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1. GPP Web Portal



EEBROAD =i« GPP Web Portal

Home | Search by Gene | Search by Clone

GPP sgRNA Designer

Soon to be relaunched as CRISPick. Flease check this space for updates.

CRISPRa  CRISPRi

CRISPR Enzyme: | SpyoCas9 (NGG) v |

Target Genome: | Human GRCh38 (NCBI RefSeq v.109.20200815) v |

Specify Target(s):
Input Transcript 1Ds, Gene IDs/Symbols, or raw DNA sequence:

Enter up to 200 Transcript IDs (e.g.,
NM_014911.3, ENST00000456328,
etc.), Gene |Ds or Symbols (e.g., 988,
CDC5L, ENSG00000223972, etc.), or
a single DNA sequence.

File inputs must be smaller than 20kb
in size, and any sequences submitied
| via file must be in FASTA format.

-OR- ;
Upload a list of Transcript IDs, Gene IDs/Symbols, or a FASTA file of DNA sequences: Please refer to our sgRNA Designer
S 3 Help Page for details on how a
EEVE | FEEEEE transcript is chosen for a gene input.

Report Unpicked Sequences?

https://portals.broadinstitute.org/gppx/crispick/public
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2. E-CRISP
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Design of CRISPR constructs
Design Evaluation MultCRISP CLD GenomeCRISPR Help Links

Check out our new CRISPR Library Designer (CLD): batch design of sgRNA libraries
Download the dockerized version now at CLD on Github

1. Select erganism:

| Homo sapiens GRCh38 ~ | [HELP]

2. Select target region by gene symbol or sequence:

@® Input is GeneSymbol (Search and import ENSEMELID)

O Input is FASTA sequence
TFG3

FASTA example | GeneSymbol example | Clear [HELP]

3. Start application:

(D relaxed
(any PAM (NAG/NGG...), any 5' base (A,C,G,T,...), off-targets need full length perfect match, introns are allowed)

(@ medium
(any PAM (MAG/NGG...}), any 5' base (4,C,G,T....), off-targets tolerate mismarches, introns/CPG islands are excluded)

(C)strict
(only NGG PAM, only G as 5' base, off-target telerates many mismartches and igneres non-seed region, introns, purpose is knockout [enly first 3
coding exans are allowed) and UTRs are excluded)

| Single design v |[5tart sgRNA search] [Reset form] [Dl'splay advanced options]

The older version of E-CRISP can be reached Here
http://www.e-crisp.org/E-CRISP
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Jsing

fomo sapiens (hg38/GRCh38 ~ CRISPR/Cas9

Paste Target Options Reset Options

Find Target Sites!

http://chopchop.cbu.uib.no
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4. Other sites: http://crispr.mit.edu/ and http://www.e-crisp.org/E-CRISP/.
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Enter genomic DNA sequence to find CRISPR target sites:
(Omit header lines and special characters.)

Enter DNA sequence here...

Select genome: } Drosophila melanogaster (reference genome, r_6) -

Select guide length (nt)@: ‘ 20 v

Find: @ All CRISPR targets
O CRISPR targets with 5'G @
(O CRISPR targets with 5' GG @

Find CRISPR Targets Clear

Already have CRISPR targets?

http://targetfinder.flycrispr.neuro.brown.edu
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Knockout Guide Design

Design top-scoring guide RNAs for gene knockout

Searching 113,934,776,281 targets across 123,769 genomes for CRISPR knockout guides in less than 10 seconds

https://design.synthego.com/#
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