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Supplementary Figure 1: Relative abundance of 16S rRNA reads of the Lily Pond Biofilm (LPB) sample at the phylum level. 
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Supplementary Figure 2: comparison of RNA purity (A260/280; A260/230) for five RNAzol-based extraction groups before and after post-isolation purification step.
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[bookmark: OLE_LINK2]Supplementary Figure 3: Kingdom-level species annotation derived from taxonomically annotated reads of the six RNA extraction groups. The color code denotes a) For highest value of relative abundance <red> , b) For lowest value of relative abundance <blue>. Abbreviations of extraction groups denote, K: Column-based kit isolation; R: RNAzol only group; B: Bead-beating group; L: Lysozyme group; P: Cell disruption bomb; LB: Lysozyme + bead-beating group.
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Supplementary Figure 4: KEGG pathways derived from functionally annotated genes following six RNA extraction groups based on KEGG database level 2 - 43 sub-pathway database. The color code denotes a. For highest value of relative abundance <red> , b) For lowest value of relative abundance <blue>. Abbreviations of extraction groups denote, K: Column-based kit isolation; R: RNAzol only group; B: Bead-beating group; L: Lysozyme group; P: Cell disruption bomb; LB: Lysozyme + bead-beating group.





[image: ]Supplementary Table 1: Lily pond sampling metadata.
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Supplementary Table 2: Preprocessing of 16s rRNA gene sequencing data and QC statistics.
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image5.png
Sampling date Sampling location Samplingtime  weather  Day temperature Surface water Water Sampling depth (cm)
(latitude, longitude) (°C) temperature (°C) pH
08/05/2018 (22.2828,114.138372) noon Rainy 27 25.6 7.04 ~30
28/05/2018 (22.2828,114.138372) noon Cloudy 30 26 6.89 ~30
05/06/2018 (22.2828,114.138372) noon Rainy 29 28.6 7.17 ~30
12/06/2018 (22.2828,114.138372) noon Rainy 28 26.5 6.96 ~30
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Sample name Raw PE Raw Tags Clean Tags Effective Tags Base (nt) Avglen (nt) Q20(%) Q30 (%) GC% Effective%

LPB 102,692 98,675 97,233 92,460 38,147,084 413 98.36 94.83 53.36 90.04
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