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Figure 3 (continued)
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Figure 4

!
89¢tT

R
00CZTZ0TT 5¢6

39011VOIT3H-P

S9. 8IL

3801 z_,qEQm 3ISVITONN

5/16



WO 2018/108272 PCT/EP2016/081077

Figure 5
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Figure 6
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Figure 7

1. Match tor DQ453159 DOQ453159 Geobacillus viras E2, complete genome(DQ453159)
position: 39980-39951, with: spacer4 CRISPR No.4 Spacer No.1 (spacerd 4 1) position: 1-30,
Strand: +

<— CRISER
RNL
< —_—
Seguencs
: T TEECGETES GAATTCTAACCGTCCCGGAA}J <
[Entrez Nucleatlde}

Scorel 30
- Match to: Bacillus glveavuensis strain 24KAMS1 LG50 053, whole genome shotgun

seguencgNZ JTYCE01000053) position: 110918-11088Y, with: spacer? CRISPR No.9 Spacer
Wo.l (spacer9 9 1) position: 1-30, Strand: +

| UUCUACCUCURCUCUCGAUUCACGRRUCE 3 <— CHISPR
spacer ENL
PLLLEEET LR R LR LR Ll
" GATGGAGATGAGAGCTAAGTGCTTAGCCi <
Sequence
RATTAY
AL =

IEntrez Nutlecstlde]

Secore: 30

3. Match to: Anoxybacillus flavithermus WK1, complete genome(CP000922) position:
T01422-701450, with: spacerS CRISPR. No 5 Spacer No.1 (spacer5 5 17 position: 1-29, Strand:

5 L UCACGGAGCUUUACACALAUARAGCCGGA: — <— CRISER
spacer : ENE
1 OO O N
oL ETAGTGCCTCGAAATGTGTTTATTTC@GCCTC wialon €<=
Pratosmacer Seguence

PRI LD FELLL LS
\TCACGGAGCTTTACACAAATARRGCCGGAL
EMuc_’antl‘de}

<- [Entrez

Score: 29
4. Match fo: Geobacillus kaustophilus strain Et23 LG51 086, whole genome shotgun

sequence(NZ_TYCE01000086) position: 15565-15537, with: spacer5 CRISPR No.5 Spacer No.1
(spacer‘v 5 1) pomtmn 1-29: Strand: +

: UCACGGAGCUUUACACARRUARAGCCGOR 3 <~ CRISPR

sSpacer ENA
RN R RN RN N RN

ACTGCCTCGARATCTCT T TATTTCOGCCTY

Seguence

T
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Figure 7 (continued)

CACGGAGCTTTACACARATRARAGTCGGERI L AR

Nucleoti e]

Score: 29

5. Match to- DQ453159 DQ433159 Gegbacillus virus E2, complete | ]
position: 6492-6463, with: spacerﬁ CRISPR No.6 Spacer No.1 (spacer6 6 1) ‘position: 1-30,
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6. Match 1o: Pastenrella bettvae CCUG 2042 contig00003, whole genome shotgun
seque NZ ATSH01000041) posttion: 137780-137808, with: spacer7 CRISPR No.7 Spacer
Ne 1 (spacer7 7_1) position: 1-30, Strand: -

UUG%UUAGCMUUUGACUUGGG&AUUUAGE <= CRISPE
ENL
JARARE lﬂ
. TR T T
Prﬂtosga er Sequence
FOLLL -
{_
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Figure 8
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Figure 10
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Figure 11
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Figure 12

Colonies are indicated with arrows.
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Figure 13
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Figure 14
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