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CRISPR-Cas13a Detection of Cell-Free Mycobacterium
tuberculosis DNA in Pleural Supernatant Overcomes
Paucibacillary Diagnostic Failure in Tuberculous Pleurisy

Genomics * Biotech & Cellular Systems * CRISPR

Extrapulmonary tuberculosis accounts for approximately 15% to 25% of all active
tuberculosis (TB) notifications worldwide, with tuberculous pleurisy (tuberculous
pleural effusion) representing one of the most common and clinically vexing
manifestations encountered in pulmonary and critical care medicine [1, 4] . Arising
from the rupture of a subpleural caseous focus into the pleural space, tuberculous
pleurisy triggers a severe, delayed-type cell-mediated hypersensitivity reaction
characterized by intense neutrophilic and lymphocytic exudation across the visceral
and parietal pleura [1, 4, 5] . Despite the heavy inflammatory exudate, the
offending pathogen, Mycobacterium tuberculosis (MTB), is present in extremely low
physical numbers within the pleural fluid -- a classical paucibacillary state that
cripples standard microbiological diagnostics [1, 5] .

Conventional acid-fast bacillus (AFB) smear microscopy identifies fewer than 5% of
cases; automated liquid culture (such as BACTEC MGIT 960) detects only 15% to 30%
after multi-week incubation delays; and standard automated cartridge-based molecular
assays (such as Cepheid Xpert MTB/RIF Ultra) struggle with sensitivities below 20%
to 35% when applied to cellular pleural sediments [1, 4, 5] . Consequently,
clinicians are frequently forced to subject patients to invasive pleural needle
biopsies or video-assisted thoracoscopic surgery (VATS), or to initiate empiric
anti-tubercular therapy based solely on circumstantial biochemical surrogates such
as elevated pleural adenosine deaminase (ADA) or interferon -gamma (IFN-gamma) [1,
5] .

In a clinical validation study published in Annals of Clinical Microbiology and
Antimicrobials , a research team led by Weicong Ren, Yu Pang, and colleagues at
Beijing Chest Hospital (Capital Medical University) demonstrates a paradigm shift in
diagnosing extrapulmonary tuberculosis: shifting the diagnostic target from intact,
sedimented bacilli to cell-free bacterial DNA (cfDNA) suspended in pleural fluid
supernatant, detected via the RNA-guided, programmable ribonuclease activity of the
CRISPR-Cas13a system [1, 2] . By coupling targeted polymerase chain reaction (PCR)
pre-amplification with Cas13a-mediated collateral reporter cleavage, the assay
achieves a clinical diagnostic sensitivity of 80.5% and a specificity of 94.2% ,
quadrupling the diagnostic yield of standard microbiological assays while resolving
the century-old paucibacillary bottleneck [1, 2] .

1. The Pathophysiological Anatomy of the Paucibacillary Pleural
Space

Understanding why conventional microbiological and molecular assays fail requires
examining the unique immunopathological and fluid dynamics architecture of
tuberculous pleural effusions [1, 4] :
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* Hypersensitivity-Driven Exudation vs. Bacillary Proliferation: In pulmonary
tuberculosis, cavitary lung lesions harbor up to 10 8 viable bacilli actively
replicating in oxygen -rich alveolar cavities, generating high sputum bacterial
loads readily pelleted by standard centrifugation [4, 5] . In contrast, tuberculous
pleurisy is predominantly a localized immunological crisis rather than an
uncontrolled bacterial infection. The rupture of an asymptomatic subpleural
granuloma introduces a minute bolus of tuberculoproteins and cell-wall components
into the sterile pleural space. This antigens-in-transit event triggers an explosive
recruitment of CD4 + T helper 1 (Th1) lymphocytes, alveolar macrophages, and
mesothelial cells, unleashing high concentrations of interferon-gamma (IFN-gamma),
tumor necrosis factor-alpha (TNF-alpha), and vascular endothelial growth factor
(VEGF). The resulting microvascular hyperpermeability and lymphatic stomata
obstruction drive massive fluid exudation, while the actual physical number of
intact mycobacteria remains miniscule -- frequently fewer than 10 to 100
colony-forming units per liter of pleural fluid [1, 4] .

* Intracellular Mycobacterial Degradation and cfDNA Biogenesis: Upon entering the
pleural space, mycobacteria are rapidly engulfed by activated resident pleural and
alveolar macrophages. Although M. tuberculosis possesses formidable virulence
factors designed to arrest phagolysosomal maturation (such as the sulfatides,
lipoarabinomannan, and the ESX-1 secretion system), the overwhelming Th1 cytokine
milieu activates macrophage oxidative burst mechanisms, deploying reactive oxygen
species (ROS), lysosomal acid hydrolases, and inducible nitric oxide synthase (iNOS)
to lyse the pathogen [4, 5] . Concurrently, neutrophil extracellular traps (NETs)
and cytotoxic T lymphocytes induce macrophage apoptosis, pyroptosis, and secondary
necrosis. As the thick, waxy mycobacterial cell envelope (rich in mycolic acids,
arabinogalactan, and cord factor) is enzymatically digested, bacillary genomic DNA
is sheared into short, double-stranded cell-free DNA (cfDNA) fragments ranging from
70 to 200 base pairs , mirroring the nucleosome-cleavage kinetics of circulating
host cell-free DNA [1] .

* The Centrifugation Sediment Paradox: Standard clinical pathology workflows
universally mandate centrifuging 10 to 50 mL of aspirated pleural fluid at moderate
speeds (e.g., 3,000 x g) to concentrate intact bacterial cells into a pellet for
smear, culture, and PCR, while the remaining liquid supernatant is routinely
discarded [1, 5] . In paucibacillary pleurisy, however, intact bacilli are almost
entirely absent from the fluid phase; the pellet consists almost exclusively of host
lymphocytes, degenerate neutrophils, and reactive mesothelial cells. The true
reservoir of mycobacterial genetic material resides in the cell-free supernatant ,
where sheared bacterial cfDNA fragments remain stably suspended [1] . By discarding
the supernatant, conventional laboratory protocols systematically throw away more
than 90% of the target microbial DNA [1, 2] .

2. Molecular Architecture of the CRISPR-Cas13a Diagnostic Platform

The diagnostic engine developed by Ren and colleagues adapts the SHERLOCK (Specific
High-Sensitivity Enzymatic Reporter UnLOCKing) nucleic acid detection framework
originally pioneered by Gootenberg, Abudayyeh, and Zhang [1, 3] . While Cas9
effectors target double-stranded DNA via blunt or staggered cleavage, and Cas12
effectors target single-stranded DNA, Cas13a (formerly designated C2c2) is a
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dedicated RNA-guided, RNA-targeting ribonuclease possessing two conserved Higher
Eukaryotes and Prokaryotes Nucleotide-binding (HEPN) domains [1, 3] .

To detect bacterial cell-free DNA with an RNA-targeting Cas13a enzyme, the
diagnostic protocol executes a four-stage biochemical cascade that bridges DNA
isolation, transcription , and collateral enzymatic cleavage [1, 3] :

* Supernatant Cell-Free DNA Extraction: Unprocessed pleural fluid is subjected to
initial low-speed centrifugation (2,000 x g for 10 minutes) to pellet all cellular
debris. The cell-free supernatant is harvested, and circulating cfDNA is isolated
using carboxylated magnetic silica beads. The binding chemistry is optimized for
short-fragment capture ( [1, 2] .

* High-Fidelity PCR Amplification with T7 Promoter Tagging: The extracted cfDNA is
amplified using high-fidelity primers targeting conserved, high-copy insertion
elements within the Mycobacterium tuberculosis complex (MTBC) genome -- specifically
the insertion sequence IS6110 (present in 1 to 25 copies per MTB genome) or the
multicopy IS1081 locus (stable at 6 copies per genome) [1, 4] . Crucially, the 5'
terminus of the forward amplification primer incorporates a synthetic bacteriophage
T7 RNA polymerase promoter sequence (5'-TAATACGACTCACTATAGGG-3'). During PCR
cycling, the double-stranded DNA amplicon incorporates the functional promoter,
yielding transcription-ready amplicons [1, 3] .

* In Vitro Transcription and CRISPR-Cas13a crRNA Recognition: Recombinant
Leptotrichia wadei Cas13a (LwaCas13a) is reconstituted with a synthetic CRISPR RNA
(crRNA) containing a 28-nucleotide guide spacer sequence designed specifically
against the target IS6110 transcript [1, 3] . In the presence of recombinant T7 RNA
polymerase and ribonucleotide triphosphates (rNTPs), the DNA amplicons are
transcribed into single-stranded RNA target molecules. As the transcribed target RNA
hybridizes to the complementary crRNA guide spacer via Watson-Crick base-pairing,
LwaCas13a undergoes an extensive allosteric conformational shift, repositioning the
catalytic residues of its twin HEPN domains (specifically R474, H479, R1048, and
H1053) into an active, open catalytic pocket [1, 3] .

* Collateral (Trans-Cleavage) Reporter Activation: Once activated by target binding,
the HEPN catalytic pocket transforms into an indiscriminate, high-velocity
"molecular shredder" that cleaves non-target, single-stranded RNA molecules in
solution [1, 3] . The reaction includes a synthetic fluorophore-quencher RNA
reporter probe (5'-FAM-UUUUU-BHQ1-3'). As the activated LwaCas13a enzyme hydrolyzes
the homopolymeric poly(U) linker, the FAM fluorophore is uncoupled from the Black
Hole Quencher-1, generating a sharp, exponential fluorescent signal detectable on
standard real-time PCR thermal cyclers, microplate readers, or lateral-flow
immunochromatographic strips within 30 to 45 minutes [1, 3] .

3. Quantitative Parameter Budget: Clinical Telemetry Across Patient
Cohorts

The Beijing Chest Hospital clinical trial prospectively evaluated the cell-free DNA
CRISPR-Cas13a assay against traditional mycobacterial smear microscopy, automated
liquid culture (BACTEC MGIT 960), and the WHO-endorsed automated cartridge test
Xpert MTB/RIF across a rigorously characterized cohort of 150+ patients presenting
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with undiagnosed pleural effusions. Patients were classified into confirmed
tuberculous pleurisy (TP) and non-tuberculous pleural effusions (NTPE, comprising
malignant effusions, parapneumonic bacterial effusions, and transudative congestive
heart failure effusions) based on composite clinical, microbiological, histological,
and therapeutic follow-up standards [1, 2] .

| Diagnostic Platform / Parameter | | AFB Smear Microscopy | | BACTEC MGIT 960
Culture | | Xpert MTB/RIF (Sediment) | | CRISPR-Cas13a cfDNA (Supernatant) | |
Clinical & Pathophysiological Impact |

| Target Analyte | | Intact acid-fast bacilli | | Replicating viable bacilli | |
Intact bacillary genomic DNA | | Soluble cell-free DNA (IS6110) | | Shifts detection
from absent whole cells to abundant degradation fragments [1] . |

| Sample Fraction Used | | Centrifuged sediment | | Centrifuged sediment | |
Centrifuged sediment | | Cell-free pleural supernatant | | Recovers the liquid
fraction discarded by conventional workflows [1, 2] . |

| Diagnostic Sensitivity (TP Cohort) | | 4.2% (clinically futile) | | 15.8% (very
poor) | | 20.3% (poor) | | 80.5% (4x improvement) | | Successfully diagnoses the
overwhelming majority of paucibacillary cases [1] . |

| Diagnostic Specificity (NTPE Cohort) | | 100.0% | | 100.0% | | 98.5% | | 94.2% | |
Robustly discriminates malignant and bacterial parapneumonic effusions [1, 2] . |

| Limit of Detection (LoD) | | >10,000 CFU/mL | | 10-100 CFU/mL | | ~130 CFU/mL | |
<5 genomic copies/uL (<10 aM) | | Collateral enzymatic turnover multiplies
fluorescent signal by 10 4 [1, 3] . |

| Time to Result (Turnaround) | | 2-4 hours | | 14-42 days (multi-week delay) | | 2
hours | | ~1.5-2.5 hours | | Enables same-day clinical decision-making prior to
hospital discharge [1, 2] . |

| Invasiveness Required | | Diagnostic thoracentesis | | Diagnostic thoracentesis |
| Diagnostic thoracentesis | | Diagnostic thoracentesis | | Eliminates routine
requirement for pleural needle biopsy or VATS [1, 5] . |

4. The Kinetics of Collateral Amplification: How Cas13a Achieves
Sub-Femtomolar Sensitivity

The decisive technological advantage of the CRISPR-Cas13a system over standard
real-time quantitative PCR (qPCR) or digital droplet PCR (ddPCR) lies in the
physical and enzymatic kinetics of catalytic collateral cleavage (trans-cleavage)
[1, 3] . In a standard qPCR reaction, signal generation is strictly stoichiometric:
one cycle of thermal amplification produces at most one new double-stranded DNA
template, and fluorescent probe hydrolysis (e.g., via TaqMan 5' exonuclease
activity) occurs in an exact 1:1 ratio with newly synthesized amplicons [1, 4] .
When attempting to detect sub-femtomolar concentrations of fragmented bacterial
cfDNA, non-specific primer-dimer artifacts, polymerase mispriming, and background
fluorescence establish an impassable signal-to-noise floor [1, 3] .

Cas13a completely decouples target recognition from signal generation through an
enzymatic amplifier mechanism [3] :
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* Catalytic Turnover Multiplication: Once a single crRNA-guided target recognition
event takes place, the LwaCas13a enzyme does not merely cleave its target and
detach. Instead, the HEPN catalytic pocket remains locked in an open, highly active
conformation for an extended period [3] . While in this activated state, a single
LwaCas13a complex hydrolyzes thousands of non-target fluorescent reporter molecules
per minute, exhibiting a catalytic efficiency (k cat / K M ) exceeding 10 7 M -1 s
-1 [3] . This linear, continuous catalytic turnover multiplies the physical
detection signal by a factor of 10 4 without requiring additional thermal cycles or
enzyme replenishment [1, 3] .

* Dual-Layer Specificity Filter: To trigger a fluorescent readout, the system
requires two independent biochemical recognition gates: first, the forward and
reverse PCR primers must specifically anneal to the target sequence; second, the
crRNA spacer must achieve high-fidelity Watson-Crick base pairing with the
transcribed RNA target [1, 3] . A single-base mismatch in the crRNA seed region
severely dampens HEPN activation, effectively eliminating false-positive signals
from non-tuberculous mycobacteria (NTM) such as Mycobacterium avium , Mycobacterium
intracellulare , Mycobacterium kansasii , or Mycobacterium abscessus [1, 4] .

* Resistance to PCR Inhibitors: Supernatant cfDNA extracts from infected pleural
effusions contain high residual concentrations of fibrin degradation products,
hyaluronic acid, albumin, and trace methemoglobin. Standard DNA polymerases are
notoriously susceptible to these polyanionic and heme-based inhibitors [1, 5] . In
the CRISPR-Cas13a system, even if PCR amplification efficiency is partially dampened
by residual inhibitors, the catalytic trans-cleavage activity of Cas13a easily
compensates for reduced amplicon yields, converting a handful of surviving
transcripts into a saturating fluorescent output [1, 3] .

5. Clinical Discrimination in Complicated Pleural Effusions:
Malignancy and Parapneumonia

In adult pulmonary and critical care medicine, differentiating tuberculous pleurisy
from malignant pleural effusion (such as metastatic adenocarcinoma of the lung,
breast carcinoma, or malignant pleural mesothelioma) and complicated parapneumonic
effusion (bacterial empyema) represents a common, high-stakes diagnostic dilemma [1,
5] . All three etiologies frequently present with exudative, lymphocyte-predominant
or mixed cellular pleural effusions, intermittent fevers, dyspnea, and
constitutional weight loss [1, 5] .

Under Light's criteria, an effusion is categorized as an exudate if the pleural
fluid-to-serum total protein ratio exceeds 0.5, the fluid-to-serum lactate
dehydrogenase (LDH) ratio exceeds 0.6, or fluid LDH is greater than two-thirds the
upper limit of normal serum LDH [5] . While Light's criteria reliably differentiate
transudates (such as congestive heart failure or cirrhosis) from exudates, they
provide zero etiologic discrimination among inflammatory, infectious, and neoplastic
exudates [5] .

Biochemical surrogates such as pleural fluid adenosine deaminase (ADA) are widely
deployed in resource-limited and high-TB-burden settings. An ADA cutoff of greater
than 40 U/L demonstrates a sensitivity of 85% to 90% for tuberculous pleurisy [1, 5]
. However, ADA is an indirect enzymatic marker of T-cell and macrophage activation.
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Elevated ADA levels above 40 U/L frequently occur in non-Hodgkin lymphoma,
rheumatoid pleuritis, complicated bacterial parapneumonic effusions, and pulmonary
infarction, resulting in disastrous false-positive diagnoses and the inappropriate
initiation of hepatotoxic, six-to-nine-month quadruple anti-tubercular regimens
(rifampin, isoniazid, pyrazinamide, and ethambutol) [1, 5] . In the Beijing Chest
Hospital trial, the cfDNA CRISPR-Cas13a assay demonstrated an empirical specificity
of 94.2% across a challenging control group of malignant and bacterial effusions,
providing definitive, sequence-specific etiologic confirmation rather than
circumstantial biochemical inference [1, 2] .

6. Overcoming Extrapulmonary TB Obstacles: Expanding cfDNA Liquid
Biopsy

The clinical success of cell-free DNA targeting in tuberculous pleurisy carries
far-reaching ramifications across the broader landscape of extrapulmonary and
paucibacillary infectious disease medicine [1, 4, 5] :

* Tuberculous Meningitis (TBM): TBM represents the most lethal and debilitating
manifestation of tuberculosis, causing rapid neurological deterioration,
hydrocephalus, stroke, and death if antimicrobial therapy is delayed by even 48 to
72 hours [4, 5] . Cerebrospinal fluid (CSF) in TBM is notoriously paucibacillary,
yielding positive cultures in fewer than 20% to 30% of cases and positive Xpert
Ultra results in only 40% to 60% [4] . Adapting the Cas13a cfDNA workflow to CSF
supernatant promises rapid, sequence-specific confirmation within two hours of
lumbar puncture, preventing catastrophic treatment delays [1, 2] .

* Pediatric Tuberculosis: Young children with primary pulmonary tuberculosis cannot
expectorate sputum and routinely swallow respiratory secretions, rendering standard
sputum-based diagnostics clinically useless [4, 5] . Invasive procedures such as
gastric aspiration or bronchoalveolar lavage are traumatic, technically challenging,
and yield poor microbiological recovery [4] . Applying CRISPR cfDNA assays to
circulating blood plasma or urine supernatant could establish a true non-invasive
"liquid biopsy" for pediatric tuberculosis [1, 4] .

* Tuberculous Peritonitis and Synovitis: Peritoneal and synovial fluid effusions
mirror the severe paucibacillary kinetics of the pleural space [4, 5] . Standard
microbiological testing of ascitic fluid yields sensitivities below 25%, frequently
forcing patients to undergo exploratory laparoscopy or laparotomy with omental
biopsy [4, 5] . Implementing cfDNA CRISPR diagnostics on peritoneal fluid
supernatant would eliminate the routine necessity of surgical biopsies while
expediting definitive chemotherapy [1, 4] .

7. Point-of-Care Translation and Global Health Implications

According to the World Health Organization (WHO), over 10.6 million people develop
active tuberculosis each year, with diagnostic gaps remaining the primary driver of
ongoing transmission, treatment failure, and more than 1.3 million annual deaths [4,
5] . Extrapulmonary tuberculosis accounts for a disproportionate share of delayed
diagnoses, diagnostic misclassification, and catastrophic out-of-pocket healthcare
expenditures in low- and middle-income countries [4, 5] .

Because the CRISPR-Cas13a cleavage reaction operates isothermally at 37 deg C
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following initial amplification, the entire platform can be integrated with
isothermal pre-amplification technologies -- such as Recombinase Polymerase
Amplification (RPA) or Loop-Mediated Isothermal Amplification (LAMP) -- eliminating
the need for complex, power-hungry thermal cyclers [1, 3] . Lyophilized CRISPR
reaction pellets combined with capillary lateral-flow dipsticks (where cleaved
reporter molecules alter gold-nanoparticle migration lines) can bring sub-femtomolar
extrapulmonary TB detection directly to primary healthcare centers and district
clinics lacking centralized molecular infrastructure [1, 3, 4] . By shifting the
molecular target from whole bacilli to cell-free DNA, CRISPR-Cas13a diagnostics
transform an intractable century-old clinical challenge into an accessible,
lifesaving reality [1, 2, 5] .

References & Primary Sources

* [1] Ren, W., Yang, M., Zhou, Y., Yang, Y., Li, H., Chen, Y., Li, S., & Pang, Y.
(2026). An ultra-sensitive cell-free DNA-based diagnostic assay for Tuberculous
pleurisy utilizing the CRISPR-Cas13a system. Annals of Clinical Microbiology and
Antimicrobials, 25, 42. -- https://doi.org/10.1186/s12941-026-00858-3

* [2] Bioengineer.org (2026). CRISPR Assay Detects Cell-Free DNA to Diagnose
Tuberculous Pleurisy. -- https://bioengineer.org/

* [3] Gootenberg, J. S., Abudayyeh, O. O., Lee, J. W., Essletzbichler, P., Dy, A.
J., Joung, J., Verdine, V., Donghia, N., Daringer, N. M., Freije, C. A., Myhrvold,
C., Bhattacharyya, R. P., Livny, J., Regev, A., Koonin, E. V., Hung, D. T., & Zhang,
F. (2017). Nucleic acid detection with CRISPR-Cas13a/C2c2. Science, 356(6336),
438-442. -- https://doi.org/10.1126/science.aam9321

* [4] Pai, M., Behr, M. A., Dowdy, D., Dheda, K., Divangahi, M., Boehme, C. C.,
Ginsberg, A., Menzies, D., & Raviglione, M. (2016). Tuberculosis. Nature Reviews
Disease Primers, 2, 16076. -- https://doi.org/10.1038/nrdp.2016.76

* [5] Lewinsohn, D. M. et al. (2017). Official American Thoracic Society/Infectious
Diseases Society of America/Centers for Disease Control and Prevention Clinical
Practice Guidelines: Diagnosis of Tuberculosis in Adults and Children. Clinical
Infectious Diseases, 64(2), e1-e33. -- https://doi.org/10.1093/cid/ciw694

CRV Science Research Archive  --  Page 7 of 7


