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Figure S1. Illustration of smRandom-seq2 library preparation and sequencing strategy. (A, B) The design 
of RT and bead primers. PIX: Pre-index sequence that for distinguishing the bacteria with one barcode. 
BC: Barcode. UMI: Unique molecular identifiers. (C) smRandom-seq2 sequencing library preparation scheme 
for Illumina platforms.
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Figure S5. High expression gene  in subpopulation of Phascolarctobacterium succinatutens. (A) UMAP plot shows higher 
expression gene in each barcode of subpopulation 1. (B)

 
UMAP plot shows higher expression gene in each barcode of 

subpopulation 2. 
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Figure S6. Host-phage transcriptional relationship of human gut microbiome at species level.
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Figure S7. Comparison of smRandom-seq2 to other available techniques. Comparison of the 
UMI reads number (A), gene number (B), and species number (C) by smRandom-seq2 to other 
available techniques.



Figure S8. Saturation analysis of smRandom-seq2. 



Figure S9. The recovered rate of the bacteria with different centrifugation times. 
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