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Reads:
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Reads:
Barcodes are OK, but after that we have a lot of the reads that are just copies of ACCCTA or GGGTTA, or similar strings
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Raw reads: 1,068,543,849 reads

Reads remaining after trimming: 242,809,543
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Mapping stats:

SK-L247-K562_gRNAs_RNA_10k_1.Run_180954_BC13 UG STAR-2.5.3a hg38 1,068,543,849 0.75 36,528,125 5,515,626 17,691,453 3,912,502 0.06 558
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