Scale 5 kb { GCA_031021105.1
CM062041.1: | 142,188,000 142,189,000 142,190,000 142,191,000 | 142,192,000 | 142,193,000 | 142,194,000 142,195,000 | 142,196,000 |
AlG All gaps of unknown nucleotides (N’s), including AGP annotated gaps
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