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https://www.yeastgenome.org/locus/S000005212
https://www.digital-biology.co.jp/html/japanese/mail/TDBNews2022_12/BMA.pdf
https://assets.geneious.com/tutorials/CRISPR.tutorial.zip
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Name Minimum Macdmum Length  Direction o O ff-tar get 5ites  dhang (£013] b:!-:c:f:::?,' . & Doench (2016) Activ by 5c0.. Doench 2
CHISPR guide 1 B34 B7G 23 forward 1 (1inCDS) 83.33% 0.742 3B
CRISPR quide 2 Gn2 ara 23 forwaard 1 (1 inCDS) 94.33% Da54 18
CHISPR guide 3 B33 BES 23 forward 1 (1 inCDS) 94.559% 0414 38
CRISPR quide 4 BET Qg9 23 forward 2 (2 inCDS) 04, T6% 0,559 iE
CHRISPHR guide 5 B3 785 23 forward 1 (1 inCD5) 94.59% 0.205 3.8
CRISPR quide &6 1,800 1,822 23 forward 1 (1 inCDS) 95.431% D406 18
o BES g9 23 reverse 1 (1inCDS) G8.26% 0.431 8
e 234 1,256 23 forward 1 (1inCDS) 19 315% 0508 3E
de 1.345 1,367 23 foreard 1 (1 inCD5) 99.50% D460 EX]
o 1 1,003 1,025 23 FevErse 1(1inCD5) 99.79% 0.258 iB
RISPR guide 11 610 63z 3 forwaard 1 (1 in CDS) G5 B D405 38
RISPR guide 12 40 62 23 forward 0 (0 in CDS) 100.00% 0628 3B
15PR di= 13 EF L 347 3 forward 0 (0 inCDS) 100,005 0EGS 38
RISFR guide 14 597 23 forward 0 (0 inCD5) 100.00% 0.262 3B
156 ide 15 o7 619 23 forward 0 (0 inCDS) 100.00% 0467 18
RISFR guide 16 651 Bi: 3 foreard 0 (0 in CDS) 100.00% 0.498 3B
CRISPR guide 17 672 G0 ] forward 0 (0 in CDS) 100.00% D434 1E
RISFR guide 18 799 8 3 forward 0 (0 inCD5) T00.00% 0.505 3.8
CRISPR guide 19 E1t B33 3 forward 0 (0 in CDS) 100.00% 0,645 38
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+ CRISPR Sites | Interval: B54 -> 876 (139,403 -> 139,425)
Bases: GG#GWTCU'.GG-&GC{TGGG... o
— Target Sequence: GGAGAAATCCAGGAGCCTGG
Protospacer Adjacent Motif (PAM): GGG )
Deench (2016) Activity Score: 0742
Deench (2016) Python Version: 3.8 2 out
Zhang (2013) Specificity Score: £3.33%
# Off-target Sites: 1 (1inCD%) jr
5
Off-target #1 Score: 100.00% 3
Sequence [#1): GEAGAAATCCAGGAGCCTGGOGE -+
Selected 23 bases from 854 to 876 (from original base 139,403 to 139,425) in CRISPR guide Location ®#1: 136,903 <- 136,925 (MC_001146) (ALP1 CDS) Proline)
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https://www.digital-biology.co.jp/allianced/cms/wp-content/uploads/2022/12/Whats_New_in_Geneious_Prime_2023.pdf
https://www.digital-biology.co.jp/allianced/products/geneious/
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