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Online Resource 1
gRNA sequences and structures

The given sequences are colored in the following scheme:

blue, tracrRNA grey.

gRNA1 sequence (targeting SOC1)
UUGGACAGCC ACAGAUGCGC GUUUUAGAGC UAGAAAUAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU CGGUGCUUUU

gRNA2 sequence (targeting SOC1 Paralog 1 and Paralog 2)
GUAAAUGCAU CUUCCUUCAC GUUUUAGAGC UAGAAAUAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU CGGUGCUUUU

gRNAS3 sequence (targeting AGL8.1)

UUCCCGAAUG AGUUCAAGGG GUUUUAGAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU

gRNA4 sequence (targeting AGL8.2)
UGCCCGAAUG UGUUUAAGGG GUUUUAGAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU

gRNAS sequence (targeting NFP-likel)
AGUUGAUUUG GAAAUAAUGG UUUUAGAGCU
GUUAUCAACU UGAAAAAGUG GCACCGAGUC

gRNAG6 sequence (targeting NFP-likel)
UUCUUCUCGA UUCCACAUUU GUUUUAGAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU
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gRNA7 sequence (targeting NFP-like3 and NFP-like4)

CGAGAAAAGG UCACCGAUUG GUUUUAGAGC UAGAAAUAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU CGGUGCUuUU

gRNAS sequence (targeting NFP-like3 and NFP-like4)
UACUUGGUUU UGAUAUCAUA GUUUUAGAGC UAGAAAUAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU CGGUGCUUUU

gRNA9 sequence (targeting TOZ19)
UCCAGAAGCA UGGCAAGCCA GUUUUAGAGC UAGAAAUAGC
CGUUAUCAAC UUGAAAAAGU GGCACCGAGU CGGuUGCuuuu

gRNA sequence green, hairpin sequence
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