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Abstract: Genetic differences between two forms (tall and short forms) of the pulmonate
limpet Siphonaria japonica were examined using isozymes in order to reveal their identity.
Three local samples from the tall form, two local samples from the short form, plus S.
laciniosa and S. acmaeoides samples as outgroups were examined. Following the isozyme
analysis, 26 loci within 17 enzymes were available commonly to the two forms. Allelic
compositions between the two forms show extreme differences from each other, alleles
completely or almost replacing each other at the 18 loci. The genetic distances (D values)
calculated from the allelic frequencies of the samples indicated considerably high values both
among the tall form samples (D = 0.0060–0.0126) and short form samples (D = 0.0181),
inferring high genetic divergence in local populations. The difference in D values between the
tall and short form samples were between 1.3882–1.5114, figures normally considered significant
at the inter-generic level. This difference in values is considerably greater than that between the
D values of the tall form samples and S. laciniosa, and the genetic divergence degree between
the two forms is thus greater than that at the inter-specific level in the genus Siphonaria. The
given results suggest that the tall and short forms of Siphonaria japonica are distinct species,
and a taxonomic revision is required.
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Introduction

The pulmonate limpet Siphonaria japonica (Gastropoda: Siphonariidae) is a common marine
species, which inhabits coastal rocky areas around Japan. This species occurs in two forms, that
is, individuals with larger and taller shells (Fig. 1A) (hereafter “tall form”) and those with smaller
and shorter shells (Fig. 1B) (“short form”).

The two forms are separable from each other also in the following characteristics: 1) Radial
costae originate from the shell apex and terminate at the shell margin without projections in the tall
form but terminate with projections in the short form. 2) Thick and thin radial costae range almost
alternately in the tall form, but radial costae comprise mostly thick ones in the short form. 3) The
shell is thinner and lighter in the tall form (Figs. 1A, 1B). Individuals which have intermediate
morphology between the two forms have not been detected so far as the authors have investigated.

Further, the two forms live almost separately, that is, the tall form inhabits the high and mid
intertidal zones and the short form inhabits the mid and low intertidal zones and low tide zone.
Therefore, shells of the short form are frequently found with attached seaweeds and are abraded
because they are mostly submerged. In contrast, shells of the tall form are without seaweeds and
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are not abraded because they are exposed to the air at low tide. Although the two forms co-occur
in the mid intertidal zone, individuals in that zone are fewer in number and almost restricted to
immature examples of both forms. It can thus be regarded that the two forms occupy different
niches from each other.

Although the two forms have been regarded as one species, Hamamura (2004) described them
and suggested that they represent distinct species. Resolving the identity of the two forms
necessitates a genetic examination. Therefore, the present study was performed to reveal genetic
divergence between the two forms using isozymes as genetic markers.

Materials and Methods

For Siphonaria japonica, three local samples from the tall form and two local samples from
the short form were selected to examine. The tall and short forms were classified using the
morphological characteristics mentioned in the introduction. In addition, two further congeners, S.
laciniosa and S. acmaeoides, also were examined as outgroups. The sampling data from
specimens are shown in Table 1 and Fig. 2. Both forms of S. japonica were collected from Kure,
Hiroshima (Fig. 2, Table 1), from an identical rocky coast, although they occurred in almost

Fig. 1. Dorsal and lateral views of two forms of Siphonaria japonica. A. Tall form (from Takamatsu,
Kagawa, SL 16.7 mm). B. Short form (from Kure, Hiroshima, SL 11.5 mm).

Table 1. Data from specimens examined.

Species Locality of collection Date n

Siphonaria japonica
Tall form (Kagawa) Yashima, Takamatsu City, Kagawa Pref. Nov. 12, 1999 20
Tall form (Hiroshima) Nigata, Kure City, Hiroshima Pref. July 2, 2000 29
Tall form (Ehime) Sunokawa, Ainan Town, Ehime Pref. July 10, 2000 16
Short form (Hiroshima) Nigata, Kure City, Hiroshima Pref. July 2, 2000 45
Short form (Ehime) Sotodomari, Ainan Town, Ehime Pref. July 9, 2000 18

Siphonaria laciniosa Iriomote I., Taketomi Town, Okinawa Pref. Sep. 24, 1999 13
Siphonaria acmaeoides Hirabae, Ainan Town, Ehime Pref. July 10, 2000 16
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different tidal zones from each other as mentioned earlier. The specimens were preserved in a
freezer at –80°C prior to analysis. Using the methodologies of Yokogawa (1999), electrophoresis
was performed to examine isozymes.

The gene nomenclature follows Shaklee et al. (1990), and the alleles were symbolized as
relative mobility percentages compared with the most dominant alleles (*100 in the anodal zone,
*–100 in the cathodal zone) in the tall form of S. japonica at each locus. For the polymorphic loci,
correspondence to the Hardy-Weinberg equilibrium was tested with GENEPOP software (ver.
4.0.7) (Rousset, 2008).

Genetic distances (D values), following Nei (1972), were calculated with the allelic
frequencies of the samples. Dendrograms of genetic relationships between the samples were
constructed from the genetic distances by using the unweighted pair group method with arithmetic
mean (UPGMA), and bootstrap estimates to test reliability of the dendrogram were performed
with the Populations genetic software (ver. 1.2.30) (Langella, 2002).

Results

Table 2 summarizes the enzymes and tissues examined and status of locus detection. For the
tall and short forms of Siphonaria japonica, loci were not always detected identically, but 26
available loci within 17 enzymes were common. Similarly, the other congeners had some
peculiarity in locus appearance (Table 2).

Concerning the correspondence to Hardy-Weinberg equilibrium, because no significance was
recognized at any loci of any samples, all were regarded as corresponding to the equilibrium.

Table 3 shows allelic frequencies together with values to indicate genetic features of the
samples. Although the two forms of S. japonica had similarities in the values indicating genetic
features, they greatly differed from each other in the allelic frequencies. The alleles have
completely replaced each other between the two forms at the AAT-1*, ACP-1*, ACP-2*, CAT-2*,
FBALD-1*, IDHP-1*, MDH-1*, MDH-2*, MDH-3*, MEP* and PGDH* loci; they almost have
completely replaced each other at the AH*, CAT-1*, DIA-1*, EST-5*, LAP-2*, PEPS* and PGM*
loci, and the allelic frequencies of the two forms further differed from each other greatly at the
EST-3* and MPI-1* loci (Table 3).

Fig. 2. Localities where specimens were collected. Upper case letters in parentheses represent species or
forms collected at the localities (SJT: Siphonaria japonica tall form, SJL: S. japonica short form, SL: S.
laciniosa, SA: S. acmaeoides).
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Table 2. Enzymes and tissues examined and status of locus detection.

Enzyme or protein name
Enzyme
number

Locus Tissue

Status of locus (A: Available;
UA: Unavailable; ND: Not detected)

Siphonaria japonica
S. laciniosa S. acmaeoides

Tall form Short form

Aspartate aminotransferase 2.6.1.1 AAT-1* Foot muscle A A A A
AAT-2* Foot muscle A A A A

Acid phosphatase 3.1.3.2 ACP-1* Visceral mass A A UA1 A
ACP-2* Visceral mass A A A A

Aconitate hydratase 4.2.1.3 AH* Visceral mass A A A A
Adenosine deamimase 3.5.4.4 ADA-1* Visceral mass A ND ND ND

ADA-2* Visceral mass A ND ND ND
Alkaline phosphatase 3.1.3.1 ALP* Visceral mass A A A UA1

Catalase 1.11.1.6 CAT-1* Foot muscle A A A A
CAT-2* Foot muscle A A A A

Creatine kinase 2.7.3.2 CK* Foot muscle A A A A
Diaphorase 1.6.–.– DIA-1* Visceral mass A A A A

DIA-2* Visceral mass A ND A A
DIA-3* Visceral mass UA1 UA1 UA1 UA1

Esterase 3.1.1.– EST-1* Foot muscle A ND A ND
EST-2* Foot muscle A A A A
EST-3* Foot muscle A A A A
EST-4* Foot muscle UA1 UA1 UA1 UA1

EST-5* Foot muscle A A A A
Fructose biphosphate
aldolase

4.1.2.13 FBALD* Foot muscle A A A A

Isocitrate dehydrogenase
(NADP+)

1.1.1.42 IDHP-1* Foot muscle A A A A

IDHP-2* Foot muscle A ND ND A
Leucine aminopeptidase 3.4.11.1 LAP-1* Visceral mass UA1 ND ND ND

LAP-2* Visceral mass A A A A
Malate dehydrogenase 1.1.1.37 MDH-1* Foot muscle A A A A

MDH-2* Foot muscle A A A A
MDH-3* Foot muscle A A A A

Malic enzyme (NADP+) 1.1.1.40 MEP* Foot muscle A A A A
Mannose-6-phosphate
isomerase

5.3.1.8 MPI-1* Foot muscle A A A A

MPI-2* Foot muscle UA1 UA1 UA1 A
Peptidase 3.4.–.– PEPA* Visceral mass A ND ND ND

PEPB-1* Foot muscle A A A A
PEPB-2* Foot muscle ND UA1 ND A
PEPD* Foot muscle A A A A
PEPS* Foot muscle A A A A

Phosphogluconate
dehydrogenase

1.1.1.44 PGDH* Foot muscle A A A A

Phosphoglucomutase 5.4.2.2 PGM* Visceral mass A A UA2 A
1 Electrophoretic bands could not be read owing to their insufficient focusing or thinness.
2 Target locus could not be identified because multiple band zones appeared.
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Table 3. Allelic frequencies together with values to indicate genetic features in two forms of Siphonaria 
japonica, S. laciniosa and S. acmaeoides.

Locus Allele

Siphonaria japonica

S. laciniosa S. acmaeoidesTall form Short form

Kagawa Hiroshima Ehime Hiroshima Ehime

AAT-1* *0 1.000 1.000 1.000 0 0 0 0
*–50 0 0 0 0 0 0.962 1.000

*–100 0 0 0 1.000 1.000 0 0
*–120 0 0 0 0 0 0.038 0

AAT-2* *–35 0 0 0 0 0 0 1.000
*–100 1.000 1.000 1.000 1.000 1.000 1.000 0

ACP-1* *510 0 0 0 0.111 0.031 0
*460 0 0 0 0.889 0.969 0
*100 0.875 0.875 0.875 0 0 0

*50 0.125 0.125 0.125 0 0 0
*–100 0 0 0 0 0 –0.156
*–260 0 0 0 0 0 0.844

ACP-2* *–40 0 0 0 1.000 1.000 0 0
*–55 0 0 0 0 0 0 1.000
*–85 0 0 0 0 0 1.000 0

*–100 1.000 1.000 1.000 0 0 0 0
AH* *100 0.975 1.000 0.969 0 0 0 0

*90 0.025 0 0.031 0.038 0 0 0
*85 0 0 0 0.897 1.000 1.000 0
*75 0 0 0 0.064 0 0 0.962
*65 0 0 0 0 0 0 0.038

ALP* *100 1.000 1.000 1.000 1.000 1.000 1.000
CAT-1* *100 0.921 0.983 0.906 0 0 0 0.125

*35 0.079 0.017 0.094 0.025 0 0 0
*20 0 0 0 0 0 0 0.844

*0 0 0 0 0.975 1.000 0 0.031
*–70 0 0 0 0 0 1.000 0

CAT-2* *–70 0 0.018 0 0 0 0 1.000
*–100 0.950 0.982 1.000 0 0 1.000 0
*–110 0.050 0 0 0 0 0 0
*–140 0 0 0 1.000 1.000 0 0

CK* *145 0 0.069 0 0.275 0 0 0
*130 0.025 0.155 0 0.200 0 0 0
*100 0.975 0.741 0.969 0.400 0.700 1.000 0

*85 0 0 0 0 0 0 1.000
*70 0 0.034 0.031 0.113 0.300 0 0
*50 0 0 0 0.013 0 0 0

DIA-1* *115 0.029 0 0 0 0 0 0
*110 0 0 0 0 0 0.962 1.000
*100 0.794 0.971 0.923 0 0 0.038 0

*85 0.176 0.029 0.077 0.962 1.000 0 0
*70 0 0 0 0.038 0 0 0
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Table 3. (Continued).

EST-2* *110 0.088 0.019 0.156 0.022 0 0 0
*100 0.794 0.962 0.688 0.922 0.833 0.538 0

*90 0.118 0.019 0.156 0.056 0.167 0 0
*85 0 0 0 0 0 0.462 0.719
*80 0 0 0 0 0 0 0.281

EST-3* *140 0 0.018 0.031 0.011 0 0 0
*130 0.175 0.196 0.250 0.716 0.529 0 0
*120 0 0 0 0.261 0.412 0 0
*100 0.725 0.536 0.469 0 0.059 0 0

*80 0.100 0.196 0.250 0.011 0 0.038 0
*60 0 0.054 0 0 0 0 0
*50 0 0 0 0 0 0 1.000
*40 0 0 0 0 0 0.077 0
*30 0 0 0 0 0 0.885 0

EST-5* *–80 0 0.018 0.094 0 0 0.077 0.875
*–100 0.875 0.911 0.906 0.039 0 0.769 0.063
*–120 0.075 0.071 0 0.053 0.125 0.154 0.063
*–125 0.025 0 0 0.671 0.875 0 0
*–130 0.025 0 0 0.105 0 0 0
*–150 0 0 0 0.132 0 0 0

FBALD* *230 0 0 0 0.068 0 0 0
*200 0 0 0 0.057 0.045 0 1.000
*150 0 0 0 0.864 0.955 0 0
*135 0 0 0 0.011 0 0 0
*100 1.000 1.000 1.000 0 0 1.000 0

IDHP-1* *250 0 0 0 0 0 0 1.000
*190 0.225 0.143 0.188 0 0 0 0
*130 0 0 0 1.000 1.000 0 0
*100 0.775 0.857 0.813 0 0 1.000 0

LAP-2* *240 0 0 0 0 0 0 1.000
*200 0 0 0 0.022 0 0.654 0
*180 0 0 0 0 0 0.346 0
*160 0 0 0 0.833 0.857 0 0
*130 0 0 0 0.133 0.143 0 0
*125 0.050 0.034 0.031 0.011 0 0 0
*100 0.900 0.948 0.906 0 0 0 0

*75 0.025 0.017 0.063 0 0 0 0
*60 0.025 0 0 0 0 0 0

MDH-1* *140 0 0 0 0.216 0.036 0 0
*120 0 0 0 0 0 0 1.000

*35 0 0 0 0.784 0.964 0 0
*0 0 0 0 0 0 1.000 0

*–100 1.000 1.000 1.000 0 0 0 0
MDH-2* *50 0 0 0 0 0 0 1.000

*–60 0 0 0 0 0 1.000 0
*–80 0 0 0 1.000 1.000 0 0

*–100 1.000 1.000 1.000 0 0 0 0
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Table 3. (Continued).

MDH-3* *–85 0 0 0 1.000 1.000 0 0
*–100 1.000 1.000 1.000 0 0 0 0
*–160 0 0 0 0 0 1.000 1.000

MEP* *25 0 0 0 1.000 1.000 0 0
*–100 1.000 1.000 1.000 0 0 0.938 1.000
*–130 0 0 0 0 0 0.063 0

MPI-1* *160 0 0 0 0.406 0.214 0 0.063
*150 0 0 0 0 0 0 0.938
*125 0.025 0 0 0.438 0.786 0 0
*100 0.725 0.586 0.875 0.125 0 0 0

*75 0.250 0.414 0.125 0.031 0 0.615 0
*50 0 0 0 0 0 0.385 0

PEPB-1* *120 0.200 0.233 0.094 0.081 0 0.962 0.813
*100 0.750 0.733 0.906 0.849 0.857 0.038 0.188

*90 0.050 0.017 0 0.058 0.143 0 0
*75 0 0.017 0 0.012 0 0 0

PEPD* *115 0.050 0.167 0.063 0 0 0 0
*100 0.875 0.767 0.875 0.988 1.000 0 0.531

*75 0.075 0.067 0.063 0.013 0 1.000 0.469
PEPS* *120 0 0.034 0 0 0 0 0

*100 0.900 0.845 0.969 0 0 0 0
*80 0.100 0.121 0 0.148 0 0 0
*70 0 0 0.031 0.705 0.885 0 0
*60 0 0 0 0 0 0 0.967
*40 0 0 0 0 0 0 0.033
*30 0 0 0 0 0 1.000 0
*20 0 0 0 0.148 0.115 0 0

PGDH* *270 0 0 0 0.081 0.083 0 0
*215 0 0 0 0 0 0.115 1.000
*200 0 0 0 0.395 0.208 0 0
*125 0 0 0 0 0 0.885 0
*100 0 0 0 0.523 0.708 0 0

*0 1.000 1.000 1.000 0 0 0 0
PGM* *230 0.200 0.054 0.200 1.000 1.000 0

*100 0.725 0.786 0.800 0 0 0
*–100 0.075 0.161 0 0 0 0
*–250 0 0 0 0 0 1.000

Alleles/Locus 1.964 2.000 1.750 2.269 1.560 1.500 1.423

Percentage of P* 0.571 0.464 0.500 0.500 0.360 0.259 0.259
polymorphic loci P 0.071 0.143 0.107 0.115 0.120 0.074 0.074

P+P* 0.643 0.607 0.607 0.615 0.480 0.333 0.333

Average Ho 0.169 0.158 0.148 0.187 0.121 0.114 0.082
heterozygosity He 0.161 0.159 0.141 0.197 0.126 0.106 0.086

Ho/He 1.050 0.992 1.053 0.949 0.959 1.073 0.964

P*: Polymorphism less than 0.95.  Ho: Observed heterozygosity.
P: Polymorphism greater than 0.95.  He: Expected heterozygosity.
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Table 4 exhibits genetic distances (D values) between the samples from the tall and short
forms based on the 26 loci common to them. The D values among the tall form samples and those
between the short form samples resulted in 0.0060–0.0126 and 0.0181, respectively (Table 4),
both may exceed the local population level (Nei, 1990). While those between the two forms were
1.3882–1.5114 (Table 4). Those values exceed the inter-specific level, being significant at the
inter-generic level (Nei, 1990).

Figure 3 is a dendrogram which shows genetic relationships between the samples based on the
D values shown in Table 4. The two form samples cluster respectively and the two clusters finally
connect with each other over a long distance.

The congeners Siphonaria laciniosa and S. acmaeoides had many divergent loci, both from
each other and from the two forms (Table 3). Twenty-three loci (the remainders of which, the
ACP-1*, ALP* and PGM* loci, were omitted from the 26 loci) were common to the two
congeners and two forms. Subsequently the D values were re-calculated based on the 23 loci
(Table 5) and the dendrogram was re-constructed (Fig. 4).

Although S. acmaeoides was genetically the furthest from the other samples, it was notable
that the D values between the two forms (1.5140–1.6233) were greater than those between the tall
form and S. laciniosa (1.0019–1.0490) (Table 5). In the dendrogram, S. laciniosa formed a single
cluster with the tall form, and that cluster connected with the short form cluster at a genetic
distance of about 1.6 (Fig. 4). This implies that the genetic divergence degree between the two
forms is greater than that at the inter-specific level in the genus Siphonaria.

Table 4. Genetic distances (D values) based on 26 loci between two forms of 
Siphonaria japonica.

Tall form Short form

Kagawa Hiroshima Ehime Hiroshima

Tall form
Kagawa
Hiroshima 0.0084
Ehime 0.0060 0.0126

Short form
Hiroshima 1.3882 1.4565 1.4082
Ehime 1.4121 1.5114 1.4250 0.0181

Fig. 3. A dendrogram based on genetic distances (D values) calculated from the
26 loci for tall and short forms of Siphonaria japonica. Numbers in the
dendrogram represent bootstrap probability values based on 1000 replicates.
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Discussion

The extreme genetic differences between the tall and short forms of “Siphonaria japonica”
strongly indicate that they are in fact distinct species. This is also supported by the fact that the
genetic divergence degree between the two forms exceeds that of the inter-specific level in the
genus Siphonaria.

Siphonaria japonica was originally described by Donovan (1825) as Patella japonica, with a
well drawn illustration. His description and illustration corresponds well with the tall form (Fig.
1A) in morphological characteristics. Therefore Hamamura (2004) referred to the tall form as S.
japonica and the short form as an unknown but closely related species. Thus, the tall form should
be hereafter referred to as Siphonaria japonica and the short form should be as Siphonaria sp.,
until formally described.

So far as the authors have determined, there is no literature in which S. sp. is figured except

Table 5. Genetic distances (D values) based on 23 loci between tall and short forms of Siphonaria
japonica, S. laciniosa and S. acmaeoides.

Siphonaria japonica

S. laciniosaTall form Short form

Kagawa Hiroshima Ehime Hiroshima Ehime

S. japonica
Tall form

Kagawa
Hiroshima 0.0085
Ehime 0.0065 0.0130

Short form
Hiroshima 1.5140 1.5625 1.5345
Ehime 1.5351 1.6233 1.5603 0.0205

S. laciniosa 1.0170 1.0019 1.0490 1.8609 1.8409
S. acmaeoides 2.3039 2.3286 2.3346 3.0369 3.2545 1.2934

Fig. 4. A dendrogram based on genetic distances (D values) calculated from the 23
loci for tall and short forms of Siphonaria japonica, S. laciniosa and S. acmaeoides.
Numbers in the dendrogram represent bootstrap probability values based on 1000
replicates.
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Hamamura (2004). This may be because S. sp. inhabits a deeper zone than that of S. japonica,
although they are distributed almost sympatrically. This makes it difficult to find and collect S. sp.
In addition, it can be mis-identified as S. japonica because it is very similar in appearance.
Therefore, S. sp. has been overlooked until now. It is likely to be a new species that should be
taxonomically described with detailed morphological examinations.

Further, it may be significant that both S. japonica and S. sp. have considerable intra-
specific genetic diversity, which may exceed the local population level (Table 4). Although
reports of genetic studies using isozymes on marine gastropods are a few, Fujio et al. (1989)
examined the genetic distances (D values) between local samples of Japanese abalones
(Haliotis discus discus and H. d. hannai). They gave D values of 0.0011–0.0029 (average
0.0020) for H. d. discus and 0.0016–0.0170 (average 0.0085) for H. d. hannai, respectively.
Compared with these values, the D values between the local samples of S. japonica and S. sp.
are both higher, inferring the presence of a mechanism of population isolation in these species.
Including this issue, further studies on genetics, morphology and ecology for the two species
are necessary.
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カラマツガイ 2型の遺伝的分化

横川浩治・石川　裕・濱村陽一

要　約

　カラマツガイ Siphonaria japonicaは日本各地の海岸の岩礁帯に生息する普通種だが，殻が大きくて殻
高が高い型（高頂型）と小型で殻高が低い型（低頂型）の 2型が存在する。本研究ではこれら 2型につ
いてアイソザイム系遺伝子による遺伝的差異を調べ，両者の実体を明らかにすることを試みた。用いた
材料は，高頂型は香川県高松市産の 20個体，広島県呉市産の 29個体，愛媛県愛南町産の 16個体の 3
標本群，低頂型は広島県呉市産の 45個体，愛媛県愛南町産の 16個体の 2標本群であり，外群として沖
縄県西表島産のコウダカカラマツ S. laciniosa 13個体，愛媛県愛南町産のシロカラマツ S. acmaeoides 16
個体も合わせて調べた。
　アイソザイム分析の結果，高頂型と低頂型に共通して 17酵素を検出し計 26遺伝子座を推定したが，
両者の遺伝子組成は著しく相違し，18遺伝子座で対立遺伝子が完全置換かそれに近い状態であった。各
標本群の遺伝子頻度から Neiの遺伝的距離（D値）を計算したところ，高頂型間の D値は 0.0060～0.0126，
低頂型間のそれは 0.0181とかなり大きく，いずれも地域による遺伝的分化が大きかった。一方，高頂型
と低頂型の間の D値は 1.3882～1.5114となり，一般的な生物の種間の水準を超えて属間の水準に達して
いた。また 2型間の D値は高頂型とコウダカカラマツとの間の D値よりも大きく，両者の遺伝的分化
はカラマツガイ科既知種の種間水準より大きいことが示された。以上の結果から，カラマツガイの高頂
型と低頂型は明らかに別種であるものと思われ，今後の分類学的整理が望まれる。



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /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 /Warning
  /CompatibilityLevel 1.3
  /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 false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 1200
  /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 1200
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 3.00000
  /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 2400
  /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>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata pogodnih za pouzdani prikaz i ispis poslovnih dokumenata koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /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.)
    /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 <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /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.)
    /JPN <>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice




