Supplementary Figure 1

A gatgaacctgctggecttcgtgtccgecgtgctcatgggettetcgaaactgggeaagtectttgagatgetgatectgggecgettecatcateggtgtgtactgeggectgaccacaggettegtgece
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ctacttggacgaccggaagcacaggcggcacgagtacccgaagagetttgacccgttcaggaaactctacgactaggacccggegaagtagtagecacacatgacgecggactggtgtccgaageacggg
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SLC2A1 mRNA
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Met Asn Leu Leu Ala Phe Val Ser Ala Val Leu Met Gly Phe Ser Llys Leu Gly Lys Ser Phe Glu Met Leu Ile Leu Gly Arg Phe lle Ile Gly Val Tyr Cys Gly Leu Thr Thr Gly Phe Val Pro
SLC2A1
7Z102h.SLC2AL.
Name Score  Doench1lgRNA long_ 0 long 1 long 2 long_3 short_ 0 SNP
Z7102.h.SLC2A1.sp1 100  0.338CTTCGTGTCCGCCGTGCTCANGG 1 1 1 1 7NA
77102.h.SLC2A1.sp3 99 0.223GCTCATGGGCTTCTCGAAACNGG 1 1 1 5 7 NA
77102.h.SLC2A1.5p8 99 0.495CACCGATGATGAAGCGGCCCNGG 1 1 1 3 3NA
Z7102.h.SLC2A1.sp12 98 0.577CATGAGCACGGCGGACACGANGG 1 1 1 6 3NA
Z7102.h.SLC2A1.sp2 98 0.433TTCGTGTCCGCCGTGCTCATNGG 1 1 1 2 2 NA
Z7102.h.SLC2A1.sp4 97 0.474CTCATGGGCTTCTCGAAACTNGG 1 1 1 6 4 NA
Z7102.h.SLC2A1.sp11 96 0.751CGAGAAGCCCATGAGCACGGNGG 1 1 1 8 11NA
Z7102.h.SLC2A1.sp9 95 0.594GCCCAGGATCAGCATCTCAANGG 1 1 1 11 36NA
Z7102.h.SLC2A1.sp10 92 0.604TTTCGAGAAGCCCATGAGCANGG 1 1 1 10 24NA
Z7102.h.SLC2A1.sp5 89 0.28GTCCTTTGAGATGCTGATCCNGG 1 1 1 25 22NA
77102.h.SLC2A1.sp7 92 0.461ATCCTGGGCCGCTTCATCATNGG 1 1 2 10 3NA
77102.h.SLC2A1.sp6 90 0.464TCCTTTGAGATGCTGATCCTNGG 1 1 2 21 17NA

|__sample | Total | sp8 | #lindel | #1Reads(%) | #2-Indel | #2-Reads (%

C7(SLC2A1+/ X33 2 (0.0%) 1 2471 (52.8%) -1 2204 (47.1%)
)
E8(SLC2A1+/ WYL 0(0.0%) 2 2192 (51.4%) 1 2072 (48.6%)
-)

. Align with:
KO_C7_#1_+1 indel 050 53,060 33,070 33,080 53,090 53,100 53,110 53,120 53,130 33,140) 33,150 53,160
KO_C7_#2_-1indel
KO_E8_-2 indel
KO_E8_+1 indel

cgtgctcatgggcttctcgaaactgggcaagtcctttgagatgectgatcctggg ccgecttcatcatcggtgtgtactgeggectgaccacaggettegtgeccatgtatgtgggtgaagt
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gcacgagtacccgaagagctttgacccgttcaggaaactctacgactaggaccc ggcgaagtagtagccacacatgacgccggactggtgtccgaagcacgggtacatacacccacttca
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Val Leu Met Gly Phe Ser Lys Leu Gly Lys Ser Phe Glu Met Leu Ile Leu Gly Arg Phe lle Ile Gly Val Tyr Cys Gly Leu Thr Thr Gly Phe Val Pro Met Tyr Val Gly Glu Va
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Original Sequence [«J[][»] cotgctcatgggcttctcgaaactgggcaagtectttgagatgetgatcctggg cogettecatcatcggtgtgtactgeggectgaccacaggettegtgeccatgtatgtgggtgaagt
» KO_C7_#1_+1indel -p CGTGCTCATGGGCTTCTCGAAACTGGGCAAGTCCTTTGAGATGCTGATCCTGGG@CGCTTCATCATCGGTGTGTACTGCGGCCTGACCACAGGCTTCGTGCCCATGTATGTGGGTGAAGT
» KO_C7_#2_-1indel = CGTGCTCATGGGCTTCTCGAAACTGGGCAAGTCCTTTGAGATGCTGATCCTGGG CEbCTTCATCATCGGTGTGTACTGCGGCCTGACCACAGGCTTCGTGCCCATGTATGTGGGTGAAGT
» KO_E8_-2 indel -p CGTGCTCATGGGCTTCTCGAAACTGGGCAAGTCCTTTGAGATGCTGATCCTGEI CCGCTTCATCATCGGTGTGTACTGCGGCCTGACCACAGGCTTCGTGCCCATGTATGTGGGTGAAGT

> KO_E8_+1 indel = CGTGCTCATGGGCTTCTCGAAACTGGGCAAGTCCTTTGAGATGCTGATCCTGGEACCGCTTCATCATCGGTGTGTACTGCGGCCTGACCACAGGCTTCGTGCCCATGTATGTGGGTGAAGT



