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MGV-GENOME-0303850:2,751-19,512 (+)
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MGV-GENOME-0322286: 1,632-27,555 (+)

phosphoadenosine phosphosulfate reductase (CDS_0012)
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Ma_2019_SRR341706 NODE 252 length_51468_cov_7.865306: 1,632-23,802 (+)
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