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47 48 anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0054)

IMGVR_UVIG_2811994998_000001|2811994998|2812063719|528267-568936: 30,413-35,497 (+)
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MGV-GENOME-0243551:18,776-22,554 (+)
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