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—CRISPR/Cas9 (Clustered Regularly Interspaced Short Palindromic Repeats)
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CRISPR Handles Multiple Types of Genome Modification

Cleavage of Target DNA By Cas9
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TALENSs (Transcription Activator-Like Effector Nucleases)
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CRISPR Gene Editing Workflow
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Fig. 6. Cas9 + Guide RNA Plasmids.
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A. Cas9 (mRNA) + guide RNA (RNA oligonucleotide)
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Fig. 8. Cas9 mRNA + Guide RNA Oligonucleotides.
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Introducing BioVision’s CRISPR-Cas9 Products

2 Besties in

BioVision # # 8 ¥ & 2 »xF ¢hCas9 v, 12 |7 CRISPR/Cas9 it {7 A Flg&Fvr g e A+ B

A7

O d RNA i 2 el 712 &

Aqid

O3 &R, 3% h Cas9 Proteins

O@* Cas9 3¢ £ B & ek F1ig & 2

0% & - e Cas9 Fusl

Product Name

Gene SnipperTM Cas9 Protein

Gene SnipperTM Cas9 NLS

Gene SnipperTM Cas9 Nickase (D10A)
Gene SnipperTM Cas9 (D10A) NLS
Gene SnipperTM Cas9 Nickase (H840A)
Gene SnipperTM Cas9 (H840A) NLS
Gene SnipperTM Cas9 Null

Gene SnipperTM Cas9 Null NLS

Cas9 Monoclonal Antibody

HDR (Homology-Directed Repair) Enhancers

HDR (Homology-Directed Repair) Blockers

O &% 38

0O i, ™% & 4 CRISP/Cas9 # &

O%&-1-35to5Cas9 2 &

O CRISPR # 2% ¢ Z & ¢ 4+ (HDR Blockers & Enhancers)

Cat. No.
M1094-50, -250
M1095-50, -250
M1096-50, -250
M1097-50, -250
M1098-50, -250
M1099-50, -250
M1100-50, -250
M1103-50, -250
A1069-50
B1114-B1117; 1560; 2185

B1113-10, -50; B1126-10, -50

Size

50 pmol, 250 pmol
50 pmol, 250 pmol
50 pmol, 250 pmol
50 pmol, 250 pmol
50 pmol, 250 pmol
50 pmol, 250 pmol
50 pmol, 250 pmol
50 pmol, 250 pmol
50 pg

Varies

10 mg, 50 mg




293111 U208 NHDF
Cas9 pDNA/gRNA:  — + - it - +

Fig. 10. §1* Cas9 Plasmid DNA + Guide RNA Oligo-
nucleotides iz 7 & ¥ 13 4. HEK293T/17, U20S and
NHDF cells were co-transfected with 0.5 pug of Cas9
encoding pDNA (MilliporeSigma) and 50nM PPIB tar-
geting two-part gRNA (Dharmacon) using 7ransiT-X2®
(2 pl/well of a 24-well plate, Mirus Bio). A T7E1 mismatch

uncut —

cut

detection assay was used to measure cleavage efficiency

. at 48 hours post-transfection.
Cleavage Efficiency (%) 48 25
: 2931117 - u20s ——— NHDF 5 K562 ——

Cas9: - Proteln (25nlﬂ) - Protein (25nM) Protein (25||H) Protein (25nM)
gRNA (nM): - 100 - 25 50 100 100 = 25 50 100

~ .
uncm ﬂ i

Cleavage Efficiency (%) 11 54 26

Fig. 11. 41* Cas9%+¢ + Guide RNA 75 RNP Complexes. The RNP complex of PPIB targeting two-part gRNA
(Dharmacon) and Cas9 protein (PNA Bio) was delivered into HEK293T/17, U20S, NHDF and K562 cells using 7ransiT-X2® (1
pl/well of a 24-well plate, Mirus Bio). A T7EL mismatch detection assay was used to measure cleavage efficiency at 48 hours
post-transfection. High levels of gene editing can be achieved in cells that were transfected with an RNP complex comprised

of 50nM of gRNA and 25nM of Cas9 protein.
288117, _us _ NHDF_
Cas9 mRNA/gRNA:

TransIT-X2® Dynamic MIR 6003 0.3 ml uncut—
Delivery System MIR 6004 0.75 ml
MIR 6000 1.5 ml
i MIR 6005  5x 1.5 ml at
MIR 6006  10x 1.5 ml

Cleavage Efficiency (%)

Fig. 12. 4]* Cas9 mRNA + Guide RNA Oligonucleotidesit {7 #& % . HEK293T/17, U20S and NHDF cells were co-
transfected with 0.5 pg of Cas9 encoding mRNA, 5meC, (Trilink Biotechnologies) and 25nM of PPIB targeting two-part
gRNA (Dharmacon) using 7ransiT®-mRNA Transfection Kit (0.5 pl/well of 24-well plate of both mRNA Reagent and

Boost, Mirus Bio). A T7E1 mismatch detection assay was used to measure cleavage efficiency at 48 hours post-

transfection. TransIT°-mRNA Transfection Kit VIR 2225 0.4 ml

MIR 2250 1 ml
MIR 2255 5x 1 ml
MIR 2256 10x I ml
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. . - #8:: CRISPR/Cas9 plasmid BiB5 M=
Superior transfection efficiency

jetPRIME® is a powerful transfection reagent for day-to-day experiments. It leads to unusually
high percentage of transfected adherent cell lines of various origins as well as primary cells.

Superior transfection efficiencies ranging between 70 and 90% were obtained with
jetPRIME® reagent versus the top competitor’s reagent for several commonly used cell lines (Fig.1).

* Better cell viability
| *SERAUE -EZNBEERRRS

90
g 80 = —
-~ 70 +— r —
e
o 60
O
€ 50 e | jetPRIME®
C 4 I
S 40 W L2K
o 30 +— - —
, 2 L3K
Ré,s: ::‘ttml( g" g 20
ﬁ : = 10 I I
0 :
SK-OV-3 Hela
* JetPRIME R BRI R BN
* 5= BEiE!
Cell Type | Cell Line Trh:nlsfec:ed Transfection Efficiency e ook -
olecule B ERGE R DNA MHAE
DNA 70- 90%
siRNA 90-95% at 10 nM siRNA
A-549 [SRNAandDNA|  90% silencing efficiency 2 per  DNAper giznogy per
cotransfection well (pl) well (ug) 1.5mi
JRPRIME® 2.4 pl 1-2 375-750
Epithelial | DNA 55% M Mg
ADR DNA 50%
— DNA 0% L2K 5-12.5 25 120-300
Hela DNA 70-90% L3K 3.75-7.5 2.5 200-400
OVCAR-8 DNA 70%
SK-OV-3 DNA 70- 80%
HEK-293 DNA 80-90%
Fibroblast DNA Good
NIH-3T3 SIRNA 90% silencing efficiency at 20 nM
SIRNA
DNA 70-90%
Myoblast | C2C12 . 80 % silencing efficiency at 50 nM .
SiRNA ° = . jet PRIME® Buffer
siRNA
Neuronal [SH-SY-5Y|  DNA 70-80% 114-15 1.5ml 2x60 m
DNA 50% 114-75 5x 1.5 ml 10 x 60 ml
Trophoblast - -
siRNA 80-90% at 50 nM siRNA
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