CRISPRtracr supplementary materials

Figure S1. Consensus structure of the tail sequences for 3 clusters.
The representation is taken directly from the GraphClust2 pipeline.
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Figure S2. Sequence constitution for the 3 clusters obtained by
GraphClust2.
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Figure S3. Gene map of common CAST system

The CAST transposon is displayed from its left insertion element
(LE) to its right insertion element (RE). The genes are colored
according to their function (green: cas12k, orange: Transposase,
blue: merR-regulator, yellow: RNA transcribing regions). The
CRISPR array is depicted with its Repeats (grey) and Spacers
(yellow) separated from the reduced repeat-spacer pair (~12 nt
repeat, ~17 nt spacer), corresponding to a protospacer upstream of
the LE-element (light blue).
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Figure S4. Infernal cmscan hits of the type V validation dataset
tracrRNA candidates with the pretrained model.
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Figure S5. Distribution of the found candidates of sequence only
and sequence/structure models in the Proteobacteria and
Firmicutes phylums.



Evidence factor Default importance weigh for
candidate ranking (not a
threshold value)

CRISPR array certainty score 0.5

Anti-repeat BLAST similarity 0.5

Anti-repeat BLAST coverage 0.5

BLAST similarity * coverage 0.5

IntaRNA score 0.6
CM Model hit score 0.9
Terminator score 0.9
Consistency orientation 0.1
Consistency anti-repeat/tail 0.1
Consistency tail/terminator 0.1

Table S1 The default values for evidence component importance.
The user might assign the values between 0 and 1 to adjust the
output according to their priority.

More data is available on
https://github.com/BackofenLab/CRISPRtracrRNA
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