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Trans-splicing, the possibility of exons from distinct pre-mRNAs to join together, is still a
concept in gene expression that is generally regarded of limited significance. However,
recent work has provided evidence that in human tumors trans-splicing events may pre-
cede chromosomal rearrangements. In fact, it has been suggested that the trans-spliced
molecules could act as “guides” that facilitate the genomic translocation.This perspective
highlights the development of the ideas of trans-splicing in higher eukaryotes during the
last 25 years, from a bizarre phenomenon to a biological event that is attaining stronger
recognition.
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DEFINITION OF TERMS
Splicing: the joining of exons from primary RNAs.
Cis-splicing: the joining of exons from a primary RNA in a 5′
to 3′ order.
Exon scrambling: the joining of exons from a primary RNA in
an order where 3′ exons are positioned upstream of 5′ exons.
Trans-splicing: the joining of exons from more than one
primary RNA.
Exon repetition: the presence of repeats of exon(s) in an RNA.
Exon: a sequence that is retained in a processed RNA, after
removal of the intervening sequences. Exons are flanked by
the major GT/AG (CG) or the minor AT/AC dinucleotides
(internal exon) or a single dinucleotide and the start/end of
the processed RNA (terminal exon).
Spliced leader (SL) RNA: a short RNA sequence that is trans-
spliced to many gene transcripts in certain lower organisms,
including trypanosomes and nematodes.

JOINING OF EXONS FROM DISTINCT
PRE-mRNAs – EVOLUTION OF THE CONCEPT OF
TRANS -SPLICING
The earliest reports on splicing reactions between two different
RNA substrates date from 1985 (Konarska et al., 1985; Solnick,
1985). In these pioneering in vitro experiments the efficiency of
trans-splicing was found to be enhanced by sequence comple-
mentarity in the intronic regions of the two mRNA precursor
molecules. This was followed by evidence that in the trypanosome
Trypanosoma brucei, and the nematode Caenorhabditis elegans a
single RNA sequence, the SL, is trans-spliced to many RNAs (Mur-
phy et al., 1986; Sutton and Boothroyd, 1986; Krause and Hirsh,
1987). A few years later, the possibility that mammalian cells may
actually be involved in RNA processes that include trans-splicing
was elegantly demonstrated by Bruzik and Maniatis (1992), when
the SL RNA of C. elegans was shown to be capable to trans-splice to
the adenovirus exon 2 in COS cells in vivo. However, this proposal

was met with a lot of skepticism. In fact, it has been suggested
that even if mammalian cells have this capacity, such phenomena
are not really occurring (Blumenthal, 1993). Certainly, the SL type
of trans-splicing is not apparently taking place in higher eukary-
otes. On the other hand, reports that eukaryotic exons may be
joined in an order that deviates from their linear arrangement in
the genome have started to accumulate since the early nineties,
challenging the universality of cis-splicing. One early observation
was that the order of exons in spliced RNAs could be reversed
compared to that present in genomic DNA (Nigro et al., 1991;
Cocquerelle et al., 1992). These “scrambled” RNAs were found at
levels significantly lower compared to the corresponding “canon-
ical” mRNAs, were mostly cytoplasmic and appeared to lack a
polyA+ tail.

Moreover, additional reports highlighted the presence of abun-
dant polyA+ mRNAs containing repetitions of certain exons, a
phenomenon that can be rationalized by a trans-splicing process
of independent pre-mRNA molecules (Caudevilla et al., 1998;
Frantz et al., 1999). Furthermore, polyA+ mRNAs generated from
gene loci present on opposite strands of a chromosome have also
been reported, although in some cases, the expression level of such
trans-spliced mRNAs was found to be quite low (Dorn et al., 2001;
Labrador et al., 2001; Finta and Zaphiropoulos, 2002). Addition-
ally, trans-splicing was suggested to have a role in the process of
interallelic complementation in Drosophila, as this type of splicing
was shown to also occur between different alleles (Horiuchi et al.,
2003).

An elegant computational strategy was employed to detect
trans-splicing events using non-linear exon splice junction probes
on expressed sequences from the GenBank. This approach revealed
178 human genes that engage in splicing processes resulting in a
change of the canonical 5′–3′ exon order (Dixon et al., 2005). Fur-
ther analysis suggested that complementarity of intronic sequences
has a role in promoting this non-linear splicing (Dixon et al.,2007).
More recently, trans-splicing events that are mediated through
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sequence complementarity of independent transcripts have also
been observed in C. elegans and the unicellular eukaryote Giardia
intestinalis, which has only few cis-spliced introns (Fischer et al.,
2008; Kamikawa et al., 2011).

A WORD OF CAUTION
As with any novel concept the suggestion that a directional cis-
splicing process may not account for all spliced RNAs observed in
higher eukaryotic species should be subjected to rigorous quality
controls. This is especially important since the methods used to
detect trans-splicing do so in an indirect way. In a typical assay,
the RNA is subjected to reverse transcription, followed by PCR
amplification. However, both polymerases can engage into tem-
plate switching, resulting in an artifactual generation of hybrid
molecules, with this event enhanced, but not fully dependent, by
repeat sequences (Zaphiropoulos, 1998; Houseley and Tollervey,
2010). This may explain a number of reports, which claimed the
widespread abundance of trans-splicing processes, with the canon-
ical splice signals, GT and AG not being retained (Li et al., 2009).
Even RNA protection analysis, which has been used to confirm the
presence of trans-spliced RNAs, as an independent method that
avoids the involvement of reverse transcription and PCR amplifi-
cation, is not full proof, unless appropriate controls are employed
(Kralovicova and Vorechovsky, 2005).

One way to strengthen the argument for the finding of bona
fide trans-spliced RNAs and not in vitro recombinants gener-
ated during reverse transcription/PCR, apart from the presence
of canonical splice signals, is to look for premature termination
codons (PTCs). Absence of PTCs in the putative trans-spliced
molecule, and consequently maintenance of a long open read-
ing frame, would be in line with the quality control mechanism of
nonsense mediated decay (Durand and Lykke-Andersen, 2011)
that trans-spliced mRNAs, similarly to cis-spliced mRNAs, are
subjected to.

TRANS -SPLICING AS A TEMPLATE FOR GENE
TRANSLOCATION IN ENDOMETRIAL CANCER
An unanticipated proposal on the role of trans-splicing in cancer
biology was put forward in 2008. Namely, normal endometrial
stromal cells were shown to produce a trans-spliced RNA, which
joins the first three exons of the JAZF1 gene on chromosome 7
to the last 15 exons of the JJAZ1 gene on chromosome 17, that is
identical to the hybrid RNA produced by the (7;17; p15;q21) chro-
mosomal rearrangement found in endometrial stromal tumors
(Li et al., 2008). This unprecedented finding raised the possibility
that endometrial stromal cells capable of this trans-splicing may
be predisposed for the genomic translocation that characterizes
endometrial stromal tumors. Additionally, a possible mechanism
for this translocation could be that the trans-spliced RNA acts
as a template that facilitates the genomic fusion (Figure 1), a
process that is in line with the RNA mediated genome rearrange-
ment events described in ciliates (Nowacki et al., 2008). One may
hypothesize that the trans-spliced RNA intercalates through the
“breathing”DNA duplexes of the two chromosomes bringing them
in proximity, and this RNA–DNA base pairing promotes strand
breaks and chromosome translocation. Alternatively, the capacity
of transcripts from different chromosomes to trans-splice may be

FIGURE 1 | Hypothetical scheme on the role of trans-splicing in

promoting genomic rearrangement. (A) Two independent primary RNA
transcripts are brought in proximity, possibly through base pair
complementarity, allowing splicing events in trans to take place. Exons are
shown by green and yellow boxes. The putative base pairing is highlighted
by red lines. (B) The trans-spliced RNA may serve as a scaffold to facilitate
genomic interactions that could lead to gene translocation. Exons are
shown by green and yellow boxes. The position of genomic recombination
in the rearranged chromosomes is highlighted by red lines.

the result of chromosomal interactions that could be mediated, at
least in part, through sequence complementarity, and this prox-
imity of the gene loci may also enhance genomic rearrangements.
As a way to discriminate between these alternatives, determin-
ing the impact of exogenously added, hybrid RNA in promoting
chromosomal translocations would be helpful.
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In an additional reported case, a fusion transcript composed
of the SLC45A3 exon 1 joined to the ELK4 exon 2 was found
to be expressed in both benign prostate tissue and prostate can-
cer. Moreover, the levels of the fusion transcript did not correlate
with alterations at the chromosomal level, raising the possibility
that a mechanism for generation of the fusion transcript may be
trans-splicing (Rickman et al., 2009). However, as both SLC45A3
and the ELK4 genes are positioned within 30 kb and in the same
orientation on chromosome 1, an alternative interpretation is the
presence of an extended bicistronic primary RNA out of which the
“fusion” transcript is processed. Interestingly, more than a decade
ago exon scrambling events on the AML (MLL) gene, which is fre-
quently rearranged in human leukemias, that could only be partly
interpreted as the result of genome duplications, were reported
(Caligiuri et al., 1996; Caldas et al., 1998). Thus, the possibility of
non-linear splicing processes that mimic genomic alterations had
already been raised.

TRANS -SPLICING VERSUS ALTERNATIVE
SPLICING – PARALLEL PATHS
Apart from certain well-documented cases of abundant trans-
splicing events with functional implications (Gingeras, 2009),
most reports on trans-splicing or exon scrambling are indica-
tive of an infrequent process, with its biological significance being
questioned. It is therefore possible that the majority of these non-
cis-splicing events are products of an error prone RNA processing
machinery, with limited functional consequences. However, such
arguments are reminiscent of the evolution of the concept of
alternative cis-splicing. Since its identification in the late seven-
ties, alternative cis-splicing was thought for years to represent an
oddity in gene expression. It is not until the last decade that it
has clearly been demonstrated that this phenomenon character-
izes almost all human genes (Pan et al., 2008; Wang et al., 2008).
The deeper the extent of the transcriptome analysis, the higher
the diversity of the identified alternative transcripts. It is there-
fore envisioned that with the advent of global deep sequencing
technologies, which could directly sequence long RNAs at a sin-
gle molecule level (Ozsolak et al., 2009), it may be possible to
get convincing evidence on the pervasiveness of trans-splicing or
exon scrambling, and their possible biological significance. Thus,
the approximate 1% of human genes that engage in non-linear
exon splicing, deduced from GenBank entries a few years ago
(Dixon et al., 2005), is anticipated to increase. In line with this
goal has been the effort to use pair end sequencing in Drosophila
mRNAs, which identified 80 novel cases of trans-splicing between
homologous alleles (McManus et al., 2010).

EVOLUTIONARY “TINKERING”
The concept of “bricoleur” by Jacob (2001) may be quite rele-
vant in envisioning the biological implications of trans-splicing.
An organism is likely to take advantage of all available “tools” in
order to adapt to a constantly changing environment. As processed
RNAs are composed of joined exons, more complex “tools” may
be produced by a combinatorial use of exons that originate from
two or more gene loci, providing a new means for expanding the
diversity of the transcriptome and the proteome. Thus, similarly
to alternative cis-splicing, which has been demonstrated to be
more pronounced in higher than lower eukaryotes (Kim et al.,
2007), trans-splicing may be a way for eukaryotic cells to take
advantage of novel exon combinations that are not limited by
a linear cis arrangement in the genome. Considering that more
complex organisms do not differ so much from simpler ones, as
far as the numbers of protein coding genes are concerned, it may
be that significance attention should focus on the regulation of
gene expression. Consequently, trans-splicing is to be regarded as
a regulatory process that diversifies the output of exon containing
genes.

FINAL NOTE
An elegant hypothesis on the evolutionary role of trans-splicing
has recently been put forward by Blumenthal (2011). In the uni-
cellular parasite Giardia, three convincing cases of trans-splicing
mediated by base pair interactions of independent transcripts
were reported (Kamikawa et al., 2011; Nageshan et al., 2011),
resulting in the formation of mature mRNAs for heat shock
protein 90 and dynein molecular motor protein β, which, in
other organisms, are produced from single, cis-spliced gene loci.
Thus, it is proposed that during evolution trans-spliced mole-
cules, such as the ones described in Giardia, may have guided
genomic rearrangements resulting in the formation of contigu-
ous genes. This possibility is in line with the RNA mediated
genomic rearrangement that occurs in the ciliate Oxytricha and
the one suggested for the JAZF1-JJAZ1 trans-spliced RNA in
endometrial cancer (Li et al., 2008; Nowacki et al., 2008). Fur-
ther analysis of the genome/transcriptome of other diplomonads
and related organisms is anticipated to provide additional clues in
this direction.

ACKNOWLEDGMENTS
I apologize to the many authors in the field, whose work is not cited
due to the limited number of references. Our laboratory is sup-
ported by the Swedish Cancer Fund, the Swedish Research Council
and the Swedish Childhood Cancer Foundation.

REFERENCES
Blumenthal, T. (1993). Mammalian cells

can trans-splice. But do they? Bioes-
says 15, 347–348.

Blumenthal, T. (2011). Split genes:
another surprise from Giardia. Curr.
Biol. 21, R162–R163.

Bruzik, J. P., and Maniatis, T. (1992).
Spliced leader RNAs from lower
eukaryotes are trans-spliced in
mammalian cells. Nature 360,
692–695.

Caldas, C., So, C. W., MacGregor,
A., Ford, A. M., McDonald, B.,
Chan, L. C., and Wiedemann, L.
M. (1998). Exon scrambling of
MLL transcripts occur commonly
and mimic partial genomic dupli-
cation of the gene. Gene 208,
167–176.

Caligiuri, M. A., Strout, M. P., Schich-
man, S. A., Mrózek, K., Arthur,
D. C., Herzig, G. P., Baer, M.
R., Schiffer, C. A., Heinonen, K.,

Knuutila, S., Nousiainen, T., Ruutu,
T., Block, A. W., Schulman, P.,
Pedersen-Bjergaard, J., Croce, C. M.,
and Bloomfield, C. D. (1996). Par-
tial tandem duplication of ALL1 as a
recurrent molecular defect in acute
myeloid leukemia with trisomy 11.
Cancer Res. 56, 1418–1425.

Caudevilla, C., Serra, D., Miliar, A.,
Codony, C., Asins, G., Bach, M.,
and Hegardt, F. G. (1998). Nat-
ural trans-splicing in carnitine

octanoyltransferase pre-mRNAs in
rat liver. Proc. Natl. Acad. Sci. U.S.A.
95, 12185–12190.

Cocquerelle, C., Daubersies, P., Majérus,
M. A., Kerckaert, J. P., and Bailleul, B.
(1992). Splicing with inverted order
of exons occurs proximal to large
introns. EMBO J. 11, 1095–1098.

Dixon, R. J., Eperon, I. C., Hall,
L., and Samani, N. J. (2005). A
genome-wide survey demonstrates
widespread non-linear mRNA in

www.frontiersin.org December 2011 | Volume 2 | Article 92 | 3

http://www.frontiersin.org
http://www.frontiersin.org/Non-Coding_RNA/archive


Zaphiropoulos Trans-splicing

expressed sequences from multi-
ple species. Nucleic Acids Res. 33,
5904–5913.

Dixon, R. J., Eperon, I. C., and Samani,
N. J. (2007). Complementary intron
sequence motifs associated with
human exon repetition: a role for
intragenic, inter-transcript interac-
tions in gene expression. Bioinfor-
matics 23, 150–155.

Dorn, R., Reuter, G., and Loewen-
dorf, A. (2001). Transgene analy-
sis proves mRNA trans-splicing at
the complex mod(mdg4) locus in
Drosophila. Proc. Natl. Acad. Sci.
U.S.A. 98, 9724–9729.

Durand, S., and Lykke-Andersen,
J. (2011). SnapShot: nonsense-
mediated mRNA decay. Cell 145,
324–324.e2.

Finta, C., and Zaphiropoulos, P. G.
(2002). Intergenic mRNA molecules
resulting from trans-splicing. J. Biol.
Chem. 277, 5882–5890.

Fischer, S. E., Butler, M. D., Pan, Q., and
Ruvkun, G. (2008). Trans-splicing
in C. elegans generates the negative
RNAi regulator ERI-6/7. Nature 455,
491–496.

Frantz, S. A., Thiara, A. S., Lodwick,
D., Ng, L. L., Eperon, I. C., and
Samani, N. J. (1999). Exon repeti-
tion in mRNA. Proc. Natl. Acad. Sci.
U.S.A. 96, 5400–5405.

Gingeras, T. R. (2009). Implications of
chimaeric non-co-linear transcripts.
Nature 461, 206–211.

Horiuchi, T., Giniger, E., and Aigaki,
T. (2003). Alternative trans-splicing
of constant and variable exons of a
Drosophila axon guidance gene, lola.
Genes Dev. 17, 2496–2501.

Houseley, J., and Tollervey,
D. (2010). Apparent non-
canonical trans-splicing is
generated by reverse transcriptase

in vitro. PLoS ONE 5, e12271.
doi:10.1371/journal.pone.0012271

Jacob, F. (2001). Complexity and tin-
kering. Ann. N. Y. Acad. Sci. 929,
71–73.

Kamikawa, R., Inagaki, Y., Tokoro,
M., Roger, A. J., and Hashimoto,
T. (2011). Split introns in the
genome of Giardia intestinalis are
excised by spliceosome-mediated
trans-splicing. Curr. Biol. 21,
311–315.

Kim, E., Magen, A., and Ast, G. (2007).
Different levels of alternative splic-
ing among eukaryotes. Nucleic Acids
Res. 35, 125–131.

Konarska, M. M., Padgett, R. A., and
Sharp, P. A. (1985). Trans splicing of
mRNA precursors in vitro. Cell 42,
165–171.

Kralovicova, J., and Vorechovsky, I.
(2005). Intergenic transcripts in
genes with phase I introns. Genomics
85, 431–440.

Krause, M., and Hirsh, D. (1987).
A trans-spliced leader sequence on
actin mRNA in C. elegans. Cell 49,
753–761.

Labrador, M., Mongelard, F., Plata-
Rengifo, P., Baxter, E. M., Corces,
V. G., and Gerasimova, T. I. (2001).
Protein encoding by both DNA
strands. Nature 409, 1000.

Li, H., Wang, J., Mor, G., and Sklar,
J. (2008). A neoplastic gene fusion
mimics trans-splicing of RNAs in
normal human cells. Science 321,
1357–1361.

Li, X., Zhao, L., Jiang, H., and
Wang, W. (2009). Short homolo-
gous sequences are strongly associ-
ated with the generation of chimeric
RNAs in eukaryotes. J. Mol. Evol. 68,
56–65.

McManus, C. J., Duff, M. O., Eipper-
Mains, J., and Graveley, B. R. (2010).

Global analysis of trans-splicing in
Drosophila. Proc. Natl. Acad. Sci.
U.S.A. 107, 12975–12979.

Murphy, W. J., Watkins, K. P., and
Agabian, N. (1986). Identification
of a novel Y branch structure as
an intermediate in trypanosome
mRNA processing: evidence for
trans splicing. Cell 47, 517–525.

Nageshan, R. K., Roy, N., Hehl,A. B., and
Tatu, U. (2011). Post-transcriptional
repair of a split heat shock protein
90 gene by mRNA trans-splicing. J.
Biol. Chem. 286, 7116–7122.

Nigro, J. M., Cho, K. R., Fearon, E. R.,
Kern, S. E., Ruppert, J. M., Oliner,
J. D., Kinzler, K. W., and Vogelstein,
B. (1991). Scrambled exons. Cell 64,
607–613.

Nowacki, M., Vijayan, V., Zhou, Y.,
Schotanus, K., Doak, T. G., and
Landweber, L. F. (2008). RNA-
mediated epigenetic programming
of a genome-rearrangement path-
way. Nature 451, 153–158.

Ozsolak, F., Platt, A. R., Jones, D. R.,
Reifenberger, J. G., Sass, L. E., McIn-
erney, P., Thompson, J. F., Bowers, J.,
Jarosz, M., and Milos, P. M. (2009).
Direct RNA sequencing. Nature 461,
814–818.

Pan, Q., Shai, O., Lee, L. J., Frey, B. J., and
Blencowe, B. J. (2008). Deep survey-
ing of alternative splicing complex-
ity in the human transcriptome by
high-throughput sequencing. Nat.
Genet. 40, 1413–1415.

Rickman, D. S., Pflueger, D., Moss,
B., VanDoren, V. E., Chen, C. X.,
de la Taille, A., Kuefer, R., Tewari,
A. K., Setlur, S. R., Demiche-
lis, F., and Rubin, M. A. (2009).
SLC45A3-ELK4 is a novel and fre-
quent erythroblast transformation-
specific fusion transcript in prostate
cancer. Cancer Res. 69, 2734–2738.

Solnick, D. (1985). Trans splicing of
mRNA precursors. Cell 42, 157–164.

Sutton, R. E., and Boothroyd, J. C.
(1986). Evidence for trans splicing
in trypanosomes. Cell 47, 527–535.

Wang, E. T., Sandberg, R., Luo, S.,
Khrebtukova, I., Zhang, L., Mayr,
C., Kingsmore, S. F., Schroth, G. P.,
and Burge, C. B. (2008). Alterna-
tive isoform regulation in human
tissue transcriptomes. Nature 456,
470–476.

Zaphiropoulos, P. G. (1998). Non-
homologous recombination medi-
ated by Thermus aquaticus DNA
polymerase I. Evidence supporting
a copy choice mechanism. Nucleic
Acids Res. 26, 2843–2848.

Conflict of Interest Statement: The
author declares that the research was
conducted in the absence of any
commercial or financial relationships
that could be construed as a potential
conflict of interest.

Received: 03 June 2011; paper pend-
ing published: 23 June 2011; accepted:
07 December 2011; published online: 26
December 2011.
Citation: Zaphiropoulos PG (2011)
Trans-splicing in higher eukaryotes:
implications for cancer devel-
opment? Front. Gene. 2:92. doi:
10.3389/fgene.2011.00092
This article was submitted to Frontiers in
Non-Coding RNA, a specialty of Frontiers
in Genetics.
Copyright © 2011 Zaphiropoulos. This is
an open-access article distributed under
the terms of the Creative Commons Attri-
bution Non Commercial License, which
permits non-commercial use, distribu-
tion, and reproduction in other forums,
provided the original authors and source
are credited.

Frontiers in Genetics | Non-Coding RNA December 2011 | Volume 2 | Article 92 | 4

http://dx.doi.org/10.1371/journal.pone.0012271
http://dx.doi.org/10.3389/fgene.2011.00092
http://www.frontiersin.org/Genetics
http://www.frontiersin.org/Non-Coding_RNA
http://www.frontiersin.org/Non-Coding_RNA/archive
http://creativecommons.org/licenses/by-nc/3.0/

	Trans-splicing in higher eukaryotes: implications for cancer development?
	Definition of terms
	Joining of exons from distinct pre-mRNAs – evolution of the concept of trans-splicing
	A word of caution
	Trans-splicing as a template for gene translocation in endometrial cancer
	Trans-splicing versus alternative splicing – Parallel paths
	Evolutionary "tinkering''
	Final note
	Acknowledgments
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /All
  /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 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /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 false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages false
  /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 false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages false
  /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 false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages false
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects true
  /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

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /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 <>
    /PTB <>
    /SUO <>
    /SVE <>
    /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 [612.000 792.000]
>> setpagedevice


