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Thirteen accessions of wild barley (Hordeum vulgare ssp. spontaneum) resistant to powdery
mildew caused by the fungus Blumeria graminis f. sp. hordei were studied with the aim of de-
termining the number of resistance genes and their allelic relationships to the M/a locus on the
short arm of chromosome 1H. In five accessions (P1391130, P1466193, P1466200, P1466495
and PI466510), the resistance was caused by one gene, in seven accessions (P1354949,
PI391081, PI466158, PI466197, P1466211, PI466297 and PI466461) by two independent
genes and in PI1301004 by three independent genes. The type of inheritance of all analysed
genes except two was dominant or semi-dominant; only one of two genes in PI391081 and
PI1466297 was recessive. Allelism tests confirmed that in 10 accessions one gene was allelic
with the Mla locus, and in three accessions (P1391081, P1466193 and P1466297) the resistance
genes were different from the Mla locus.

Keywords: allelism, barley, Blumeria graminis f. sp. hordei, Mla locus, resistance, wild
barley

Introduction

Barley (Hordeum vulgare L.) is one of the most wide-spread crops in the world
and its production is adversely affected by many diseases. In the Czech Republic,
powdery mildew caused by Blumeria graminis f. sp. hordei DC. f. sp. hordei Em.
Marchal (Bgh) is the most common and economically important disease of barley
(Dreiseitl 2003a). Powdery mildew epidemics lead to the reduction of grain yield,
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feeding and malting quality, and profitability for growers. The high frequency of
virulences to resistance genes carried by current winter barley varieties (Dreiseitl
2004) contributes to a frequent and heavy infection of both spring and winter bar-
ley. Winter barley serves as an important source of inoculum where new and
widely virulent pathotypes of the powdery mildew pathogen can arise and repro-
duce, subsequently attacking both barley types. This results in a faster adaptation
of the pathogen to the resistances present in cultivated barley varieties (Dreiseitl
2003b).

Jorgensen (1994) summarised known genes for powdery mildew resistance
in barley, including their location on four out of seven barley chromosomes.
Later, Schonfeld et al. (1996) mapped three genes on other two chromosomes, SH
and 7H, and Pickering et al. (1995) mapped one gene on chromosome 2H. The
complex Mla locus on the short arm of chromosome 1H is the most important
among the known powdery mildew resistance genes (Panstruga and Schulze-
Lefert 2002).

Resistance to powdery mildew plays a significant role in the breeding of bar-
ley. To counter the pathogen, varieties should be bred with resistance genes for
which no corresponding virulence factor in the pathogen population has been
found within a given epidemiological unit. Wild barley H. vulgare ssp. spon-
taneum and H. bulbosum represent promising sources of resistance to important
barley diseases (Williams 2003). Screening of wild barley accessions from the
USDA National Small Grains Collection revealed that a high proportion of these
accessions exhibited useful resistance to powdery mildew (Dreiseitl and
Bockelman 2003).

We studied a set of wild barley accessions resistant to powdery mildew aim-
ing: (1) to find the number of genes/loci conferring the resistance, (2) to identify
the modes of inheritance of these genes, and (3) to define their relationships to the
Mla locus.

Materials and Methods

Plant material and population development

Preparation of biological material and all experiments were carried out at the Ag-
ricultural Research Institute Krométiz Ltd. Thirteen wild barley accessions
(PI354949, P1391004, P1391081, PI3191130, PI466158, P1466193, P1466197,
PI466200, P1466211, P1466297, P1466461, P1466495 and PI466510) from the

USDA National Small Grains Collection, with resistances to powdery mildew
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(Dreiseitl and Bockelman 2003, Dreiseitl and Dinoor 2004), and the two-row win-
ter barley variety ‘Tiffany’ carrying powdery mildew resistance genes Mla7,
MlaMu?2 wereused. ‘Tiffany’, as a female parent, was crossed with the thirteen re-
sistant accessions. The dormancy of harvested seed was routinely interrupted at
38 °C for 48 h, and F, generations were consecutively sown in vegetation pots.
During vernalisation, young plants were grown in a cool room at 5+2 °C for 42
days and then moved into a greenhouse until harvest. The seeds of F, generations
were obtained after selfing of F; plants.

Pathogen isolates

Two selected pathotypes of Bgh held in the gene bank of the pathogen at the Agri-
cultural Research Institute Krométiz Ltd. were used for the inoculation of the
tested plants. A virulent (Va7, VaMu2) pathotype 0323 was used for determina-
tion gene number conferring resistance in each accession and their inheritance.
An avirulent (4a7) pathotype 1002 was employed for the tests of allelism for the
Mila locus. Each pathotype had previously been purified, verified for the correct
virulence/avirulence phenotype on the differential hosts and increased on the vari-

eties ‘Tiffany’ (0323) or ‘Algerian’ (1002).

Resistance tests

Four seeds per genotype (parental, F; and F, generations) were sown in pots
(80 mm upper diameter) in the greenhouse, and the plants were grown at a contin-
uous temperature of 17+2 °C and under natural daylight. Four segments of about
25 mm in length were cut from the central part of each fully expanded primary leaf
of eighteen-day-old plants and placed in four dishes with 0.6% agar and 35 ppm of
benzimidazole; inoculation was carried out with each pathotype separately with
two replications (Dreiseitl and Dinoor 2004) with inoculum density of ca.
8 conidia mm >, Eight days after inoculation, reaction types (RTs) of leaf seg-
ments were scored on the 0—4 scale (Torp et al. 1978). Reaction types 2—3 and
lower were considered resistant. Twenty to forty plants of each parent, 22 to 74 F,
plants and 190 to 542 F, plants of individual crosses were evaluated.

Inheritance of resistance genes

The numbers of plants in the two phenotypic categories (resistant and susceptible)
found in F, populations were compared with theoretical Mendelian segregation
ratios by a chi-square test, and the number of resistance genes in each accession
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was estimated. The comparison of RTs between parental and F; generations en-
abled the determination of the modes of inheritance of resistance genes (domi-
nant, semi-dominant or recessive).

Allelism tests

The results of resistance tests of F, populations with Va7 and Aa7 pathotypes were
compared and conclusions on allelism for the Mla locus were drawn. If both resis-
tant and susceptible plants in the F, population were found after inoculation with
the Va7 pathotype and all F, plants showed only the resistant phenotype after in-
oculation with the Aa7 pathotype, the resistance was considered to be determined
by an allele of the Mla locus. If resistant and also susceptible F; plants were identi-
fied after inoculation with the 4a7 pathotype, the resistance genes were consid-
ered to be different from the Mla locus.

Results

Table 1 summarises the numbers of resistant and susceptible plants in the F, popu-
lations of 13 powdery mildew resistant accessions and significance of considered
segregation ratios. The numbers of F, plants sorted according to evaluated RTs
are given in Figure 1. The evaluation of plants of F, populations after inoculation
with the Va7 pathotype revealed the whole range of RTs, including the susceptible
ones. Only resistant plants were found after inoculation with the Aa7 pathotype
with the exception of PI391081, P1466193 and P1466297. This indicated the pres-
ence of an allele of the Mla locus in all accessions excluding the three exceptions.
The following conclusions were drawn for individual, tested, resistant accessions
after analysis of the parental, F, and F, plants.

In PI354949, dominant alleles of two independent genes were present (P =
0.37), and the allelism test indicated that one gene was located at the Mla locus
(Table 1). All parental plants showed RTO; F, plants showed RTs 0 and 1 as a con-
sequence of one gene resembling a dominant and the other a semi-dominant type
of inheritance (Figure 1A). In PI391004, three independent resistance genes (P =
0.70) were detected, and the allelism test confirmed at least one resistance gene at
the Mla locus. The parental plants proved to be of RTs 0 and 1 and the same RTs
were found in plants of the F; generation. This clearly indicated dominant inheri-
tance (Figure 1B). In PI391081, two independent resistance genes (P =0.16) were
confirmed, one dominant and the other recessive. The allelism test also revealed
susceptible plants, which indicated that none of the genes was at the Mla locus.
The parental plants with the RT1-2 and the F, generation with RTs ranging be-
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Table 1. The number of resistant and susceptible plants in the F, populations of 13 powdery mil-
dew resistant accessions of Hordeum vulgare ssp. spontaneum after inoculation with virulent
(Va7) and avirulent (4a7) pathotypes of Blumeria graminis f. sp. hordei and the significance of
considered segregation ratios

2

Resistant Va7 pathotype Segregation X Aa7 pathotype
accession No. plants Ratio No. plants
Resistant’  Susceptible” Resistant Susceptible

PI354949 422 33 15:1 0.78* 455 0
PI391004 206 4 63:1 0.16* 210 0
PI391081 162 28 13:3 2.01* 183 7
PI391130 370 114 3:1 0.54* 484 0
PI466158 352 22 15:1 0.09%* 374 0
PI466193 241 73 3:1 0.51% 300 14
P1466197 431 31 15:1 0.17* 462 0
PI466200 175 71 3:1 1.96%* 246 0
PI466211 372 16 15:1 2.99% 389 0
P1466297° 425 117 13:3 2.86% 532 10
PI466461 468 30 15:1 0.04* 498 0
PI466495 318 94 3:1 1.05* 412 0
PI466510 145 53 3:1 0.33* 198 0

* Reaction types 0 to 2-3

® Reaction types 3 to 4

¢ The reaction type 3 is considered resistant

* Significance of the tested segregation ratio was confirmed at P > 0.05

tween 1-2 and 2-3 reflected a semi-dominant mode of inheritance (Figure 1C). In
PI1391130, only one dominant resistance allele was estimated (P = 0.46) and the
allelism test confirmed its location at the Mla locus. RT1-2 was found in the pa-
rental generation and also in the F; plants (Figure 1D). In PI466158, two inde-
pendent resistance genes (P = 0.76) were found; one of them was allelic with the
Mla locus. The two genes exhibited semi-dominant inheritance (Figure 1E). In
P1466193, one gene conferring resistance (P = 0.48) was detected. Screening with
the avirulent pathotype revealed both resistant and susceptible plants, which indi-
cated that the gene was not tightly linked with the Mla locus. RT1-2 of the pater-
nal plants and RTs 2 and 2-3 of the F; plants were in agreement with a semi-domi-
nant mode of inheritance (Figure 1F). In PI466197, two resistance genes (P =
0.68) were estimated, one allelic with the Mla locus). Their inheritance was
semi-dominant because the RTs were 0 and 1 in the resistant accession and 1-2 in
the F; plants (Figure 1G). In P1466200, one resistance gene allelic with the Mla lo-
cus might be expected (P = 0.16). The paternal and the F; plants exhibited the
same RTO, which was indicative of dominant inheritance (Figure 1H). In
PI466211, two independent resistance genes (P = 0.08), one allelic with the Mla
locus, were confirmed. Semi-dominance was concluded from the fact that paren-
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Figure 1. Distribution of reaction types of plants in the F, populations after screening with the Va7
pathotype of Blumeria graminis f. sp. hordei and comparison with the parental (resistant accessions,
variety ‘Tiffany’) and the F; generations. F, populations were obtained after crossing variety ‘Tif-
fany’ and individual resistant accessions of Hordeum vulgare ssp. spontaneum (A —P1354949, B —
PI391004, C—-PI391081, D—PI391130, E—PI466158, F —PI466193, G- PI466197, H—P1466200,
1-PI466211,J -P1466297, K — P1466461, L — P1466495, M — P1466510)
— scored reaction types (RTs) of leaf segments, Y — the number of plants for individual RTs

|:| Resistance accession, m:[l] Variety ‘Tlffany s - Fl generation, |:| F, population

tal plants were of two RTs, 0 and 0-1, and the F; plants were of RTs 1-2 and 2 (Fig-
ure 11). In PI466297, two independent genes (P = 0.09), one probably semi-domi-
nant and the other recessive, were considered. Allelism with the Mla locus was not
supported, owing to the identification of susceptible plants in the F, generation af-
ter avirulent pathotype testing. The parental plants exhibited up to three different
RTs (Figure 1J). In PI1466461, two independent resistance genes (P = 0.84) were
confirmed; one was allelic with the Mla locus. Two RTs, 0 and 1, were detected in
the parental plants. In the F, generation, only RT1 was observed, which indicated
semi-dominant inheritance for one gene and dominant inheritance for the other
(Figure 1K). In P1466495, one resistance gene (P = 0.30) allelic with the Mla lo-
cus was estimated. Semi-dominance of the gene could be assumed on the basis of
the RTs’ shifting from 1 in the resistant parent to 1-2 and 2 in the F; plants (Figure
1L). Also in PI466510, one resistance gene (P = 0.58) allelic with the Mla locus
was confirmed. Partly overlapping RTs of the resistant accession (1 and 1-2) and
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the F plants (1-2 and 2) indicated the semi-dominant inheritance of the resistance
allele (Figure 1M).

Discussion

Blumeria graminis f. sp. hordei ranks high among cereal pathogens for its adapt-
ability and potential to cause crop losses (McDonald and Linde 2002). It is desir-
able to combine more effective resistance genes in one variety. Therefore, local-
isation of such genes in the barley genome is important.

We used 13 genetic resources selected from a large group of wild barley ac-
cessions fully resistant to powdery mildew (Dreiseitl and Bockelman 2003,
Dreiseitl and Dinoor 2004). Our genetic analyses showed that 10 out of these 13
accessions contained an allele of the Mla locus. It confirmed the unique signifi-
cance of the Mla locus among other barley loci conditioning resistance to pow-
dery mildew.

The size of the evaluated F, populations was sufficient for individual ratios
testing, including differentiation between 13:3 and 3:1. Nevertheless, owing to
large differences in RTs of resistant plants in the F, generation (particularly those
shown in Figures 1A, 1E, 1G, 11, 1J and 1L), each locus, either the Mla or another,
could include additional linked resistance gene(s). This means that the trait might
not be determined in a simple manner similarly to the Mla locus which is not de-
fined by one multiallelic gene but by three distinct, closely linked resistance-gene
homologue families (Wei et al. 1999).

The number of resistance genes was determined and confirmed. In most
cases, a correlation was observed between the gene number in the F, generation
and the number of RTs determined for parental plants of a corresponding resistant
accession (two genes in PI466158, PI466197, PI466211, PI466297 and
PI466461; one gene in PI391130, PI1466193, P1466200 and P1466495). For two
crosses (P1354949 and PI391081), the number of genes determined in the F, gen-
eration was higher than the number of RTs determined for the parental plants.

The identities of resistance genes in the 13 accessions are not known yet and
at present, we cannot determine which of the genes are already known or new. Ob-
taining genetically characterised F, populations with a known number of genes
determining resistance of the accessions to powdery mildew and knowledge about
the alleles’ modes of inheritance will enable us to answer the question of gene
identity. Recombinant analyses utilising DNA markers will help us to localise
these genes on the barley genetic map and to compare their positions with those of
known resistance genes.
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Current methods of molecular biology enable, among others, development of
various types of DNA markers and genetic map construction, thus opening new
possibilities for effective and fast breeding of new varieties. The identification of
DNA markers tightly linked with individual resistance genes will facilitate the
purposeful selection of offspring (marker-assisted selection) and the combination
of fully effective resistance genes in one genotype.

Acknowledgements

vy

We are grateful to Dagmar Krej¢ifova and Jaroslava Urbankova for their ex-
cellent technical assistance. The financial support of the Czech Scientific Founda-
tion (grant no. 522/06/0608) is acknowledged.

References

Dreiseitl, A. 2003a. Occurrence of barley diseases in the Czech Republic in 1989-2000. Proceed-
ings, XVI. Slovak and Czech Plant Protection Conference, 16—17 September 2003, Nitra, pp.
84-85.

Dreiseitl, A. 2003b. Adaptation of Blumeria graminis f. sp. hordei to barley genetic resistance in the
Czech Republic in 1971-2000. Plant Soil Environ. 49:241-248.

Dreiseitl, A. 2004. Virulence frequencies to powdery mildew resistance genes of winter barley
cultivars. Plant Protection Sci. 40:135-140.

Dreiseitl, A., Bockelman, H.E. 2003. Sources of powdery mildew resistance in a wild barley collec-
tion. Genet. Resour. Crop Evol. 50:345-350.

Dreiseitl, A., Dinoor, A. 2004. Phenotypic diversity of barley powdery mildew resistance sources.
Genet. Resour. Crop Evol. 51:251-258.

Jorgensen, J.H. 1994. Genetics of powdery mildew resistance in barley. Critic. Rev. Plant Sci.
13:97-119.

McDonald, B., Linde, C. 2002. The population genetics of plant pathogens and breeding strategies
for durable resistance. Euphytica 124:163-180.

Panstruga, R., Schulze-Lefert, P. 2002. Live and let live: insights into powdery mildew disease and
resistance. Mol. Plant Pathol. 3:495-502.

Pickering, R.A., Hill, A.M., Michel, M., Timmerman-Vaughan, G.M. 1995. The transfer of a pow-
dery mildew resistance gene from Hordeum bulbosum L. to barley (H. vulgare L.) chromosome 2
(21). Theor. Appl. Genet. 91:1288-1292.

Schonfeld, M., Ragni, A., Fischbeck, G., Jahoor, A. 1996. RFLP mapping of three new loci for resis-
tance genes to powdery mildew (Erysiphe graminis f. sp. hordei) in barley. Theor. Appl. Genet.
93:48-56.

Torp, J., Jensen, H.P., Jrrgensen, J.H. 1978. Powdery mildew resistance genes in 106 Northwest Eu-
ropean spring barley varieties. Royal Veterinary and Agricultural University Yearbook 1978, Co-
penhagen, pp. 75-102.

Wei, F., Gobelman-Werner, K., Morroll, S.M., Kurth, J., Mao, L., Wing, R., Leister, D.,
Schulze-Lefert, P., Wise, R.P. 1999. The Mla (powdery mildew) resistance cluster is associated

Cereal Research Communications 35, 2007



1458 DREISEITL et al.: Genetics of Mildew Resistance in Barley

with three NBS-LRR gene families and suppressed recombination within a 240-kb DNA interval
on chromosome SH (1HS) of barley. Genetics 153:1929-1948.

Williams, K.J. 2003. The molecular genetics of disease resistance in barley. Australian J. Agr. Res.
54:1065-1079.

Cereal Research Communications 35, 2007




<<
  /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 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /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

  /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


