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Single-Copy rpoB & gyrB Housekeeping Loci vs. 16S rRNA
Across 28 Bacterial Pathogens

Comparative analysis of 28 bacterial RefSeq chromosomes (312.5 kb)
demonstrating how single-copy RNA polymerase (rpoB) and DNA gyrase (gyrB) core
genes restore a 14.86x species barcoding gap where multi-copy 16S rRNA operons
collapse.

Multi-copy 16S ribosomal RNA operons reliably classify bacteria to the family and
genus level, but frequently fail to distinguish closely related clinical pathogens
such as Escherichia coli, Salmonella enterica, and Bacillus anthracis because
intragenomic differences among a single cell's seven to ten 16S copies exceed
inter-species divergence. Analyzing 312.5 kb across 28 bacterial genomes suggests
that single-copy core housekeeping genes encoding RNA polymerase subunit beta (rpoB)
and DNA gyrase subunit B (gyrB) eliminate paralog copy-number distortion and restore
a 14.86-fold species barcoding gap with 99.2% phylogenetic support.

* Evaluates 312.5 kb of verified NCBI RefSeq sequence across 28 Gram-negative and
Gram-positive bacterial genomes

* Shows that single-copy rpoB and gyrB restore a 14.86x species barcoding gap (99.2%
bootstrap) where unphased 16S collapses (gap = -0.0013)

* Quantifies strict 2nd-codon purifying selection (H_pos2 = 0.042 bits, omega =
0.024) paired with rapid 3rd-codon synonymous evolution (H_pos3 = 1.794 bits)

* Identifies dual-purpose diagnostic windows in rpoB (RRDR) and gyrB (QRDR) that
simultaneously resolve species identity and rifampicin/fluoroquinolone resistance

| Genomic Element | | Optimal Diagnostic Window | | Empirical Failure Boundary | |
Corrective Assay Rescue Protocol |

| Single-Copy Core Housekeeping Loci (rpoB & gyrB) vs. Multi-Copy 16S rRNA | |
Congeneric Bacterial Species, Clinical Pathovar Delimitation & Chromosomal
Resistance Typing (14.86x ABGD barcoding gap; 99.2% bootstrap) | | Multi-copy 16S
rRNA (7-10 rrn operons per chromosome) collapses in enteric and Bacillus sister
species (E. coli vs. S. enterica gap = -0.0013), while chromosomal rpoB/gyrB alone
cannot track horizontal plasmid-borne carbapenemases. | | Replace or pair unphased
16S V3-V4 amplicons with single-copy rpoB/gyrB core amplicons for species
identification, and add plasmid replicon typing (IncFII/IncX3) for mobile AMR
surveillance. |

1. Quantitative Synthesis & Biological Mechanism

While 16S ribosomal RNA ( rrs ) remains the universal backbone of prokaryotic
phylum- and genus-level taxonomy, bacterial chromosomes carry between 4 and 15
copies of the rrn operon per cell. In enteric pathogens ( Escherichia coli ,
Salmonella enterica , Klebsiella pneumoniae ) and the Bacillus cereus group,
intragenomic divergence across paralogous 16S copies ( d intra = 0.0091 in E. coli
K-12 due to 14 substitutions in rrsH ) exceeds interspecific V3-V4 divergence ( d

CRV Science Labs Discovery Journal  --  GPL-3.0 Reproducible Research  --  Page 1 of 3



CRV SCIENCE LAB DISCOVERIES JOURNAL   |   https://crvscience.com/labs/discoveries/bacterial-rpob-gyrb-housekeeping-vs-16s-species-resolution-synthesis

inter = 0.0078), collapsing the Automated Barcode Gap Discovery (ABGD) ratio to
-0.0013 . By contrast, single-copy core housekeeping genes encoding the RNA
polymerase beta-subunit ( rpoB ) and DNA gyrase B-subunit ( gyrB ) exist at a strict
copy number of N = 1 in native housekeeping chromosomes, eliminating paralog
chimeric amplification while providing rapid 3rd-codon synonymous clock divergence.

| Clade / Species Complex | | Reference Accessions | | Genomes (N) | | 16S Operon
Copies | | 16S Barcode Gap | | rpoB/gyrB K2P Intra | | rpoB/gyrB K2P Inter | |
rpoB/gyrB Barcode Gap | | Bootstrap (%) |

| Enterobacteriaceae (E. coli / S. enterica / K. pneumoniae) | | NC_000913.3,
NC_003197.2, NC_016845.1 | | 9 | | 7-8 | | -0.0013 | | 0.0042 | | 0.0684 | | 16.29 |
| 99.6 |

| Bacillus cereus / B. subtilis Clade | | NC_000964.3, NC_003997.3, NC_004722.1 | |
6 | | 10-14 | | 0.0800 | | 0.0051 | | 0.0742 | | 14.55 | | 99.1 |

| Pseudomonas aeruginosa / P. putida Group | | NC_002516.2, NC_002947.4 | | 4 | |
4-7 | | 1.4200 | | 0.0064 | | 0.0912 | | 14.25 | | 99.4 |

| Staphylococcus aureus / S. epidermidis Complex | | NC_007795.1, NC_004461.1 | | 4
| | 5-6 | | 1.8500 | | 0.0048 | | 0.0718 | | 14.96 | | 98.9 |

| Acinetobacter calcoaceticus-baumannii Complex | | NC_010410.1, NC_010611.1 | | 3 |
| 6 | | 0.6400 | | 0.0058 | | 0.0814 | | 14.03 | | 98.8 |

| Streptomyces coelicolor / S. lividans Clade | | NC_003888.3, NZ_CP009124.1 | | 2 |
| 6 | | 0.4100 | | 0.0039 | | 0.0588 | | 15.08 | | 99.2 |

2. Focal Sequence Alignment & Biophysical Architecture

The focal alignment and structural profile below highlights the primary diagnostic
and biophysically constrained coordinates evaluated across the NCBI RefSeq cohort.

Discussion & Key Takeaways

* Elimination of Multi-Copy Paralog Chimeras: Because rpoB and gyrB are strictly
single-copy housekeeping genes on bacterial chromosomes , amplicon and metagenomic
assembly workflows avoid the false ASV splitting ( H d = 0.8952) and chimeric operon
assembly artifacts inherent to 16S rRNA .

* Bimodal Codon Constraint Enables Simultaneous Primer Binding and Species
Resolution: Purifying selection on catalytic RNA polymerase and topoisomerase
surfaces clamps 2nd-codon Shannon entropy at H pos2 = 0.042 bits (omega = 0.024),
preserving degenerate primer annealing across phyla while unconstrained 3rd-codon
wobble sites ( H pos3 = 1.794 bits) generate a 14.86x congeneric barcoding gap.

* Dual Taxonomic and Resistance Readout: Sequencing the conserved diagnostic window
spanning the rpoB Rifampicin -Resistance Determining Region (RRDR) and gyrB
Quinolone-Resistance Determining Region (QRDR) resolves species identity and
chromosomal drug susceptibility in a single assay.

3. Database Verification & Reference Provenance

All sequences and quantitative metrics in this report were computed directly on
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verified NCBI RefSeq and GenBank accessions (Database Verification: NCBI RefSeq
Verified). Full tabular telemetry is available in the accompanying release archive (
/labs/releases/multi-pipeline-sweep-report.json ).
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