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5 ACCTGATCTTTCCTGCTCTTGG 15 CAGTCGTCAACCAAGTTTTTGG
6 CCCCTCATTGTTCCAACCTGGG 16 GGTGATAAATGCCAAGAATGGG
7 GCCAAGTTTGCTGCTTACTCGG 17 GTTGTTTCTCGAAAAGCGACGG
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casF: TATATCTTGTGGAAAGGACGATGGTATA
GGCTTTTGCATCATCGGGTTTTAGAGCTAGAAATA
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Mo SRJE SRR IRIR K, 3B KR B TR R P AL
ZIFFHEEAE - 20 CHRMAETRMAT. H EcoR V
Bigt)) CRISPR/ Cas9 JE [N 4 R A Sl LA, [ul
Y BIATHR B NovoRee ® PCR — 2 3¢ ] 5 i 15 51
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