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Chromosome mapping of transgene integratiop/sites
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Chromosome Position Placement Read count Proportion Variant type Gene ID
4 r 16 75,561,516 1 34,768 18.6% intron_variant AC025287.1

2 174,504,333 1 13,970 7.5% intergenic_region AC010894.1-AC010894.5
4 59,209,912 1 6,850 3.7% intergenic_region AC108517.2-AC096588.1
1 26,574,987 1 4,731 2.5% 3_prime_UTR_variant RPS6KA1
X 54,286,663 1 3,578 1.9% intron_variant WNK3
11 36,518,420 1 3,302 1.8% intron_variant RAG1
8 132,842,827 1 2,700 1.4% frameshift_variant PHF20L1
3 8,760,885 1 1,953 1.0% intron_variant OXTR
16 5,092,956 1 1,726 0.9% intron_variant EEF2KMT
8 27,556,072 1 1,571 0.8% intergenic_region EPHX2-GULOP
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