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Abstract

Restriction enzymes that recognize specific sequences but cleave unknown sequence
outside the recognition site are extensively utilized tools in molecular biology. Despite this,
systematic functional categorization of cleavage performance has largely been lacking. We
established a simple and automatable model system to assay cleavage distance variation
(termed slippage) and the sequence dependence thereof. We coupled this to massively
parallel sequencing in order to provide sensitive and accurate measurement. With this sys-
tem 14 enzymes were assayed (Acul, Bbvl, Bpml, BpuEl, BseRlI, Bsgl, Eco571, Eco57MI,
EcoP15I, Faul, Fokl, Gsul, Mmel and Smul). We report significant variation of slippage
ranging from 1-54%, variations in sequence context dependence, as well as variation be-
tween isoschizomers. We believe this largely overlooked property of enzymes with shifted
cleavage would benefit from further large scale classification and engineering efforts
seeking to improve performance. The gained insights of in-vitro performance may also aid
the in-vivo understanding of these enzymes.

INTRODUCTION

Restriction endonucleases (REs) with shifted cleavage site relative to the site of recognition
have been extensively utilized for nucleic acid analysis, e.g. for gene expression analysis [1-5]
and massively parallel sequencing [6-8]. The shifted cleavage property enables manipulation
of unknown nucleotide compositions enabling analysis of novel sequences. The primary group
of enzymes with this property are the Type IIS REs with now over 417 enzymes in the restric-
tion enzyme database (REBASE, http://rebase.neb.com, 8 October 2014) [9]. There have been
reports of varying cleavage shifts (unspecific cleavage) for some enzymes in conjunction with
developed protocols for sequencing, for example Mmel [6], Acul and EcoP15I [8] in addition
to early reports including MnlI [10-13], BeefI [14], BceSI [15] and Hphl [16]. Sequence context
dependency has been implicated for the cleavage by Hphl [16]. In REBASE 45 enzymes are
listed as having variable cuts (http://rebase.neb.com/cgi-bin/varcutlist, 8 October 2014) of
which 37 are Type IIS REs. Details of to which extent this variation occurs, or correlations to
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sequence composition is not easily obtained or even available. Cleavage variation can be viewed
as an analogue to star activity, i.e. the relaxation of recognition and subsequent unspecific
cleavage of sequences other than the cognate recognition sequence [17, 18]. Star activity is

a widely known behaviour of REs, and is influenced by certain buffer conditions, such as

Mn®" ions, pH and glycerol [17, 18]. REs are essential tools for molecular biology and efforts
have recently begun to systematically classify and subsequently improve of this unspecific reac-
tivity [18, 19]. Although Type IIS REs have been extensively studied and utilized, contrary to
star activity, little has been reported on the variation in cleavage site distance and the sequence
dependence of this variation, which also greatly influence the usefulness of this type of REs as
in vitro reagents. Unlike most Type II REs, Type IIS REs are constituted by dual domains, one
domain responsible for sequence recognition, and one domain responsible for endonuclease
activity [20]. This activity separation necessitates separate studies to classify the endonuclease
specificities. The recognition sequence specificity, and often also the RE’s star activity, is sup-
plied by commercial manufacturers, whereas the sequence dependence and potential variance
of the endonuclease activity is not. In the cases where the phenomenon has been reported in lit-
erature, the information is not easily accessible, despite its relevance in molecular biology pro-
tocol development. Motivated by this lack of information, a model system was devised to
characterize the endonuclease activity of various Type IIS REs.

In this first systematic in-depth characterization of Type IIS endonuclease behaviour we
report on a broad range of variation and sequence dependence. Thirteen Type IIS enzymes
were selected, and one Type III enzyme, all of them demonstrating separated recognition and
endonuclease activity (shifted cleavage). Primarily enzymes with relatively long distance
shifts (16 bp was the most common distance) were assayed, since longer distances often
provide in-vitro advantages when developing methods. Three pairs of isoschizomers, sharing
the same recognition sequence, were included to investigate potential differences in endonucle-
ase activity. A workflow was established for studying length specificity of shifted cleavage as
well as sequence dependence, to assay the potentially varying distance shifts and the correla-
tion to DNA sequence composition. The term slippage is used to describe the enzymes’ pro-
pensity to slip 1 or 2 bp away from the preferred site of cleavage. The focus was primarily
technical, aiming to provide knowledge for further protocol development in nucleic acid in
vitro manipulation, but we also expect the results to aid the general understanding of these
enzymes, e.g. cleaving mechanisms, functionality and evolution, by characterizing the in-vitro
differences.

MATERIAL AND METHODS

A general overview of the method workflow is be depicted in Fig. 1, and a detailed description
of the model system is included in (S1 Method). In short, the model system consists of synthe-
sized oligonucleotides containing an Illumina primer site and an enzyme specific recognition
site, downstream of which there are a series of randomized nucleotides spanning the expected
cleavage distance. An infill reaction generates the templates, which are subsequently digested
with a restriction endonuclease that cleaves into the randomized sequence. The digestion prod-
ucts are ligated to adapters that have overhangs with degenerate bases of matching lengths, a
control sequence and an Illumina primer site. These constructs are sequenced and the distances
between the recognition sites and the control sequences are analysed.

Substrate preparation

Four 100 pl infill reactions were set up per substrate using 100 pmol template oligonucleotides
(T1-T15 in S1 Method) and 200 pmol biotinylated infill primer (P1 in S1 Method) in 1x
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Figure 1. Schematic representation of the model system. The library preparation consists of six steps,
beginning by extending randomized synthesized oligonucleotides (1), digesting the extended constructs (2),
enriching the constructs and removing cleaved products (3), ligating sequencing adapters to the cleaved
fragments (4), denaturing single stranded DNA from beads (5), and amplifying with PCR for sequencing (6).

doi:10.1371/journal.pone.0117059.9001

Klenow buffer (Thermo Scientific) supplemented to 200 uM dNTPs (Invitrogen). Hybridiza-
tion was performed by heating to 95°C for 5 minutes, followed by cooling to 25°C. The reac-
tions were then supplemented with 10 U Klenow fragment (Thermo Scientific) and incubated
at 37°C for 30 min. Klenow fragment was heat inactivated at 65°C for 20 min. Each reaction
was purified and concentrated to 40 pl using Qiaquick columns (Qiagen) and eluting in nucle-
ase free water. Final concentrations were determined by Nanodrop (Thermo Scientific). Each
pair of adapter oligonucleotide (A1-A4 in S1 Method) were annealed in 1x PNK buffer (NEB)
by incubating 20 pM of each oligonucleotide at 94°C for 3 minutes and slowly ramping down
to 25°C.

Preparing the library

Each prepared substrate was treated with corresponding RE and incubated for 1 hour as de-
scribed in Table 1, followed by heat inactivation. Dynal M-280 streptavidin beads (Invitrogen),
100 ul/sample were washed in 2x bind and wash buffer (2x BW: 10 mM Tris, 1 mM EDTA,

2 M NaCl), added to each reaction and incubated at room temperature (RT) for 30 min. The
beads were washed 3 times in 1x TE and resuspended in 100 ul 1x BW. Half of the beads were
resuspended in 22 pl 1x T4 DNA Ligase buffer (Thermo Scientific), and supplemented with

20 pmol adapter corresponding to the product formed (A1-A4 in SI Method) and 5 U T4
DNA ligase (Thermo Scientific), incubated 1 hour at RT with agitation. The supernatant was
removed and beads were washed. ssDNA was extracted by adding 12 pl 0.15 M NaOH for

5 min at RT with agitation. The supernatant was removed and neutralized with 6 ul 0.3 M HCI
and 3 pl 10x ABL (100 mM Tris, 1 mM MgCl,). Ligation products were diluted 20x-500x as
input to PCR. Four 50 pl PCR reactions per sample were set up with 1x HotStarTaq PCR Buffer
(Qiagen), 200 nM dNTPs (Qiagen), 50 nM of primer (P2 and P3 in S1 Method), and 2.5 U
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Table 1. Reaction conditions for each enzyme used in the study.

Enzyme Supplier  Temperature  Buffer SAM (uM) Enzyme amount  Substrate Reaction volume  Heat inactivation
(°C) ) amount (pmol) (ul) (°C/min)
Acul N 37 4 40 40 20 50 65/20
Bbvl N 37 4 - 40 20 50 65/20
Bpml* N 37 2 - 40 20 50 65/20
BpuEl N 37 3 80 40 20 50 65/20
BseRI* N 37 4 - 40 20 50 65/20
Bsgl N 37 4 80 10 10 10 65/20
Eco57I T 37 G 10 40 20 50 65/20
Eco57MI T 37 B 10 40 20 50 65/20
EcoP151*** N 37 8 - 40 20 50 65/20
Faul N 55 4 - 40 20 50 65/20
Fokl N 37 4 - 40 20 50 65/20
Gsul T 30 B - 10 5 10 65/20
Mmel N 37 4 50 40 20 50 80/20
Smul T 37 Tango - 40 20 50 65/20

* supplemented with BSA, 100 pug/ml
** supplemented with ATP, 1 mM

N = New England Biolabs

T = Thermo Scientific

SAM = S-adenosylmethionine

doi:10.1371/journal.pone.0117059.t001

HotStarTaq DNA Polymerase (Qiagen). The PCR was run at 95°C 15 min, [94°C 1 min, 55.5°C
1 min, 72°C 1 min] x 22 cycles, 72°C 10 min, 4°C hold. The four reactions of each sample were
pooled and purified using MinElute spin columns (Qiagen) to 20 pl EB (Qiagen). 60 ng per
sample were pooled and concentrated using a MinElute column to 13 pl, which was used

for sequencing.

Sequencing

The pooled prepared samples were sent for sequencing to GATC Biotech AG Next Gen

Lab (Germany) and sequenced using an Illumina Genome Analyzer II, 1x76 bp obtaining

11.8 million reads. The raw sequencing reads are available at the NCBI Sequence Read Archive
under accession SRS627913.

Analysing the data

The sequence files were processed with custom made Python scripts. First, for each read in the
raw data, the first six bases were matched to the indices on the adapters used for ligation. A
hamming distance of two or less to the synthesized adapter was considered a match. A cleavage
distance search was initially conducted on the entire reads, where perfect matches to 10 bp
immediately before the randomized region of the designed constructs (digestion products in

S1 Method) was used to determine cleavage distance. As the primary analysis the recognition
sequence of each RE was matched in descending order from the enzyme with longest cleavage
distance only matching at the preferred distance of cleavage for each RE +/- 2 bp. For each en-
zyme with a perfect match, at each distance (-2, -1, 0, +1, +2 bp), a sequence logo (Weblogo
3.4, [21] was made from all the unique sequences classified to that distance. Non-unique
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Table 2. Distribution of total slippage detected of the restriction enzymes.

Enzyme Expected distance (bp) Total slippage* Isoschizomer Organism

BseRlI 10 1.1% - Bacillus species R

Acul 16 1.1% Eco57I Acinetobacter calcoaceticus

Bbvl 12 1.3% - Bacillus brevis

Bpml 16 1.5% Gsul Bacillus pumilus

Fokl 13 1.7% - Flavobacterium okeanokoites

Gsul 16 5.1% Bpml Gluconobacter suboxydans H-15T
Bsgl 16 5.7% - Bacillus spaericus GC subgroup
Eco571 16 7.2% Acul Escherichia coli RFL57
Eco57MI(G) 16 10.7% - Escherichia coli RFL57M

Smul 6 12.4% Faul Sphingobacterium multivorum RFL21
Eco57MI(A) 16 13.1% - Escherichia coli RFL57M

Faul 6 15.2% Smul Flavobacterium aquatile

EcoP15I 27 25.8% - Escherichia coli P15

BpuEl 16 41.4% - Bacillus pumilus 2187a

Mmel 20 53.6% - Methylophilus methylotrophus

*Slippage is defined as a cleaving 1 or 2 bases up- or downstream of the expected site of cleavage.

doi:10.1371/journal.pone.0117059.t002

sequences were used for Faul and Smul, as the shorter cleavage distance of these RE (6 bp for
non-slipp cleavage) limited the available number of variants. To assay the impact of sequence

quality, a very stringent filtering step where all reads were trimmed to 45 bp and any read con-
taining a base with less then Q20 was discarded. The filtered file was then analysed in the same
way as the non-filtered.

RESULTS

The enzymes included in the model system (as outlined in Fig. 1) of this study were Acul, Bbv],
Bpml, BpuEI BseRlI, Bsgl, Eco571, Eco57MI, EcoP15I, Faul, FokI, Gsul, Mmel and Smul. Sev-
eral of the enzymes included are isoschizomers: Acul and Eco571 (CTGAAG), BpmI and Gsul
(CTGGAG), and Faul and Smul (CCCGC). Eco57MI is an engineered version of Eco571 that
recognize (CTGRAG), and both types of recognition sequences were included in our analysis.
The number of sequence reads obtained were 11,815,749, of those 11,729,811 (99.3%) adapter
tags were classified to a type of ligation adapter, and of those 9,684,767 (82.0%) sequences were
classified as belonging to a particular recognition sequence and used for the analysis. In gener-
al, the experiment showed low background and specific matches for the enzymes (S1 Fig.).

Slippage

For the set of enzymes studied the RE target templates digested by 1 or 2 bp off the defined
distance varied from 1-54% (average 13.1%, median 7%) (Table 2). For this set of enzymes,
roughly three classes of slippage frequency was observed, defined as low slippage (0-2%),
intermediate slippage (2-15%), and high slippage (>15%). Low slippage enzymes were BseRI,
Acul, Bbvl, BpmlI and FoKkI, intermediate slippage enzymes were Gsul, Bsgl, Eco571, Eco57MI,
Smul and Faul, and high slippage enzymes were BpuEI, Mmel and EcoP15I (Fig. 2, Table 2).
The enzyme least prone to slip was BseRI with 1.1% products +/— 2 bp of its defined distance,
where +1 was the most common slippage product (0.9%). The enzyme most prone to slip was
Mmel with a total slippage of 54% where +1 was almost the only product (Table 2, S1 Table).
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Figure 2. Slippage distributions for the Type IIS enzymes tested. Bar plots showing the percentage of reads obtained at the expected distance (0) and
+/- 2 bp away for different Type IIS enzymes. The enzymes display a wide range of length specificity but usually not more than 1 bp away from the

preferred distance.

doi:10.1371/journal.pone.0117059.9002

The second enzyme most prone to slip was BpuEI with 41% of the product formed missing one
base in length. EcoP15I, the only Type III enzyme in this study, slipped in 26% of the cases. For
Eco57MI, a modified version of Eco571 to recognize CTGRAG, the alteration between A to G
slightly influenced the enzyme’s slippage, and Eco57MI displayed a slight increase in slippage
as compared to the original enzyme (Eco571I). The detected slippage for Eco571 was 7%, and
11% for CTGAAG vs. 13% for CTGGAG (Table 2). The isoschizomers also varied. Acul dis-
played 1.1% slippage and Eco571 7.2%, Bpml 1.5% and Gsul 5.1%, and Smul 12.4% and Faul
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Figure 3. Slippage and sequence dependence of isoschizomers Faul and Smul. Sequence logos were
generated showing the most frequent base per position (in bits) in the region between recognition and
cleavage. The detected slippage from -2 to 2 bp are shown independently (row 1 through 5). Recognition site
is not included in the plot but was identified immediately left to the plots shown. In the corner the number of
sequences identified (and used for the plot) and the relative frequency for that enzyme are shown.

doi:10.1371/journal.pone.0117059.9003

15.2%. Slipping is clearly not a random event of +/—1 base, but different enzymes show
differing propensity for a particular direction. We found that a 2 bp variation is very rare. Faul
showed the highest general tendency to slip +2 bp, at 0.31% and BpuEI had the highest
tendency for —2 at 0.26%.

Sequence dependence

The experimental design also enabled us to investigate the effect on sequence context between
the recognition and cleavage sites. This sequence dependency showed a common preference
for adenines between the site of recognition and the site for cleavage. A general preference for
cytosines proximal to the adapter ligation site is also observed, but not universal (S2-59 Figs.).
As the case for slippage, variation of sequence context is not limited to different REs but also
between isoschizomers. This difference is perhaps most striking between Faul and Smul, where
Faul displays a clear preference for adenine-containing substrates while Smul does not (Fig. 3).
The most common slippage of Smul (+1 bp in 12% of the sequences) also seems to be promot-
ed by a thymine right before the cleavage position where this is not the case for Faul (Fig. 3).
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The T is even more conserved in the few reads (0.08%) detected with +2 slippage (Fig. 3). For
isoschizomers Acul and Eco57I the sequence dependence is similar, but a slight preference for
adenines can be seen for Eco571 and is not present for Acul (S2 Fig.). Isoschizomers BpmlI and
Gsul both show similar behaviour. BpmI shows a faint preference for A, whereas Gsul shows
no sequence dependence at the preferred length of cleavage. There is a slight bias for cytosine
at the site of ligation shared for both of the enzymes (S3 Fig.). BpmlI seems to have a stronger
dependence on base composition for +1 slippage, with an adenine potentially influencing this
behaviour 4 bp away from cleavage (S3 Fig.). This could potentially explain the generally lower
frequency of slipped products for Bpml than Gsul. The same enzyme, Eco57MI, showed differ-
ing sequence context depending on which recognition sequence was used, where CTGAAG
was less dependent on sequence content, and where CTGGAG was slightly inclined to interact
with A rich constructs (S4 Fig.). The sequence dependence assay revealed that the +2 slippage
of Ecop15], actually was a —1 bp slippage of a randomly occurring repetition of the recognition
sequence (CTGCTGCTG instead of CTGCTG, see S5 Fig.).

Slippage influencing factors

In this experiment enzyme-to-substrate concentration ratio was kept constant (2U of enzyme
per pmol of substrate, except for Bsgl, where 1U were used per pmol substrate). Enzyme-to-
substrate ratios could potentially influence cleavage effectiveness, e.g. a Fokl monomer has
been shown to be inactive until dimerising with a second monomer [22, 23]. The varying en-
zyme concentrations from the suppliers lead to variations in glycerol contents in the reactions
used for this experiment (S2 Table). Glycerol concentration has long been known to promote
star activity [24, 25], however, no correlation was found between glycerol concentration in the
reaction and slippage activity (S11 Fig.) or clear trend for sequence dependence (S2-S9 Figs.).
Yet, to further investigate the glycerol factor a subset of five enzymes were selected for a new
experiment were the glycerol levels during restriction were kept at 1% (S2 Method, S3-54 Ta-
bles). We can report that a lower glycerol level has a minor non-systematic effect on the slip-
page levels (S5 Table). We observe both a slippage increase and a slippage decrease and the
categorization into low, intermediate and high mode did not change except for BpmI (from
low to intermediate) (S5 Table). To validate that the result was not an effect of biased starting
material, a follow-up study was conducted where the digestion substrates for the enzymes used
to generate the additional dataset were sequenced. Analysis of the randomized region spanning
from the recognition to two bases downstream of the digestion site revealed no sequence biases
in the starting material (S2 Method, S10 Fig.).

By looking at the 15 enzymes as a group we searched for simple correlations in the dataset,
i.e. reaction temperature (S12 Fig.), preferred S-adenosylmethionine (SAM) concentration
(S13 Fig.), cleavage distance (S14 Fig.), number of sequence reads obtained (S15 Fig.), and or-
ganism source (Table 2), but could not establish any patterns.

Quality filtering

When all reads were trimmed to 45 bp and any that contained a base with quality score below
Q20 (1/100 probability of wrong call) were filtered out, nearly 2.1 million reads remained, and
nearly 1.9 million (90.5%) of these were classified as an expected construct and used for slip-
page analysis. On average the stringent quality filtering resulted in a 0.99 pp shift in slippage.
E.g. going from 1.10% to 0.82% total slippage for BseRI (0.28 pp reduction), and from 53.6% to
52.2% for Mmel (1.4 pp reduction) (S6 Table). This indicates a slight inflation of reported slip-
page due to sequencing errors. Interestingly Acul exhibited a higher slippage in the quality
filtered data (3.35% vs. 1.10% slippage). 3.35% slippage is however more in line with the result
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gained in the initial approach of analysing the entire read in a search for 10 bp recognition
sequence right before the randomized region (total slippage 3.86%) (S6 Table).

DISCUSSION

The focus of this study was slippage where the general overhang property of the cleavage site
is maintained. It is presently unclear if and to what extent the overhangs are variable, termed
‘skewed slippage’. E.g. an overhang of 2 bases could become 3 bases, a 1 base 5’ recessed end
could become a 1 base 3’ recessed end, or a blunt end. These variations would not be distin-
guished with our model system (S16 Fig.) and will need further studies with a slightly revised
ligation protocol to characterize. The skewed slippage products are interesting in terms of
yield, but would not adversely affect most protocols, as they would not form constructive
ends for subsequent ligation. Also, sequence bias upstream of the recognition sequence was
not considered in this model system, which might influence the activity of some of REs.
Degenerated bases could be added upstream of the recognition site to assay this. For the ma-
jority of the RE tested, slippage was determined at constant conditions but, as shown for a
subset of the enzymes, the model system could also be used to investigate how certain addi-
tives influence the phenomenon. The system is generic and automatable (the extension step
can be included by changing the column purification to bead based purification) and many
types of potentially influencing factors such as temperature, buffer composition, reagent
concentrations, template methylations, etc. warrants future studies. The massively parallel
sequencing readout makes the method scalable and sensitive to rare events. Since the effects
of all potentially influencing variables was not specifically addressed in this study, it is possi-
ble that some of the smaller differences seen between e.g. isoschizomers could be for instance
buffer related, rather than related to the enzymes themselves. The wide range of behaviour
identified for different enzymes indicates that the phenomenon to a large extent

is enzymatic.

The effects observed for Eco57MI, when switching between A or G in the recognition se-
quence, might also have been influenced by the 2 bp used for isoschizomer differentiation im-
mediately upstream of the recognition sequence (AGCTGAAG and GTCTGGAG). In either
case it is interesting that these three alterations seem to influence both slippage and sequence
dependence. Further, the original enzyme, Eco571, showed less slippage than Eco57MI (7% vs.
11% and 13%). Given this, it would be helpful to screen not only for recognition specificity
when modifying Type IIS REs but also sequence dependence and slippage. BpuEI has to our
knowledge not previously been reported to slip and in this study 40% of products formed were
missing one base. We believe this points to a need for general classifications of enzymatic slip-
page, such as the fidelity index for star activity [18]. Currently we do not have full understand-
ing as to why Faul exhibited such a strong adenine preference. Further studies will be needed
to validate and uncover adenine’s influence on efficient digestion with Faul.

Our main hypothesis was that enzymes with longer cleavage distance should demonstrate
greater slippage. However, the variation within the set described here varies without a clear
link to distance. Enzymes with cleavage distance of 16 bp are found in the low, medium and
high slippage range, and the enzymes with shortest distance (Faul and Smul) both showed in-
termediate slippage. A possibly inflated average due to the focus on REs with long cleavage dis-
tance cannot be excluded, but cleavage distance alone is inadequate as an estimate of slippage,
and slippage in general is a highly variable phenomenon. The general lack of simple correla-
tions to slippage in this data between different enzymes makes slippage properties presently
hard to predict.
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Previous studies

The enzymes with previous slippage data available (Acul, Mmel and EcoP15I) agreed well with
our findings (Fig. 2)(compare S4 Fig. in Drmanac et al [8] for Acul and EcoP15]; and S2 Fig. in
Shendure et. al [6] for Mmel). The sequence dependence for the endonuclease activity has pre-
viously been reported for Mmel [6] and is to our knowledge the only enzyme for which this
has been published using an extensive dataset. Mmel showed very little sequence dependence
in general in our study, which is concordant with the previous report. The previous study re-
ported on an adenine preference close to the recognition sequence, and reasoned that this
could have been introduced during A-tailing when constructing the library. We do not find
any preference proximal to the recognition sequence, which supports that conclusion. The pre-
vious study was based on mapping reads to a reference genome and found a slight bias down-
stream of the cleavage site. In our system this potential preference is cleaved away, but the
slight bias for cytosine immediately upstream the site of cleavage is supported in our findings,
albeit to a higher degree. It is reasonable that a C or G will result in increased ligation efficiency,
and is also in general (but not always) the preferred base in the immediate proximity to cleav-
age in our data.

Accuracy

The Illumina system is well suited for the task of assaying this type of libraries as (A) it is cost-
effective and high throughput, and (B) it has a low insertion-deletion (indel) error frequency.
Both of these features contribute to making a sensitive protocol for slippage analysis. The indel
rate has been determined to 4 ppm for mapping 100 bp reads to the phiX genome [26]. The
impact of sequence quality was investigated by reanalysing the data with a stringent raw data-
filtering step. Except for Acul, this step resulted in a reduction of slippage as compared to the
non-filtered analysis, indicating a slightly inflated result, but in general low contribution from
sequencing errors.

Conclusion

The first systematic in-depth study of REs with shifted cleavage sites was performed, and the
variation of cleavage shifts (termed slippage) and the sequence dependence thereof were char-
acterised in order to aid future protocol development and understanding of these enzymes. A
straightforward, general and automatable model system for studying the activity of REs by
using massively parallel sequencing are described, which should be highly applicable for the fu-
ture studies of large sets of REs and their activity. Slippage is a largely overlooked property of
these valuable tools for molecular biology warranting continued study.

SUPPORTING INFORMATION

$1 Method. Oligonucleotides and digestion products.
(DOCX)

$2 Method. Oligonucleotides and detailed description of generation and analysis of addi-
tional dataset.
(DOCX)

S1 Fig. Bar plots showing number of reads per cleavage position. Generally low background
from unspecific/random detection is observed.
(TTF)

PLOS ONE | DOI:10.1371/journal.pone.0117059 January 28, 2015 10/14


http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0117059.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0117059.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0117059.s003

@‘PLOS | ONE

Type IIS Restriction Enzymes

S2 Fig. Sequence logos for all sequences detected for isoschizomers Acul and Eco571
within +/- 2 bp of the expected cleavage distance. In grey is (in order from top) the type

of overhang produced, number of sequences detected for that length and percent of total se-
quences detected within +/— 2 bp. Few sequences were detected at 2 bp distance, which make
the sequence logos uncertain for those lengths.

(TTF)

S3 Fig. Sequence logos for all sequences detected for isoschizomers BpmlI and Gsul
within +/- 2 bp of the expected cleavage distance. In grey is (in order from top) the type

of overhang produced, number of sequences detected for that length and percent of total se-
quences detected within +/— 2 bp. Few sequences were detected at 2 bp distance, which make
the sequence logos uncertain for those lengths.

(TTF)

$4 Fig. Sequence logos for all sequences detected for Eco57MI within +/— 2 bp of the ex-
pected cleavage distance. Two substrates were used to assay differences in A and G bases in
the recognition sequence. In grey is (in order from top) the type of overhang produced, number
of sequences detected for that length and percent of total sequences detected within +/— 2 bp.
Few sequences were detected at 2 bp distance, which make the sequence logos uncertain for
those lengths.

(TTF)

S5 Fig. Sequence logos for all sequences detected for EcoP15I within +/— 2 bp of the expected
cleavage distance. In grey is (in order from top) the type of overhang produced, number of se-
quences detected for that length and percent of total sequences detected within +/— 2 bp. Few
sequences were detected at 2 bp distance, which make the sequence logos uncertain for those
lengths. For this enzyme, a conserved motif “CAG” immediately proximal to the recognition
sequence (CAGCAG) means the +2 detected here is actually a -1 slippage of a recognition se-
quence shifted three bases downstream.

(TIF)

S6 Fig. Sequence logos for all sequences detected for BpuEI within +/— 2 bp of the expected
cleavage distance. In grey is (in order from top) the type of overhang produced, number of se-
quences detected for that length and percent of total sequences detected within +/— 2 bp. Few
sequences were detected at 2 bp distance, which make the sequence logos uncertain for

those lengths.

(TIF)

S7 Fig. Sequence logos for all sequences detected for FokI within +/— 2 bp of the expected
cleavage distance. In grey is (in order from top) the type of overhang produced, number of se-
quences detected for that length and percent of total sequences detected within +/— 2 bp. Few
sequences were detected at 2 bp distance, which make the sequence logos uncertain for

those lengths.

(TIF)

S8 Fig. Sequence logos for all sequences detected for Mmel within +/— 2 bp of the expected
cleavage distance. In grey is (in order from top) the type of overhang produced, number of se-
quences detected for that length and percent of total sequences detected within +/— 2 bp. Few
sequences were detected at 2 bp distance, which make the sequence logos uncertain for

those lengths.

(TTF)
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S9 Fig. Sequence logos for all sequences detected for BbvI within +/—- 2 bp of the expected
cleavage distance. In grey is (in order from top) the type of overhang produced, number of se-
quences detected for that length and percent of total sequences detected within +/— 2 bp. Few
sequences were detected at 2 bp distance, which make the sequence logos uncertain for

those lengths.

(TTF)

$10 Fig. Sequence logos for the substrates used to generate the additional dataset.
(TIF)

S11 Fig. Glycerol concentration plotted over total slippage detected for each enzyme.
(PNG)

$12 Fig. Reaction temperature plotted over total slippage detected for each enzyme.
(PNG)

$13 Fig. S-adenosylmethionine (SAM) concentration used for reactions plotted over total
slippage detected for each enzyme.
(PNG)

$14 Fig. Cleavage distance plotted over total slippage detected.
(PNG)

S15 Fig. Number of reads obtained for each enzyme plotted over final glycerol concentra-
tion in that sample.
(PNG)

S16 Fig. Skewed-slippage. Although our model system was not designed to detect skewed slip-
page, two kinds of skewed product will give product. Since only the bottom strand is used for
detection, bottom slippage of +1 and top slippage of —1 can form productive constructs, as in-
dicated in the red box. Plus 1 bottom slippage is detected as +1 slippage, and —1 top slippage is
detected as no slippage (false negative). These products would be disfavoured during ligation
due to the gapped position and we expect these events, if they exist, to be low.

(PNG)

S1 Table. Total slippage detected for all enzymes assayed.
(DOCX)

S2 Table. Enzyme storage and reaction buffer additions for the primary dataset. The effects
of storage conditions for each enzyme is shown added to 1x of the recommended reaction buft-
ers. The final reaction conditions (not including supplements) depending on the amount of en-
zyme used for each reaction is shown.

(DOCX)

§3 Table. Enzyme storage and reaction buffer additions for the additional dataset. The ef-
fects of storage conditions for each enzyme is shown added to 1x of the recommended reaction
buffers. The final reaction conditions (not including supplements) depending on the amount
of enzyme used for each reaction is shown.

(DOCX)

$4 Table. The different reaction conditions for each enzyme in the additional dataset.
(DOCX)

S5 Table. Total slippage detected for all enzymes in the additional dataset. The additional
dataset was analysed for slippage events within +/— 2 bp from the expected distance. To assess
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the impact of sequence errors a quality dataset (ca. 1.1 million 45 bp reads where all bases had
quality scores above 20. i.e. less than 1% chance of sequencing error) was selected.
(DOCX)

S6 Table. The total amount of slippage detected +/— 2 bp away from the recognition se-
quence. The dataset was analysed in three different ways to assay robustness. The “expected
distance” was used as the primary analysis as it was judged to be most sensitive. “Entire read”
analysis is based on perfect matches of a 10 bp recognition sequence right before the random-
ized position. No consideration was taken to at what distance the 10 bp matched. “Quality
filtered” used on a limited high quality dataset (ca. 2 million 45 bp reads where all bases had
quality scores above 20, i.e. less than 1% chance of sequencing error). Expected distance as-
sumed the recognition sequence to be +/— 2 bp away from the recognition sequence and
searched in order from longest to shortest distance for each read with a perfect match to a
unique sequence for each enzyme. The results are similar and does not alter the general pattern
identified, but can be viewed as an indication of the level of the sequencing assay

induced uncertainty.

(DOCX)

Acknowledgments

The authors acknowledge support from Science for Life Laboratory, the Knut and Alice Wal-
lenberg Foundation, the National Genomics Infrastructure funded by the Swedish Research
Council, and Uppsala Multidisciplinary Center for Advanced Computational Science for assis-
tance with massively parallel sequencing (alternatively genotyping) and access to the UPPMAX
computational infrastructure.

Author Contributions

Conceived and designed the experiments: VW MK PL JL. Performed the experiments: A] FTH
NF. Analyzed the data: SL AJ EP. Contributed reagents/materials/analysis tools: PL JL. Wrote
the paper: SL AJ JL.

REFERENCES
1. Velculescu VE, Zhang L, Vogelstein B, Kinzler KW (1995) Serial analysis of gene expression. Science
270:484-487.

2. SahasS, Sparks AB, Rago C, Akmaev V, Wang CJ, et al. (2002) Using the transcriptome to annotate
the genome. Nat Biotechnol 20: 508-512.

3. Matsumura H, Ito A, Saitoh H, Winter P, Kahl G, et al. (2005) SuperSAGE. Cell Microbiol 7: 11-18.

4. Shiraki T, Kondo S, Katayama S, Waki K, Kasukawa T, et al. (2003) Cap analysis gene expression for
high-throughput analysis of transcriptional starting point and identification of promoter usage. Proc Natl
Acad SciU S A 100: 15776-15781. PMID: 14663149

5. BrennerS, Johnson M, Bridgham J, Golda G, Lloyd DH, et al. (2000) Gene expression analysis by mas-
sively parallel signature sequencing (MPSS) on microbead arrays. Nat Biotechnol 18: 630-634. PMID:
10835600

6. Shendure J, Porreca GJ, Reppas NB, Lin X, McCutcheon JP, et al. (2005) Accurate multiplex polony
sequencing of an evolved bacterial genome. Science 309: 1728—-1732. PMID: 16081699

7. SorberK, Chiu C, Webster D, Dimon M, Ruby JG, et al. (2008) The long march: a sample preparation
technique that enhances contig length and coverage by high-throughput short-read sequencing. PLoS
One 3:e3495. doi: 10.1371/journal.pone.0003495 PMID: 18941527

8. Drmanac R, Sparks A, Callow M, Halpern A, Burns N, et al. (2009) Human Genome Sequencing Using
Unchained Base Reads on Self-Assembling DNA Nanoarrays. Science.

9. Roberts RJ, Vincze T, Posfai J, Macelis D (2010) REBASE—a database for DNA restriction and modifi-
cation: enzymes, genes and genomes. Nucleic Acids Res 38: D234-236. PMID: 25378308

PLOS ONE | DOI:10.1371/journal.pone.0117059 January 28, 2015 13/14


http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0117059.s024
http://www.ncbi.nlm.nih.gov/pubmed/14663149
http://www.ncbi.nlm.nih.gov/pubmed/10835600
http://www.ncbi.nlm.nih.gov/pubmed/16081699
http://dx.doi.org/10.1371/journal.pone.0003495
http://www.ncbi.nlm.nih.gov/pubmed/18941527
http://www.ncbi.nlm.nih.gov/pubmed/25378308

@‘PLOS | ONE

Type IIS Restriction Enzymes

10.

11.

12

13.

14.

15.

16.

17.

18.

19.

20.

21.

22,

23.

24,

25.

26.

Kessler C, Holtke HJ (1986) Specificity of restriction endonucleases and methylases—a review. Gene
47:1-153.

Vissel B, Choo KH (1988) Altered activity of restriction endonuclease Mn1-I cleavage of mouse satellite
DNA. Nucleic Acids Res 16:4731. PMID: 2837743

Brinkley P, Bautista DS, Graham FL (1991) The cleavage site of restriction endonuclease Mnll. Gene
100: 267-268. PMID: 2055475

Szybalski W, Kim SC, Hasan N, Podhajska AJ (1991) Class-IIS restriction enzymes—a review. Gene
100: 13-26. PMID: 2055464

Venetianer P, Orosz A (1988) Bcefl, a new type IIS restriction endonuclease. Nucleic Acids Res 16:
3053-3060. PMID: 2835751

Xu SY, Nugent RL, Kasamkattil J, Fomenkov A, Gupta Y, et al. (2012) Characterization of type Il and IlI
restriction-modification systems from Bacillus cereus strains ATCC 10987 and ATCC 14579. J Bacteriol
194: 49-60. doi: 10.1128/JB.06248-11 PMID: 22037402

Kleid D, Humayun Z, Jeffrey A, Ptashne M (1976) Novel properties of a restriction endonuclease isolat-
ed from Haemophilus parahaemolyticus. Proc Natl Acad Sci U S A 73: 293-297. PMID: 1061131

Pingoud A, Jeltsch A (1997) Recognition and cleavage of DNA by type-Il restriction endonucleases.
Eur J Biochem 246: 1-22. PMID: 9210460

Wei H, Therrien C, Blanchard A, Guan S, Zhu Z (2008) The Fidelity Index provides a systematic quanti-
tation of star activity of DNA restriction endonucleases. Nucleic Acids Res 36: e50. doi: 10.1093/nar/
gkn182 PMID: 18413342

Kamps-Hughes N, Quimby A, Zhu Z, Johnson EA (2013) Massively parallel characterization of restric-
tion endonucleases. Nucleic Acids Res 41:e119. doi: 10.1093/nar/gkt257 PMID: 23605040

Chan SH, Stoddard BL, Xu SY (2011) Natural and engineered nicking endonucleases—from cleavage
mechanism to engineering of strand-specificity. Nucleic Acids Res 39: 1-18. doi: 10.1093/nar/gkq742
PMID: 20805246

Crooks GE, Hon G, Chandonia JM, Brenner SE (2004) WebLogo: a sequence logo generator. Genome
Res 14:1188-1190.

Vanamee ES, Santagata S, Aggarwal AK (2001) Fokl requires two specific DNA sites for cleavage. J
Mol Biol 309: 69—-78. PMID: 11491302

Bitinaite J, Wah DA, Aggarwal AK, Schildkraut | (1998) Fokl dimerization is required for DNA cleavage.
Proc Natl Acad Sci U S A 95: 10570-10575. PMID: 9724744

George J, Blakesley RW, Chirikjian JG (1980) Sequence-specific endonuclease Bam HI. Effect of hy-
drophobic reagents on sequence recognition and catalysis. J Biol Chem 255: 6521-6524. PMID:
6248525

Malyguine E, Vannier P, Yot P (1980) Alteration of the specificity of restriction endonucleases in the
presence of organic solvents. Gene 8: 163-177. PMID: 6244210

Minoche AE, Dohm JC, Himmelbauer H (2011) Evaluation of genomic high-throughput sequencing
data generated on lllumina HiSeq and genome analyzer systems. Genome Biol 12: R112. doi: 10.
1186/gb-2011-12-11-r112 PMID: 22067484

PLOS ONE | DOI:10.1371/journal.pone.0117059 January 28, 2015 14/14


http://www.ncbi.nlm.nih.gov/pubmed/2837743
http://www.ncbi.nlm.nih.gov/pubmed/2055475
http://www.ncbi.nlm.nih.gov/pubmed/2055464
http://www.ncbi.nlm.nih.gov/pubmed/2835751
http://dx.doi.org/10.1128/JB.06248-11
http://www.ncbi.nlm.nih.gov/pubmed/22037402
http://www.ncbi.nlm.nih.gov/pubmed/1061131
http://www.ncbi.nlm.nih.gov/pubmed/9210460
http://dx.doi.org/10.1093/nar/gkn182
http://dx.doi.org/10.1093/nar/gkn182
http://www.ncbi.nlm.nih.gov/pubmed/18413342
http://dx.doi.org/10.1093/nar/gkt257
http://www.ncbi.nlm.nih.gov/pubmed/23605040
http://dx.doi.org/10.1093/nar/gkq742
http://www.ncbi.nlm.nih.gov/pubmed/20805246
http://www.ncbi.nlm.nih.gov/pubmed/11491302
http://www.ncbi.nlm.nih.gov/pubmed/9724744
http://www.ncbi.nlm.nih.gov/pubmed/6248525
http://www.ncbi.nlm.nih.gov/pubmed/6244210
http://dx.doi.org/10.1186/gb-2011-12-11-r112
http://dx.doi.org/10.1186/gb-2011-12-11-r112
http://www.ncbi.nlm.nih.gov/pubmed/22067484


<<
  /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 /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /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 true
  /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 ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. 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 best suited for high-quality prepress printing.  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 /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


