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Sample + library preparation

Procedure & Checklist —

Protocols

Preparing whole genome and metagenome
libraries using SMRTbell prep kit 3.0

Preparing HiFi SMRTbell
I 1 Libraries from Ultra-Low DNA_ ErepIke]
102-166-600 Libraries from Ultra-Low DNA SMRTbell prep kit 3.0

Preparing multiplexed AAV.
SMRTbell libraries using

Preparing MAS-Seq libraries
using MAS-Seq for
10x Single Cell 3" kit

Preparing Kinnex libraries using
the Kinnex full-length RNA kit
103-238-700

Assemble: 12 communities

Preparing multiplexed amplicon
ibraries using SMRTbell prep
kit 3.0 [ 102-359-000

Preparing whole genome and

Preparing Kinnex libraries rr— o
metagenome libraries using

from 16S rRNA amplicons

[ 1 SMRTbell prep kit 3.0
103-238-800 SMRTbell prep kit 3.0

Preparing multiplexed amplicon
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HiFi sequencing with Twist
Bioscience target enrichments
102-326-515

Sample + library preparation

Input input [ 101-987-800 102-126-400 102-678-600 102-166-600
libraries using PacBio barcoded
M13 primers and SMRTbell
prep kit 3.0 [ 101-921-300
150 ng for <5 kb
. § 1 pg / Gb of genome 1 pg / Gb of genome . R 15-75 ng of 10x Chromium 1-2ng/sample 200 ng for 5 - 7 kb 200-300 ng of
DNA input: Sequel Il/lle SMRT Cell (3 ng / human genome) (3 g / human genome) 300 ng / microbe 5-20ng 1 pg total 300 ng total RNA / sample single-cell cDNA (input into PCR) 300 ng / sample 300 ng for 27 kb total enriched DNA
of total amplified DNA
300 ng for <3 kb
. . . 0.7 pg / Gb of genome 0.7 pg / Gb of genome . R 15-75 ng of 10x Chromium 1-2ng/sample 500 ng for 3 - 12 kb 500 ng of
DNA input: Revio SMRT Cell (2 pg / human genome) (2 pg / human genome) Eoohollniciche 92V A e et S 7Y (EEEY (RRA SETE single-cell cDNA (input into PCR) Sy < 750 ng for 212 kb total enriched DNA
of total amplified DNA
Data analysis tools
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Community tools hifiasm DeepVariant hifiasm hifiasm Form Bio SQANTI3 Seurat HiFi-16S-workflow pb-metagenomics-tools PacBio Amplicon Analysis HiFiTarge(Enrichment

Data
analysis
tools

pbaa

snakemake

Sequencing performance - including read lengths, yield, and read counts - vary based on sample quality, sample type, and fragment length.
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