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Fig.'S2.'Flow'diagram'describing'strategies'used'to'resolve'the'WCR'adult'gut'transcriptome'isogroups'(i.e.,'genes)'to'single'
best'representaHve'isoHgs'(i.e.,'mRNA').'The'numbers'describe'the'breakdown'of'isoHgs'processed'at'each'step.''
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