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Fig. S1. Cloning strategy to generate the plasmid-based technology to repurpose the
endogenous CRISPR system Type I-E in L. crispatus NCK1350. (4) An artificial
crRNA containing the native leader (L) of the CRISPR-3 of L. crispatus NCK1350 as
promoter, together with two repeats (native repeat sequence of NCK1350) and a Rho-
terminator were synthesized as a gene block and cloned into BglII-Sall digested pTRKH2
to generate the plasmid-based technology pTRK1183. (B) The pTRK 1183 plasmid allows
cloning a spacer (target) using annealing oligonucleotides with overhand ends to the Bsal-
digested pTRK1183 generating the targeting plasmid pTRK1184, that will express the
crRNA to repurpose the endogenous CRISPR systems I-E against the desire target. (C) The
generated targeting plasmid contains Sall-Pvul restriction sites for convenient and easy
cloning of different repair templates to perform different genome editing outcomes as
deletion (pTRK1185), insertion (pTRK1186) or single base editing (pTRK1187).
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Fig. S2. Cloning strategy to design the repair templates for the different genome
editing outcomes. A total of five different edits were performed in three different
chromosomal targets with different designs associated with the homologous repair
template (RT). For each design, the homologous arms were designed with an average
length of 1 kb each. For each target, the chromosomal architecture, the gene of interest and
the nucleotide sequence is displayed, with the protospacer targeted (T) region in red. (4)
Design for the deletion, insertion of stop codons or single base substitution is shown for
the exopolysaccharide priming-glycosyl transferase p-gtf (EC 2.7.8.6). Each template was
cloned into the targeting plasmid pTRK1184 to generate pTRK1185, pTRK1186 and
pTRK1187 respectively (see SI Appendix, Table S6). The homologous arm for the
upstream region (blue) was designed until the PAM (5’-AAA-3’) sequence, while the

3



downstream arm was designed according to the desire mutation to be introduced for the
deletion or the insertion of stop codons. To perform single base editing, the upstream
homologous arm contains the single base substitution in the PAM sequence, while the
downstream region remains as the chromosomal sequence, including the protospacer
sequence. (B) Repair template designed to delete the prophage DNA packaging Nul gene.
The PAM motif detected in the prophage DNA packaging Nu/ gene is located closer to the
3’ end of the gene. In this scenario the upstream arm was designed until the start codon of
the Nul gene, located 204 bp upstream from PAM motif. This designed repair template
was cloned into pTRK1188 to generate pTRK1189. (C) Repair template designed to
perform a chromosomal insertion of the GFP in the downstream region of the highly
expressed enolase gene. The upstream arm was designed until the PAM but without
including the PAM sequence, followed by the GFP gene to be inserted (730 bp) carrying
its own ribosomal binding site followed by the downstream arm that includes the
protospacer region. The designed repair template was cloned into pTRK1190 to generate
pTRK1191.



Table S1. Lactobacillus crispatus genomes available at NCBI.

Source Strain Isolation source GenBank genome
125-2-CHN Vaginal isolate ACPV00000000
214-1 Vaginal isolate ADGRO00000000
2029 Healthy women genital tract AVFH00000000
C037 Adult female bladder MAKHO00000000
CTV-05 Vaginal isolate ADML00000000
FB049-03 Vaginal isolate AGZF00000000
FB077-07 Vaginal isolate AGZG00000000
JV-v01 Normal human vaginal flora ACKR00000000
MV-1A-US Vaginal isolate ACOG00000000
MV-3A-US Vaginal isolate ACQC00000000
5 OAB24-B Human urine MAMRO00000000
*c's' PSS7772C Human urine LSQY00000000
S | SI3CUS | Vaginal isolate ADDT00000000
= VMC1 Mid-vaginal wall from BV LJCZ00000000
S g
VMC2 1d-vaginal wall from
g Mid-vaginal wall from BV LJDA00000000
VMC3 1d-vaginal wall from
E Mid-vaginal wall from BV LJGP00000000
VMC4 Mid-vaginal wall from BV LJGQO00000000
VMCS5 Vl\f;gigmal wall healthy LJOK 00000000
VMC6 Vl\f;?r;ggmal wall healthy LJOL00000000
VMC7 Vl\f;?r;ggmal wall healthy LJOM00000000
VMCS Vl\f;?r;ggmal wall healthy LION00000000
DSM 20584* | Human Eye AZCW00000000
EM-LCI1 Human fecal sample AXLMO00000000
DISK12 Human oral cavity MKXGO1
NCK1350 Human endoscopy SGWL00000000
C25 Chicken cecum MCJG00000000
JCM 5810 Chicken feces LSVK00000000
s ST1 Chicken crop isolate NC-014106
E UMNLCI Turkey Ileum LYQR00000000
2 UMNLC2 Turkey Ileum LYQS00000000
z UMNLC3 Turkey Ileum LYQT00000000
ﬁ UMNLC4 Turkey Ileum LYQU00000000
;’* UMNLCS Turkey Ileum LYQV00000000
= UMNLC6 Turkey Ileum LYQW00000000
% UMNLC7 | Turkey Ileum LYQX00000000
= UMNLC38 Turkey Ileum LYQY00000000
O UMNLC9 Turkey Ileum LYQZ00000000




UMNLCI10 Turkey Ileum LYRA00000000
UMNLCI11 Turkey Ileum LYRB00000000
UMNLCI12 Turkey Ileum LYRC00000000
UMNLC13 Turkey Illeum LYRDO00000000
UMNLC14 Turkey Ileum LYRE00000000
UMNLCI15 Turkey Ileum LYRF00000000
UMNLCI16 Turkey Illeum LYRG00000000
UMNLCI18 Turkey Illeum LYRHO00000000
UMNLCI19 Turkey Ileum LYRI0O0000000
UMNLC20 Turkey Illeum LYRKO00000000
UMNLC21 Turkey Illeum LYRKO00000000
UMNLC22 Turkey Ileum LYRL00000000
UMNLC23 Turkey Ileum LYRMO00000000
UMNLC24 Turkey Ileum LYRN00000000
UMNCL25 Turkey Ileum LYRO00000000




Table S2. CRISPR-Cas systems in Lactobacillus crispatus genomes available at NCBI

Isolation CRISPR Repeat No.
source | Strain Subtype Repeat sequence* Length spacers | casl | cas3 | cas9
125-2-CHN | II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 3 - - -
214-1 I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 6 Y - Y
2029 II-A GTTTTAGATGGTTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 3 Y - Y
07 F T startercoacereratesacateatee | s T S I
CTV-05 II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 5 Y - Y
I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
R e B StartercoAcaGaTaTesacateatee | T T P R R B
FB077-07 I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
JV-vo1 II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 4 Y - Y
MV-1A-US | II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 3 Y - Y
MV-3A-US | II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 4 Y - Y
OABM-B _ - - Y - Y
I-E GTATTCTCCACGTGTGTGGAGGTGATCC 28 2 - - -
S PSS7772C II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 6 Y - Y
E SJ-3C-US II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
.2 I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
S I STATICTCCACACATATGGAGGTGATCE | 28 | PR I I B
g VMC2 I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 6 Y - Y
E I-B GTATTTATTTATCTTAAGAGAAATGTAAAT 30 13 Y Y ;
VMC3 I GTATTCTCCACGCATGTGGAGGTGATCC | 280 T3S Y | Y |
GTATTCTCCACGAGTGTGGGGATCCTAT 28
VMC4 II-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 4 Y - Y
I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 4 Y - Y
VMES e | GTATTCTCCACGTGTGTGGAGGTGATCC | 28 | PO T
I-A GTTTTAGATGATTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
VME6 e | GTATTCTCCACACATGTGGAGGTGATCC | 28 | 4 | A
VMC7 I-A GTTTTAGATGGTTGTTAGATCAATGAGGTTTAGATC 36 5 Y - Y
VMCS II-A GTTTTAGATGGTTGTTAGATCAATGAGGTTTAGATC 36 7 Y - Y
DSM 20584 | I-E GTATTCTCCACGTGTGTGGAGGTGATCC 28 5 Y Y -
EM-LC1 - - - - ; _ -
DISK12 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 10 - - -
GTATTCTCCACGTATGTGGAGGTCATCC
e N I
GTATTCTCCACGTGTGTGGAGGTGATCC
25 I-E GTATTCTCCACGTGTGTGGAGGTGATCC 28 37 Y Y -
; > 4 JCM 5810 I-E GTATTCTCCACGCGTGTGGAGGTGATCC 28 55 Y Y -
é) _9" y: ST LE GTATTCTCCACGTIGTGTGGAGGTGATCC 28 38 v v ]
< ; - GTATTCTCCACGTATGTGGAGGTGATCCE 29
5 = .3 UMNLCI I-E GTATTCTCCACGTGTGTGGAGGTGATCC 28 49 Y Y -
UMNLC2 I-E GTATTCTCCACACATGTGGAGGTGATCC 28 40 Y Y -




UMNLC3 I-E GTATTCTCCACACATGTGGAGGTGATCC 28 40 Y Y
UMNLC4 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 40 Y Y
UMNLCS5 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 39 Y Y
UMNLC6 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 64 Y Y
UMNLC7 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 36 Y Y
UMNLCS8 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 46 Y Y
UMNLC9 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 76 Y Y
UMNLCI10 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 56 Y Y
Devtcn |1 S| 8 | w0 | v | v
UMNLCI12 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 56 Y Y
UMNLCI13 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 43 Y Y
UMNLCI14 | I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 63 Y Y
UMNLCI15 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 40 Y Y
UMNLCI16 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 50 Y Y
UMNLCI18 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 66 Y Y
UMNLCI19 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 66 Y Y
UMNLC20 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 62 Y Y
Dot |1 e | F | e | v |
UMNLC22 I-E GTATTCTCCACGTATGTGGAGGTGATCC 28 62 Y Y
e |1 e | | @ | v | v
i | S & | @ | v | v
UMNCL25 -E GTATTCTCCACGTATGTGGAGGTGATCC 28 64 v v

GTATTCTCCACGTATGTGGAGGTGATCCT
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Table S3. Protospacers targeted by L. crispatus spacers from CRISPR subtype I1-A

Isolation Spacer
Source -
Strain | Contig PAM_protospacers Plasmid / Phage Strain
125 3- TTCGTGATTAGTTTGATCTCGTTGTTGTAAGCGACGAA rudivirus Sulfolobales Mexican rudivirus
214 5-82 |AAATTAACACCTCTATTATTTTTTTCTGTAAGATACTT pDF308 Deferribacter desulfuricans SSM1
CTV-05 | 1-49 |CCCACGTTGGTACCTTCGCRAAAGCTATTGGGCGCCAC Phage EFDG1 Enterococcus faecalis
JVVOL | 4-84 |, 0 ) AAAAGGATTATCTGTACCATCATCTAACGGCGTA PXNCI i(gegglrhabdus nematophila ATCC
4-84 |CAGAAAATGGTTTATTTGTCATTTCTTCATGGCGGGCT — |Phage vB-PmiM-
] — Pm5461
MV-1A-| | 65 |CAGAAAATGGTTTATTTGTCATTTCTTCATGGCGGGCT — |Phage vB-PmiM-
us S Pm5461
pXNC1 Xenorhabdus nematophila ATCC
MV-3A. TAAAAAAAGGATTATCTGTACCATCATCTAACGGCGTA 19061
Us AT 4.60 pXNC2 Xenorhabdus nematophila AN61
CAGAAAATGGTTTATTTGTCATTTCTTCATGGCGGGCT gﬁgj 6VIB'PmiM' Proteus phage
Human TAAAAAAAGGATTATCTGTACCATCATCTAACGGCGTA PXNCI Xenorhabdus nematophila ATCC
PSS7772| 1-21 —_ 19061
pXNC2 Xenorhabdus nematophila AN61
SJ-3C- 5-67 |CCCACGTTGGTACCTTCGCAAAAGCTATTGGGCGCCAC Phage EFDG1 Enterococcus faecalis
us
VMC1 3-15 |CCCACGTTGGTACCTTCGCAAAAGCTATTGGGCGCCAC Phage EFDG1 Enterococcus faecalis
VMC2 | 5-153 |CCCACGTTGGTACCTTCGCRARAAGCTATTGGGCGCCAC Phage EFDG1 Enterococcus faecalis
4-76 pXNC1 Xenorhabdus nematophila ATCC
TAAAAAAAGGATTATCTGTACCATCATCTAACGGCGTA 19061
VMC4 pXNC2 Xenorhabdus nematophila AN61
CAGAAAATGGTTTATTTGTCATTTCTTCATGGCGGGCT phage vB-PmiM- Proteus phage
Pm5461
VMC5 | 3-117 |CCCACGTTGGTACCTTCGCRARAAGCTATTGGGCGCCAC Phage EFDG1 Enterococcus faecalis
4-117 |AAATTAACACCTCTATTATTTTTTTCTGTAAGATACTT pDF308 Deferribacter desulfuricans SSM1
VMC6 5-50 |CCCACGTTGGTACCTTCGCAAAAGCTATTGGGCGCCAC Phage EFDG1 Enterococcus faecalis

*Underlined nucleotides indicate the putative PAM




Table S4. Protospacers targeted by L. crispatus spacers from CRISPR subtype I-B

Isolation Spacer
Source -
Strain| Contig PAM_protospacers Plasmid / Phage Strain

1 GTCCACCGTAACTAAGAACGACAGGATCTTTTTCTAGGTCAA Phage KC5a Lactobacillus
1 TTTATGGTGTATCAAGAACAACAGATTCAGTTTTTAGTTCAA pLM1 L. mucosae LM1
2 GTTGATGGGTTATGGGAAAATGCCCGTTCAAAAAATCTTTATAA Phage el12 E.coli O157:H7
2 GTTGATGGGAAAATGCCCGTTCAAAAAATCTCTATAA phage

Human |VMC3 vB_EcoM_ACG-C40
4 |ACCTGGTGCAACAGCAACTACTCCTGTAACTCTGCCTGCAAAC phage

vB_CsaM_GAP31

5 CCTGCCGGGGATGGTGAATCCCTCGGCAGGGCGCATTTACAGTCG Phage Job42
6 GATTTACCGTTAATAGAATCTGGCGATAAAGTCAACATTGTTCTGC |Phage 0507-KN2-1 Klebsiella

* Underlined nucleotides indicate the predicted PAM
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Table S5. Protospacers targeted by L. crispatus spacers from CRISPR subtype I-E

Isolation Spacer
Source -
Strain Contig |[PAM _protospacers Plasmid / Phage Strain
2-36 GCTTCAAACATGGGTGAGATTATCCGGAAAGGATAAGATATG |pUMNLI22 L. johnsonii UMNLJ22
pL11995-5 L. paracollinoides TMW1.1995
VME3 16-36 |AGCCTTAACAGATGGATTAAACAATTTTTAACGGCTGGTTT pR2 L. salivarius Ren
Human pPC892-4 P. pentosaceus SRCM100892
pL1481-4 L. lindneri TMW1.481
NCK1350 |1-18 AATCGAAAGTCCGCATGACTTCGTTGACAATAGCTCTCA pL11991-8 L. backii TMW1.1991
plca36 (repA) L. casei Zhang
1-18 |TCAATTAACTAACAATGCTCAAACGTTAAATATGGTTGATA plasmidl L. amylovorus GRL1112
€25 1-18 AAAATTAACTAACAACGCACAAACGTTAAATTTGGTTGATA pLH1 L. helveticus DSM20075
3-4 AAGCACAAACCTTGCATAAATCGAGCGATCCGACCAGCATA pUMNLJ22 L. johnsonii UMNLJ22
JCM5810 |3-4 AAGCACAAACCTTGCATAAATCGAGCGATCCGACCAGCATA pUMNLIJ21 L. johnsonii UMNLIJ21
15-4 TGCCGTAACAATTGACATGGCARAAGAGCTTTGCATGATGT phiJB L. delbrueckii bulgaricus
z ST1 8-2 TTAACTAACAATGCTCAAACGTTAAATATGGTTGATAAAGA plasmidl L. amylovorus GRL1112
'g UMNLCI [13-19 |ATAAAAAATAGGCGATTCCGCAATACTTGCGAACCTATCG phage AQ113 L. helveticus
~ 13-32 |TTAACTAACAATGCTCAAACGTTAAATATGGTTGATAAAGA plasmidl L. amylovorus GRL1112
UMNLC6 |11-32 |GGGCTTAATTGTATCAATGCTAATAAGAATGTTCTGCCCGG  |phage phi hibl L. gasseri
12-38 |CATGAAAATAATCTGCTACTTTTGCTAAATCTTCAGCTTTT Phage PLgT-1 Lactococcus
22-09 |GAAATTAATGTTGGTGCATTAATGGAAGATGCATATTTAGA phage AQ113 L. helveticus
UMNLC9 |6-50 CTGCTCAATTAGTTAAAGGTTTTGGTGGTTTGGCTTCTGCG phage AQ113 L. helveticus
17-09 |TTAACTAACAATGCTCAAACGTTAAATATGGTTGATAAAGA plasmidl L. amylovorus GRL1112

* Underlined nucleotides indicate the predicted PAM
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Table S6. Spacers, annealing oligonucleotides and oligonucleotides used in this study

Protospacers Sequence 5’ - 3°

S6-CRISPR1 tatataagatctCAGTTTAGGTACCATTTTTTGACGATCAAAATCgtcgactatata
PS6-CRISPR1 tatataagatctAAACAGTTTAGGTACCATTTTTTGACGATCAAAATCgtcgactatata
S21-CRISPR2 tatataagatctCAGTTCAAATGTTACTTGGCCACGCAAATATAAgtcgactatata
PS21-CRISPR2 tatataagatctAAACAGTTCAAATGTTACTTGGCCACGCAAATATAAgtcgactatata
S26-CRISPR3 tatataagatctCGTGTTGTTTCCATATTCATTAGATAAAACATCgtcgactatata

PS26-CRISPR3

tatataagatctAAACGTGTTGTTTCCATATTCATTAGATAAAACATCgtcgactatata

Annealing Oligos (ssDNA)

Sequence 5" - 3°

p-gtf A atccCTACAAGTTAATCCGGCAAAGCTAAATGGCCGGY
p-gtf B aatacCCGGCCATTTAGCTTTGCCGGATTAACTTGTAG
Nul A atccCTCTATGGCAAGCAATCTATAACTAACTGGCTAg
Nul B aatacTAGCCAGTTAGTTATAGATTGCTTGCCATAGAG
enolase_ A atccTTAATCGTGATCAACATCGTCTGGGAAGAAGGCY
enolase B aatacGCCTTCTTCCCAGACGATGTTGATCACGATTAA
Oligonucleotides Sequence 5°-3°

p-gif F ATGGCGACCCAGTTCAGATG

p-gtf R ATCTCTCTACACCACCGGCA

p-gtf RTko_Sall F
p-gtf RTxo Pvul R

p-gtf RTsrop_Sall F

p-gtf RTstor Pvul R
p-gtf RTsne Up Sall F
p-gtf RTsne Up Rev
p-gtf RTsxe Dw_SOE-PCR _F
p-gtf RTsxe Dw _Pvul R
KO_p-gif F

KO_p-gif R

Nul F

Nul R

Nul RTko_Sall F

Nul RTko_Pvul R

KO Nul F

KO Nul R

GFP F

GFP R
enolase_RTgrr_Dw_Sall F
enolase RTgrr Dw R
enolase RTgre Up F
enolase_RTgrr_Up_Pvul R

gtaatagtcgacTTAGAGCTGAAAACGGTGGC
ttagtacgatcgCAACTAATATACCATTCACG
tatatagtcgacTTAGAGCTGAAAACGGTGGC
tatatacgatcgGCCATGTGGATTATAGATAA
tatatagtcgacTTAGAGCTGAAAACGGTGGC
TCTCTCCATTAGCATCATTGCC
caatgatgctaatggagagacTACAAGTTAATCCGGCAAA
tatatacgatcgGCCATGTGGATTATAGATAA
CACCTTGACGGCGTAGTCTT
TCATGCCACACCCTTTTAGCA
GGTAGCGGCAGAACAAGGAA
GCGCCTTTGAATATTGGGTCA
tatatagtcgacAAGTTTATTATTTTCTTTAC
tatatacgatcgAATTATTATCAGTTAAA
CCACCGCCCATTATTTGACC
AGCGCCTAGTACCCGTCTTA
CCAACGGGCAAGGCAAAATA
CTGGTGACACCTTCATCGCT
tatatagtcgacGCGCAGCTAGATTAAATGAT
CGAGTTAACCGAGTACAAT
TTAATCGTGATCAACATCGT
tatatacgatcgAGACGGTACTCCAAACAAG
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RTcrr. GFP_SOE-PCR _F
RTerr. GFP_SOE-PCR R
GFP_Insertion F
GFP_Insertion R

MI13 F

M13 R

lacz R

253 R

erm_F

erm_R

aattgtactcggttaactcgTTATTTGTATAGTTCATCCATGC
acgatgttgatcacgattaaGTGAGGAGGTTTATTAATGCGTA
GCATTGCGCGACAAGATTGA

CGACTCACGTGGTAACCCAA

GCTCGTATGTTGTGTGGAAT

GGATGTGCTGCAAGGCGAT

CATTCAGGCTGCGCAACTGT

GAATGATCGACCAGGCAATG

CAGGTAAAGGGCATTTAAC

TATTCTCGATTGACCCATTT

* The PAM sequence cloned with the protospacers is showed in bold.

** The overhand ends of the annealing oligonucleotides to Bsal site are in lowercase

*#* Restriction sites present on the spacers and the oligonucleotides are underlined

*#%x% Overlap region of SOE-PCR oligonucleotides are showed in lower case

13




<<
  /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


