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Figure S3
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Figure S4
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Figure S5
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Figure S6
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Figure S7
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Figure S8
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Supplementary Figure Legends

Figure S1. The B. pseudocatenulatum 210-induced immune phenotype is not primarily
associated with gross changes in lymphoid infiltration but is accompanied by tumour-associated
macrophage repolarisation. (A) Quantification of lymphoid cell infiltration in BRPKp110 primary
tumours following 210 administration. n = 6-7. (B) Quantification of T helper cell differentiation
states in BRPKp110 tumours. n = 6-7. (C) Quantification of IFNy+ and IL-4+ CD4+FOXP3- T helper
cells in BRPKp110 tumours. n = 6-7. (D) Quantification of IL-2+ CD4+FOXP3- T helper cells in
BRPKp110 tumours. n = 6—7. (E) Quantification of IFNy+ and IL-4+ CD4+FOXP3- T helper cells in
4T1 tumours. n = 5-6. (F) Quantification of NK cell abundance and TNFa, IFNy and perforin
expression in BRPKp110 tumours. n = 6-8. (G) Quantification of MHCII+ and CD206+ tumour-
associated macrophages in BRPKp110 and PyMT-BO1 tumours. n = 5—7. Statistical significance was
assessed by two-tailed unpaired t test. *P < 0.05.

Figure S2. Administration of B. pseudocatenulatum 210 does not significantly alter serum
metabolite levels in untargeted analyses. (A) PCoA score plots of serum metabolite profiles from
BRPKp110- and PyMT-BO1-bearing animals treated with PBS control or 210; shaded ellipses
indicate 95% confidence intervals. BRPKp110, n = 5-6; PyMT-BO1, n = 4-5. (B) Differential
metabolite significance plots for BRPKp110 and PyMT-BO1 sera following 210 treatment. (C)
Heatmaps showing the top differentially abundant serum metabolites in BRPKp110 and PyMT-BO1-
bearing animals following 210 treatment. Statistical significance was assessed by two-tailed
unpaired t test with FDR correction.

Figure S3. B. pseudocatenulatum 210 is transiently detectable after oral administration, does not
colonise tumours, and acts independently of secondary commensals.

(A) Quantification of culturable 210 colonies recovered from stomach, small intestine, caecum and
large intestine of germ-free monocolonised mice at the indicated timepoints. n = 4. (B)
Quantification of B. pseudocatenulatum 210 GroEL gene abundance by qPCR in wild-type small
intestine, caecum and large intestine following administration. n = 4. (C) Time-course of faecal
GroEL gene abundance following 210 administration. (D) Standard curve for GroEL gqPCR using
serial dilutions of 210 DNA and controls. (E) Representative aerobic and anaerobic culture plates
and quantification of bacterial colonies recovered from MMTV-PyMT tumours at different
anatomical sites. (F) Endpoint BRPKp110 tumour volumes following antibiotic pre-treatment and
subsequent supplementation with vehicle or 210. n = 7-9. Statistical significance was assessed by
one-way ANOVA with Tukey’s multiple-comparisons test. *P < 0.05.

Figure S4. B. pseudocatenulatum 210 EPS-induced anti-tumour immunity is not accompanied by
major changes in alternative lymphoid effector populations or tdLN chemokines. (A)
Quantification of iINOS+, Argl+ and PD-L1+ tumour-associated macrophages in BRPKp110 primary
tumours following 210 EPS administration. n = 7. (B) Quantification of lymphoid cell infiltration in
BRPKp110 primary tumours following 210 EPS administration. n = 7. (C) Quantification of IL-2+
CD4+FOXP3-T helper cells and TNFa, IFNy and perforin expression by NK1.1+ cells in BRPKp110
tumours following 210 EPS administration. n = 6-7. (D) Quantification of IFNy+ and IL-4+
CD4+FOXP3- T helper cells in BRPKp110 tumours following 210 EPS administration. n = 6-7. (E)
Quantification of CCR7+ CD8+ T cells in blood and tumour following 210 EPS administration. (F)
Quantification of CCL19 and CCL21 levels in BRPKp110 tumour-draining lymph nodes following
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treatment with control, 210, or 210 EPS.
Statistical significance was assessed by two-tailed unpaired t test. *P < 0.05.

Figure S5. RNASeq identifies differential gene expression in BMDCs following B.
pseudocatenulatum 210 EPS stimulation. (A) Volcano plot showing differentially expressed genes
in BMDCs treated with 210 EPS versus PBS control. Upregulated genes are shown in red,
downregulated genes in blue. (B) Heatmap of differentially expressed genes in BMDCs treated with
210 EPS versus PBS control. Genes with adjusted P < 0.05 were considered differentially expressed.

Figure S6. Putative EPS biosynthetic loci are highly variable across Bifidobacterium strains used
in this study. (A) Predicted architecture of putative EPS biosynthetic loci in B. pseudocatenulatum
210. (B) Homology maps comparing 210 loci with those of B. choerinum LH506, B. longum B71, B.
longum NCIMB 8809 and B. bifidum LH80. Gene functions were predicted from combined blastp,
RefSeq protein database and dbCAN3 analyses as described in Methods.

Figure S7. B. pseudocatenulatum DSM20438 recapitulates key immune features of 210, whereas
LH14 does not. (A) Quantification and representative flow cytometry plots of IFNy+TNFa+ CD8+ T
cells in BRPKp110 tumours following DSM20438 treatment. n = 7-8. (B) Quantification of CD8+
effector-memory differentiation in BRPKp110 tumours following DSM20438 treatment. n = 7-8. (C)
Quantification of IFNy+ CD8+ T cells and CD8+ effector-memory differentiation following LH14
treatment. n = 6. (D) Quantification of circulating DCs, cDC1 and cDC2 subsets, and mature
(CD80+CD86+) DCs following DSM20438 treatment. n = 7-8. (E) Representative flow cytometry
plots of mature tumour DCs following DSM20438 treatment. (F) Quantification of CD80, CD86 and
MHCII expression on tumour DCs and c¢DC1 cells following DSM20438 treatment. n = 7-8. (G)
Quantification of DC, cDC1 and cDC2 frequencies in tdLNs following DSM20438 treatment. n = 7-8.
(H) Dose-response analysis of MHCII mean fluorescence intensity and CD80+CD86+ maturation in
BMDCs stimulated for 24 h with purified EPS from 210, DSM20438 or B71. Statistical significance
was assessed by two-tailed unpaired t test. ****P < 0.0001, ***P < 0.001, **P < 0.01, *P < 0.05.

Figure S8. SEC fractionation and NMR analysis reveal structural heterogeneity of purified 210 EPS
and B71 EPS. (A) Size exclusion chromatography traces of purified 210 EPS and B71 EPS showing
three and four fractions, respectively. (B) On-cell STD NMR analysis of 210 EPS fractions 1-3,
showing highest binding-associated signal for fraction 1. (C) Estimated molecular weights of SEC
fractions from 210 EPS and B71 EPS. (D) NMR spectrum and proposed structures identified in B71
EPS fraction 1. (E) NMR spectrum and proposed structures identified in 210 EPS fraction 2. (F) NMR
spectrum and proposed structures identified in B71 EPS fraction 2.

Supplementary Tables



coONOOOT D WN =

—_
WwnNnN- 00

Supplementary Table 1

Birth Age at
Strain Proven- Host | Geographical weight Diet at sampling

Species designation | ience Host | gender location Birth mode (g) sampling (d)
Bifidobacterium in- Human Emergency
bifidum LH_80 house infant Male Norfolk, UK caesarean 508 Formulae 150
Bifidobacterium in- Human Breast
pseudocatenulatum 210 house infant | Female | Norfolk, UK Vaginal 3500 milk 159
Bifidobacterium in- Barbary
choerinum LH_506 house sheep n/a Norfolk, UK n/a n/a n/a n/a
B. longum subsp. NCIMB Human
longum 8809 public infant n/a n/a n/a n/a n/a n/a
B. longum subsp. in- Human
longum B 71 house infant Male | Berkshire, UK Vaginal n/a Formulae 70
Bifidobacterium Human
pseudocatenulatum DSM204387 | public infant n/a n/a n/a n/a n/a n/a
Bifidobacterium in- Human Breast
pseudocatenulatum LH14 house infant Male Norfolk, UK Vaginal 3500 milk 102




Supplementary Table 2A: 'H and *C NMR chemical shifts of sugar residues identified from

210 EPS fraction 1 NMR spectra. Values in boldface are glycosylated or substituted positions.
Chemical shift (ppm
No. | Residue (ppm) HMBC | NOESY
1 2 3 4 5 6
lH 5.18 [ 3.9214.04| 4.11 | 4.25 3.84
F 4-0-Galp 5 J3 J3
C 98.4 (71.2171.8| 81.5 | 73.9 62.9
lH 497 13.62|3.87| 3.71 |4.23
| 4-0-Glcp 5 F4 F4
Cc 110261743 |74.1| 80.6 | 73.3
1H 466 |3.74|3.78 | 4.17 | 3.80 | 3.75/3.61 N3
J | 3,6-B-Galp —; N3
C |106.7|72.3|80.2| 68.0 [76.1| 71.5 Lac2
1H 453 (3.73|13.84| 4.18 | 3.74 | 3.80/3.74
N 3-B-Galp 5 14 14
Cc 1105417291849 71.2 |77.7 63.8
"H - 3.91]1.32
Lac Lactate 5 J6 J6
C |183.2]180.5]|21.1

Supplementary Table 2B. The chemical shifts table for the minor residue identified in EPS 210
SEC fraction 1 NMR spectra whose inter-residue could not be identified. Values in boldface
are glycosylated or substituted positions

. Chemical shift (ppm)
No. Residue HMBC | NOESY
1 | 2 | 3 a | 5| 6
SEC Peak 1
'w | 5.14 | 413 | 454 |3.95
G 3-Hex 3
c |100.6| 72.0 | 82.3 | 79.2
'w | 461 | 3.68 | 3.77 | 4.15
L 3-B-Galp 5
c |107.1| 746 | 76.1 | 68.0




Supplementary Table 3: Monosaccharide compositions and total carbohydrate content in EPS

210 and EPS 871 samples.

EPS 210 (400 pg) EPS 871 (400 pg)
Sugar residue
Weight (ug) mol % Weight (ug) mol %
Arabinose (Ara) 1.8 0.8 3.8 1.3
Rhamnose (Rha) 0.7 0.3 0.9 0.3
Fucose (Fuc) 0.3 0.1 0.3 0.1
Xylose (Xyl) 2.4 1.1 2.2 0.8
Glucuronic Acid (GlcA) 2.1 0.7 3.9 1.1
Mannose (Man) 3.9 1.5 2.1 0.6
Galactose (Gal) 182.7 67.8 186.8 55.5
Glucose (Glc) 73.8 27.4 134.2 39.9
N-Acetylglucosamine (GlcNAc) 1.2 0.3 1.6 0.4
Lactate-substituted Galactose Detected Detected ND ND
Total 268.8 100.0 335.9 100.0
% CHO 67.2 84.0

ND: Not detected




Supplementary Table 4: Relative percentage of each detected linked glycosyl residue in EPS
210 and EPS 871 samples.

Glycosyl residue

Relative % area

Sample: EPS 210

Sample: EPS 871

t-Araf 0.2 0.2
t-Xylp 0.1 ND
2-Rhap 0.1 0.1
t-Manp 0.4 0.2
t-Glcp 2.6 7.9
t-Hexf 0.8 0.2
t-Galp 0.8 0.4
4-Araf or 5-Araf 0.3 0.3
2 Xylp + 4 Xylp 0.2 0.1
2,4-Rhap Tr ND
3-Glcp ND 12.2
2-Manp 0.4 0.7
2-Glcp 0.9 13.8
2-Hexf 0.1 ND
3-Galp 26.0 26.4
3-Hexf 0.8 0.7
6-Manp 0.1 0.0
6-Glcp 3.9 0.9
4-Galp or 5-Galf 37.5 17.0
4-Glcp 19.8 8.5
6-Galf 0.6 1.9
6-Galp 0.5 0.1
3,4-Galp 1.0 0.5
3,4-Glcp 0.2 0.1
2,3-Glcp ND 0.2
2,6-Manp 0.4 0.1
2,6 Glcp + 4,6-Glcp 0.5 0.3
4,6-Galp or 5,6-Galf 0.5 7.0
2,6-Hexf 1.4 ND
3,6-Galp ND 0.3

Total 100 100

Abbreviations: ND: not detected; Tr: traces (<0.01%); t: terminal; Araf: Arabinofuranosyl;
Arap: Arabinopyranosyl; Glcp: Glucopyranosyl; Hexf: Hexofuranosyl; Galp: Galactopyranosyl;
Galf: Galactofuranosyl; Manp: Mannopyranosyl; Rhap: Rhamnopyranosyl; Xylp:
Xylopyranosyl.




Supplementary Table 5A: 'H and '3C NMR chemical shifts of sugar residues identified from
210 EPS fraction 2 NMR spectra. Values in boldface are glycosylated or substituted positions.

i Chemical shift m
No | Residu (ppm) HMBC NOES
e 1 2 3 4 5 6 Y
X 4.3 4.1 | 4.0
28 H 5.43 2 4.24 . 3 3.80
A - H2 H2
Galf 1102 | 9 8.7 85. | 72. 639
C ' 8 : 4 0 :
ml os22 [ a2 |43 380
5-B- 5 5 4
¢ Galf | B3 84 84. | 78 b5 b5
c 110.1 c 79.4 c 3 63.9
. 4.1 4.1 | 4.0
5-B- H 5.19 A 4.11 . 5 4.06
D GrolP- 3 24 24 27 C5 C5
6-Gal ) ) . ’ ) .
f c 109.8 3 79.3 i 5 68.0
1, 4.99 3.9 396 4.1 | 3.9 374
3-a- 6 2 9
H Galp | B8 | 1013 | 70 72. | 73 Pe
c 5 80.0 0 c 63.8
1, 464 3.3 350 3.4 | 3.4 | 3.92/3.7
0 0 6 2
K [ B-Glep 73 A2
1045 | 7> 78.5 721 78 63.6
C ' 8 : 4 5 :
1, 451 3.3 350 3.4 | 3.6 | 4.21/3.8
6-B- 3 5 2 6
o Glcp 13 75 72 77 06 06
c 105.7 g 78.5 . . 71.7
| aa2 || 365 |7 ]37] 364
6-B- 6 5 0
P Galp 13 73. 71. | 76.
c 105.8 c 75.4 c 6 71.4
, | 3.95/3.8 | 3.9 | 3.61/3.6 D6
T | Gro-1P " 2 0 8 (**p
ro- 13 69.2 73. 618 HMBC
C : 5 : )
. | 3.68/3.6 | 3.9 | 3.90/3.7
H 1 4 8
U 3-Gro 5
73. 13,7
c 65.1 x )




Supplementary Table 5B: The chemical shifts table for the minor residue identified in EPS 210
SEC fraction 2, whose inter-residue could not be identified. Values in boldface are
glycosylated or substituted positions.

'"q | 536 | 3.64 | 395 | 3.62 | 3.83

B 2-Hex 3
c | 1023 | 80.0 | 76.0 | 743 | 74.1
'"q | 514 | 413 | 454 | 4.65 | 4.56

G 3,4-Hex = M3
c |1006| 720 | 823 | 79.6 | 77.7
'"q | 457 | 3.62 | 378 | 4.11 | 3.72

M | 3-B-Galp [ G4
c |1046| 724 | 844 | 71.0

Supplementary Table 6: 'H and 3C NMR chemical shifts of sugar residues identified from B71
EPS fraction 1 NMR spectra. Values in boldface are glycosylated or substituted positions.

Chemical shift (ppm)

No. | Residue HMBC NOESY
1 2 3 4 5 6
1|-| 5.48 | 3.69|3.85|3.52 | 4.07 3.81
A | 2-a-Glep 3 13 13
c| 993 |78.6|74.2 (722|743 63.2
4-0- | 'H| 5.20 | 3.96 [4.02 |4.26|4.23| 3.73

F - N2 | A2
Galp 99.1 | 71.5|72.6 |81.1|73.0| 63.4

30 5.01 [3.963.90 [4.12|4.02| 3.74
G/G’ - s6 s6
Galp 101.4 [ 70.0 | 80.4 | 72.0 [ 73.5 |  63.9

4.69 | 3.47 | 3.67 | 3.64 | 3.46 | 3.74/3.87
I 3-B-Glep [ N3 N3
106.4 | 74.8 [ 85.1 | 72.6 | 78.2 63.2

4.66 |3.3313.503.41|3.45 3.74
J B-Glep 03 S5 S5
104.3 759 (78.6|72.6 | 78.5 63.7

"Wl 464 |3.76]3.82|4.15 | 3.69 | 3.76/3.78
N |3-B-Galp [ F4 F4
106.9 | 73.4 [ 85.0 [ 71.0 [ 77.5| 63.3

@)

T

@)

T

@)

T

@)

T

C
1
R | 6-B-Galf [ @3
c|111.7 [ 84.5]79.6 | 86.0

T

5,6-B- ! 5.20 [4.20|4.26 | 4.21 | 4.26 | 3.75/3.96

G3 G3

Galf |13-11117|84.1|789|84.4|77.6| 69.7

@)




Supplementary Table 7: 'H and 3C NMR chemical shifts of sugar residues identified from B71
EPS fraction 2 NMR spectra. Values in boldface are glycosylated or substituted positions.

i Chemical shift m
No. Residu (ppm) HMBC NOES
e 1 2 3 4 5 6 Y
N W 34.16 383 33.;6 359 3.818/3.8
B Glcp 13 74 80. | 76 B4 B4
c | 1023 3 74.0 o | o 63.3
5.8 Wl s5.22 451 4.12 4_;)1 349 3.80
¢ Galf | 3 84 84. | 78 b3 b3
c | 1101 c 79.4 c 3 63.9
s | 5.19 4‘;)1 411 451 49.)0 4.06
D GrolP- C5 C5
131 109.6 | 84. g4. | 77.
6-Gal . .
f c ) 79.2 | 5 68.0
o/c | 3 ‘| s.01 3é9 3.90 421 420 3.74
GI(c:xp 13 70 72. | 73 36 36
c | 1014 o 80.4 0 c 63.9
. o 3‘;)3 350 3i4 354 3.741/3.9
! Glcp 13 75 72. | 78 >3
c | 1043 5 78.6 c c 63.6
o v | ast 3‘;)3 345 354 33.;6 3.859/4.1
o Glcp 13 75 72. | 77 06 06
c | 1057 5 78.5 c . 71.7
6.8 "Wl 5.23 4i2 4.08 421
R 13 G3
Galf 1117 | 8% 0.6 86.
C ' 5 ' 0
oo 1| 520 4(.)2 426 4i2 462 3.756/3.9
S éalf 13 84 84. | 77 3
c | 117 ) 78.9 4 |y 69.7
. | 3.94/3.8 | 3.8 |3.61/3.6 D6
H1 9 9 7 (lp
T Gro-1P = 73 HMBC
c 69.2 c 65.0 )




	Figure S1 final revision_210
	Figure S2 final revision_210
	Figure S3 final revision_210
	Figure S4 final revision_210
	Figure S5 final revision_210
	Figure S6 final revision_210
	Figure S7 final revision_210
	Figure S8 final revisions_210
	Supplementary information


<<
  /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


