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eyl \/\/hat is a CRISPR ?

Structure

e Clustered Regularly Interspaced Short Palindromic
Repeats.

e CRISPR - a mechanism to keep the record of and
destroy invasive elements.

e CRISPR - a novel class of repeats, separated by unique
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SO \\/hat are we aiming at ?

Structure

e Repeat structure.
e How to efficiently identify such a structure ?
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il Cluster Analysis of CRISPR Repeats (Kunin et
al. 2007)
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il Cluster Analysis of CRISPR Repeats (Kunin et
al. 2007)

uieﬁngjegu_v._..@egﬁw@@ﬂ&@,,

Cluster 7:
Unfolded
Archaeal

Introduction ' G n o Cluster 1'~
b
U @A A Unfolded
Kunin et al.(2007) v G”u,g“oqalg T,
study loar

Cluster 3:
Folded
Bacterial

Our study

Acknowledgements

Cluster 11:

Unfolded s

Achaeal . . N TN
Gl WD

Cluster 5: #

Folded H g

Bacterial & g, a0

Archaeal "'«'ZE

:‘dJJ UU mG “' Cluster 10: ' Cluster 9:

III Unfolded Unfolded

”U ""F V\ Archaeal

R s A Rk R, Bacterial

'WWG“ “5#"’:"3“ ’::l ,f usG "Gu hﬂ:ﬁ“ Uynm ‘jdb

UJ i




Analysis of
CRISPR-Repeat
Structure

Introduction

Kunin et al.(2007)
study

Our study

Acknowledgements

Cluster Analysis of CRISPR Repeats (Kunin et

al. 2007)
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Our initial Analysis using LocARNA

e 11 of 12 clusters analyzed.
e Improved result: 9 of 11 structures found.
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What is the Structure of a Repeat in Context ?

e Subsequence of 3 repeats.




ol \\/hat is the Structure of a Repeat in Context ?
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e Subsequence of 3 repeats.
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vl \\/hat is the Structure of a Repeat in Context ?

Structure

e Subsequence of 3 repeats.
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oyl \/\/hich of the Structure is Correct ?

Structure

e Observation: different qualities = different processing
order ?
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e New quantitative measurement: expected accuracy.

‘Accuracies of a selection of repeats for CRISPR3
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vl A\|| CRISPR Repeats

Structure

Prof.Dr. Rolf
kofen

Accuracies of hairpin structures within the repeats of the CRISPR3 array
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