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¥ Find CRISPR Sites X
Find CRISPR Targets: o Anywhere in sequence Selected region
PAM: NGG (SpCas9, 3" side) ~
CRISPR Site ?
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Specificity Scoring ?
Score against an off-target database: |16 documents (16 sequences) - Yeast genome Choose...
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Pair CRISPR Sites ?
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Name: CRISPR guide 1

Type: CRISPR

Track: CRISPR Sites (SpCas9, NGG) 2 properties

Length: 23

Interval: 854 -> 876 (139,403 > 139,425)

Bases: GGAGAAATCCAGGAGCCTGGG...

Target Sequence: GGAGAAATCCAGGAGCCTGG
Protospacer Adjacent Motif (PAM): GGG

Enzyme: 5pCas?

Recognition pattern: GGAGAAATCCAGGAGCCTGGGGG(-6/-6)
SpCas9: Cuts 3-4bp upstream of the PAM, displayed at 3bp
Doench (2016) Activity Score: 0.742

Paired CRISPR Score: 91.67

Zhang (2013) Specificity Score: 83.33%

# Local Off-target Sites: 1 (1 in CDS)

Off-target #1 Score: 100.00%
£ Sequence (#1): GLAGAAATCCAGGAGCCTGGGEGEG
Cursor before base 578 [original base 139,127). Mouse over base 867 [A), res Location #1: 136,903 <- 136,925 (NC_001146) (ALP1 CDS)
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