. temminckii (sensu lato) as three species. We argue that the 

morphological analyses presented by Thomas et al. do not provide evidence differentiating M. apalachicolae populations 

from M. temminckii (sensu stricto) and that this newly described species is not diagnosable. This stance is supported by a 

recently published analysis of cranial shape variation among Macrochelys populations (Murray et al. 2014). We also note 

that Thomas et al. do not provide evidence resolving nuclear-mitochondrial discordance from Echelle et al. (2010) that 

questions the reciprocal monophyly of M. apalachicolae and M. temminckii (sensu stricto). Given the arguments 

presented here, we conclude with recommendations for a revised taxonomy and provide a key to the species of the genus 

Macrochelys.

Macrochelys phylogenetics

Geographic variation in Macrochelys morphology has been described among populations (e.g., number of supramarginal 

scutes, skull shape; Pritchard 1989), but populations have historically been treated as comprising a single, wide-ranging 

species. However, because other highly aquatic organisms in Gulf Coastal drainages exhibit patterns of drainage-specific 

endemism (e.g., Graptemys; Ennen et al. 2010), two studies in the last 16 years have explored population genetic 

structure of Macrochelys and systematic implications of that structure.

Roman et al. (1999; hereafter ‘Roman et al.’) sequenced two partial genes of the mitochondrial genome (tRNAPRO, 

5’ end of the control region) and found populations to exhibit drainage-specific haplotypes; a gene tree generated from 

these data recovered three major clades of Macrochelys temminckii (sensu lato): a western clade including populations 

from the Trinity River to the drainages of Pensacola Bay, a central clade from the Choctawhatchee River to the 

Ochlockonee River, and an eastern clade restricted to the Suwannee River. In this hypothesis, the Eastern (Suwannee) 

population (hereafter referred to as the Eastern (Suwannee) assemblage, for consistency with literature) was basal and 

sister to a well-supported monophyletic group comprising populations from the central and western distribution 

(hereafter, central and western assemblages, respectively). However, because mtDNA is maternally inherited and fails to 

detect male-mediated dispersal, Echelle et al. (2010; hereafter Echelle et al.) analyzed microsatellites from the nuclear 

genome to further test for population genetic structure, compare phylogeographic patterns between nuclear and mtDNA, 

and test for past population bottlenecks. Comparison of a neighbor-joining tree summarizing microsatellite variation (F
ST
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values) and a parsimony tree summarizing mtDNA haplotypes presented generally similar relationships, except for the 

drainages of Pensacola Bay, which were described by microsatellite data as being so deeply divergent as to question their 

membership in either the central or western clades of Roman et al. Both Roman et al. and Echelle et al. suggested low 

dispersal among drainages, high population structure among drainages, and potential for cryptic species within 

Macrochelys, but, in the absence of a thorough morphological investigation and because of nuclear-mitochondrial 

discordance, no taxonomic changes were made.

Morphological analyses do not differentiate all new species

Thomas et al. emphasized that, in an attempt to provide robust diagnoses for each species, a strong morphological 

analysis was needed to test the three-clade hypothesis of Roman et al. For their morphological analyses, the authors 

measured four gross morphological variables (caudal notch depth, caudal notch width, caudal notch area, and squamosal 

angle) and compared these measures among the three genetic assemblages from Roman et al. Analysis of covariance 

(ANCOVA) was used to test for differences in the caudal notch variables, using carapace length to adjust for differences 

in overall body size. For the squamosal angle, analysis of variance (ANOVA) was used to test for differences among 

groups, rather than ANCOVA, presumably because regression analysis did not find skull size to influence squamosal 

angle. For each ANCOVA and ANOVA, results indicated significant variation among groups.

While these approaches are important to test for variation among hypothesized groups, the authors also tested for 

morphological differences between the three hypothesized groups by comparing the mean values and standard error of 

the mean in post-hoc analyses. These tests, embedded in Table 1 of Thomas et al. (p. 148), consistently document the 

eastern (Suwannee) assemblage as distinct from the other two assemblages for mean values of all four variables. Indeed, 

a visual examination of Thomas et al.’s Figure 4 indicates that the statistical distribution of variables for the eastern 

(Suwannee) assemblage is mostly non-overlapping and distinct relative to those of the other groups (e.g., Thomas et al.: 

Figure 4B–D in particular). Thus, since all four variables differed from the other hypothesized groups, the results provide 

support for separation of the Suwannee population as a distinct and diagnosable taxon.

Comparison of mean values between the western and central assemblages suggested less differentiation, however. 

Significant differences in pairwise comparisons of mean values were only recovered for two of the four variables, and the 

statistical distribution of variables described considerable overlap in those comparisons (Thomas et al.: Figure 4). In 

general, this figure suggests that the uniqueness of Suwannee populations generated the significant among-group results 

in ANCOVA and ANOVA, and, when considered with the post-hoc analyses, the results largely suggest that the western 

and central assemblages overlap in morphological variation.

It is important to note that the univariate statistics are based on standard error of the mean. This statistic tests for 

differences in population means, but not for the confidence with which individuals measured for each variable can be 

correctly classified to a population. However, the authors also used a principal components analysis (PCA) “to explore 

whether carapace morphology could be used to distinguish individuals from three genetic assemblages” (Thomas et al., 

p. 143). The first and second axes of the PCA (Thomas et al.: Figure 8) described variation in the eastern (Suwannee) 

assemblage to be largely distinct from the other two assemblages, but also described approximately half of morphospace 

overlap as shared between the central and western assemblages. While it is difficult to evaluate how interpretation of this 

analysis may support or falsify objectives of the paper in the absence of a P value, we suggest that the great overlap in 

variation between the central and western assemblages similarly fails to describe diagnosable differences between those 

groups.

While the univariate analyses and PCA are classic statistical tools for describing variation, if a goal of the analyses 

was to test the degree to which individuals could be correctly identified to group membership, a more appropriate 

multivariate approach could have been to use a discriminant function analysis. This analysis generates functions that 

describe variables in multidimensional space, similar to PCA, but goes beyond by quantifying the degree to which 

continuous variables can be used to identify individuals to hypothesized groups (Tabachnick & Fidell 2001). This 

approach can identify combinations of values for continuous variables that are diagnostic (by resulting in correct 

classification for 95% of unknown individuals) for each putative taxon, which has practical applications for systematists 

attempting to measure diagnosability in a taxonomic framework (e.g., Ennen et al. 2010) or even diagnose species in 

dichotomous keys.

Thomas et al. assert that differences in caudal notch shape among the assemblages are “easily observed in both 

living and preserved specimens” (p. 146). While caudal notch shape works well for diagnosing M. suwanniensis relative 

to all other specimens, the assertion of easily observable differences does not appear to be universally true for the 

western and central assemblages, as no dichotomous key was provided of characters diagnosing these two lineages. The 

authors later admit that central and western populations are difficult to diagnose by stating: “[…] M. temminckii and M. 
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apalachicolae have narrow, triangular or U-shaped caudal notches that, although statistically different, are more difficult 

to differentiate from each other” (p. 161). We conclude that data presented for the caudal notch do not support statistical 

differentiation between M. apalachicolae and M. temminckii, as two of three tests failed to find significant variation in 

that comparison. For these reasons, we suggest that the morphological analyses used to diagnose M. apalachicolae as a 

distinct taxon from M. temminckii (sensu stricto) are insufficient. 

New morphological data also fail to diagnose M. apalachicolae

Since the publication of Thomas et al., a second study (Murray et al. 2014) has provided new perspective on 

morphological variation of Macrochelys by analyzing cranial shape. Specifically, Murray et al. (2014) compiled a dataset 

of 81 homologous landmarks on the dorsal, lateral, and ventral surfaces of the skull, including the squamosal angle 

character used by Thomas et al., and applied geometric morphometric methods to test whether cranial shape of Roman et 

al.’s hypothesized clades is more similar within than among clades. Their results found the eastern (Suwannee) 

assemblage to possess wide, robust skulls, which contrasted starkly with elongate and gracile morphologies of western 

populations. Central (Apalachicola) individuals were intermediate on the continuum of robust to gracile, but were 

characterized by greater variation that often overlapped with the other hypothesized clades. In general, however, 

distinctive variation in cranial shape supported the recognition of the eastern (Suwannee) assemblage as a diagnosable 

species but failed to distinguish between western and central assemblages, and those authors cautioned against further 

taxonomic revision beyond M. suwanniensis (Murray et al. 2014).

New phylogenetic analysis

Thomas et al. re-analyzed the sequence data from Roman et al. using a Bayesian-inference approach and generated a 

phylogeny with similar topology as that of Roman et al.; this was not surprising, given that the data sets were identical. 

What is surprising is that the authors did not obtain sequence data from more mitochondrial and/or nuclear loci to 

confirm the topology of their gene tree. It is well known that single gene trees can describe misleading relationships 

among populations or species, particularly for mtDNA (e.g., turtles, Wiens et al. 2010), and, in the present case, more 

loci would have served to strengthen the test of Roman et al.’s hypothesis by decreasing the probability of type I error.

What is also surprising was a failure to acknowledge the conflicting results between mitochondrial and nuclear data 

documented by Echelle et al. That study raises questions about the content of the western clade because it recovered 

specimens from Pensacola Bay drainages as being so divergent to question their membership with either central or other 

western populations. For this reason, we suggest that the nuclear data question the allocation of Macrochelys from the 

Ochlockonee River westward into two lineages demonstrating reciprocal monophyly. Reciprocal monophyly is often an 

important criterion when using genetic data to delimit species (Wiens & Penkrot 2002), but Thomas et al. do not 

convincingly resolve the problematic history of the western clade identified by Echelle et al. Therefore, for these 

reasons, we suggest the phylogenetic analysis by Thomas et al. does not represent inspiring new evidence describing 

Roman et al.’s western and central assemblages as distinct monophyletic lineages.

Conclusions and recommendations

In the technical process of species description, the diagnosis is a critical component because it illustrates unique 

characters that distinguish species from closely related taxa. We suggest that the primary diagnostic characters quantified 

and illustrated by Thomas et al. succeeded in separating M. suwanniensis as being morphologically and genetically 

distinct from all other members of the genus. Of the remaining specimens, we argue that these authors failed to diagnose 

the central assemblage as being morphologically distinct from the western assemblage and failed to explain away nuclear 

data from Echelle et al. that question the content of the western lineage. Instead, accumulating morphological and 

genetic data are most consistent with a pattern of drainage-specific divergence for the central and western clades (Echelle 

et al., Murray et al. 2014). Although the genetic data are consistent in describing limited gene flow between adjacent 

drainages, they do not necessarily eliminate the possibility of rare dispersal events. Observations of barnacles growing on 

shells of Macrochelys in coastal regions (Mount 1975) have been used to imply sufficient salt tolerance to make such 

dispersal possible, and microsatellite data suggested recent gene flow from the Pensacola to Apalachicola (Echelle et 

al.). Such dispersal and gene flow would serve to maintain species cohesion between central and western populations, 

while the geographic isolation of M. suwanniensis would limit dispersal and promote divergence (Thomas et al.).

In conclusion, until data are presented to address the concerns presented here, we recommend that two species of 
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alligator snapping turtles should be recognized: the Alligator Snapping Turtle (Macrochelys temminckii Troost in Harlan 

1835), a broadly-distributed taxon in Gulf Coastal drainages from the San Antonio River east to the Ochlockonee River, 

and the Suwannee Alligator Snapping Turtle (Macrochelys suwanniensis Thomas et al. 2014), a narrow-ranged endemic 

taxon in the Suwannee River. Given the perspective presented here, we provide a key to the species of Macrochelys:

Key to the species of the genus Macrochelys

1a. Distance between distal tips of right and left 12th marginal scutes wider than distance between distal tips of 11th and 

12th marginal scutes on either side ...................................................................................... Macrochelys suwanniensis

1b. Distance between distal tips of right and left 12th marginal scutes equal to or narrower than distance between distal 

tips of 11th and 12th marginal scutes on either side ................................................................Macrochelys temminckii

Acknowledgments

Dave Steen, Chris Murray, and two anonymous reviewers provided helpful comments and discussion. This paper is 

contribution no. 711 of the Auburn University Museum of Natural History.

References

Congdon, J.D., Dunham, A.E. & van Loben Sels, R.C. (1994) Demographics of common snapping turtles (Chelydra 

serpentina): Implications for conservation and management of long-lived organisms. American Zoologist, 34, 397–

408. 

http://dx.doi.org/10.1093/icb/34.3.397

Echelle, A., Hackler, J.C., Lack, J.B., Ballard, S.R., Roman, J., Fox, S.F., Leslie, D.M. & Van Den Bussche, R.A. (2010) 

Conservation genetics of the alligator snapping turtle: Cytonuclear evidence of range-wide bottleneck effects and 

unusually pronounced geographic structure. Conservation Genetics, 11, 1375–1387. 

http://dx.doi.org/10.1007/s10592-009-9966-1 

Ennen, J.R., Lovich, J.E., Kreiser, B.R., Selman, W. & Qualls, C.P. (2010) Genetic and morphological variation between 

populations of the Pascagoula Map Turtle (Graptemys gibbonsi) in the Pearl and Pascagoula rivers with description 

of a new species. Chelonian Conservation and Biology, 9, 98–113. 

http://dx.doi.org/10.2744/CCB-0835.1

Mount, R.H. (1975) The Amphibians and Reptiles of Alabama. Alabama Agricultural Experiment Station, Auburn 

University, Auburn, Alabama, 347 pp.

Murray, C.M., McMahan, C.D., Dobie, J.L. & Guyer, C. (2014) Cranial variation amongst independent lineages of the 

alligator snapping turtle (Macrochelys temminckii). Journal of Zoological Systematics and Evolutionary Research, 

52, 305–311. 

http://dx.doi.org/10.1111/jzs.12072 

Pritchard, P.C.H. (1989) The Alligator Snapping Turtle: Biology and Conservation. Milwaukee Public Museum, 

Milwaukee, 104 pp.

Roman, J., Santhuff, S.D., Moler, P.E. & Bowen, B.W. (1999) Population structure and cryptic evolutionary units in the 

alligator snapping turtle. Conservation Biology, 13, 135–142. 

http://dx.doi.org/10.1046/j.1523-1739.1999.98007.x

Tabachnick, B.G. & Fidell, L.S. (2001) Using Multivariate Statistics (5th ed.). Pearson Education, Boston.

Thomas, T.M., Granatosky, M.C., Bourque, J.R., Krysko, K.L., Moler, P.E., Gamble, T., Suarez, E., Leone, E., Enge, 

K.M. & Roman, J. (2014) Taxonomic assessment of Alligator Snapping Turtles (Chelydridae: Macrochelys), with 

the description of two new species from the southeastern United States. Zootaxa, 3786 (2), 141–165. 

http://dx.doi.org/10.11646/zootaxa.3786.2.4

Troost, G. (1835) Medical and Physical Researches. Bailey, Philadelphia, 653 pp.

Wiens, J.J. & Penkrot, T.P. (2002) Delimiting species using DNA and morphological variation and discordant species 

limits in Spiny Lizards (Sceloporus). Systematic Biology, 51, 69–91. 

http://dx.doi.org/10.1080/106351502753475880

Wiens, J.J., Kuczynski, C.A. & Stephens, P.R. (2010) Discordant mitochondrial and nuclear gene phylogenies in emydid 

turtles: Implications for speciation and conservation. Biological Journal of the Linnean Society, 99, 445–461. 

http://dx.doi.org/10.1111/j.1095-8312.2009.01342.x
FOLT & GUYER450  ·  Zootaxa 3947 (3)  © 2015 Magnolia Press

http://dx.doi.org/10.1111/j.1095-8312.2009.01342.x
http://dx.doi.org/10.1111/j.1095-8312.2009.01342.x

	Macrochelys phylogenetics
	Morphological analyses do not differentiate all new species
	New morphological data also fail to diagnose M. apalachicolae
	New phylogenetic analysis
	Conclusions and recommendations
	Key to the species of the genus Macrochelys
	Acknowledgments
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /All
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /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
    /Arial-Black
    /Arial-BlackItalic
    /Arial-BoldItalicMT
    /Arial-BoldMT
    /Arial-ItalicMT
    /ArialMT
    /ArialNarrow
    /ArialNarrow-Bold
    /ArialNarrow-BoldItalic
    /ArialNarrow-Italic
    /ArialUnicodeMS
    /CenturyGothic
    /CenturyGothic-Bold
    /CenturyGothic-BoldItalic
    /CenturyGothic-Italic
    /CourierNewPS-BoldItalicMT
    /CourierNewPS-BoldMT
    /CourierNewPS-ItalicMT
    /CourierNewPSMT
    /Georgia
    /Georgia-Bold
    /Georgia-BoldItalic
    /Georgia-Italic
    /Impact
    /LucidaConsole
    /Tahoma
    /Tahoma-Bold
    /TimesNewRomanMT-ExtraBold
    /TimesNewRomanPS-BoldItalicMT
    /TimesNewRomanPS-BoldMT
    /TimesNewRomanPS-ItalicMT
    /TimesNewRomanPSMT
    /Trebuchet-BoldItalic
    /TrebuchetMS
    /TrebuchetMS-Bold
    /TrebuchetMS-Italic
    /Verdana
    /Verdana-Bold
    /Verdana-BoldItalic
    /Verdana-Italic
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /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 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 2.00000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /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 <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /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.)
    /JPN <>
    /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 <>
    /PTB <>
    /SUO <>
    /SVE <>
    /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.)
  >>
>> setdistillerparams
<<
  /HWResolution [1200 1200]
  /PageSize [612.000 792.000]
>> setpagedevice


