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Meiometbar/1.5

* Collaborative project between industry, U:." | |NVERNESS
SEPA and the R&D community.

* Meiometbar was a proof of concept
study

* Meiometbar 1.5- improved outputs
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DNA Based
Methods in
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Assessments
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Does the method work?
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SEPA Engagement

Microbial Source tracking-
gPCR

Lake Fish PCR
Diatoms PCR
Bacteria PCR
COVID
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DNA Method Adoption Benefits

 Greater taxonomic resolution

EFFICIENCY

 Utilise new indicator groups
* Cheaper
 Faster- Just over 1 week
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6 =~ 2 samples in 6 days

- =~100samples in 7 days
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Meiometbar/1.5
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MODERATE
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Seabed community health (IQl)
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> Good Status

< Good Status

Distance from pen group
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Seabed community health (1Ql)
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Distance from pen group ﬂ

Where is here?

OFFICIAL



Linking e
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DNA and traditional approaches

Macro-invertebrates
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* For each grab
sample generate
traditional metrics
and eDNA profiles

* Train a machine to
link the profile to the
|1QI metric

* Use the machine to
predict metric from a
profile (blind-
testing).
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Conventional 1Ql
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Predicted and Actual 1QI
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Family
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Current Position

Meiometbar/1.5 BACTMETBAR

* Reliable relationship that can be ¢ Extending habitat types/geography.

used for screening in regulation. . Additional data on impact gradient.

e Covers a subset of Scottish sea
bed habitat types.

e Describes impact gradient

* BIOSS Reviewed Statistical
Integrity

* Temporal variability

* Inter-laboratory calibration
e Update software

* £2.1M, 3years
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Implementation

* Screening Tool

* Making it Operational- Ramping Up
* Work Flow

* Time scales
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Operator takes sediment

grabs for full taxonomic and
DNA analysis

Samples from

geographic/sedi No DNA results added to model

ment range of SEPA rejects DNA results training dataset, predictions

model training refined for subsequent cycle
dataset?

Yes

Does DNA show Has operator

SEPA assesses compliance

site meets No submitted full Yes with full taxonomic
mixing zone taxonomic )
area standard?* analysis? analysis
No

Site passes Default

compliance using

DNA data compliance failure
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Regulatory Work Flow Schematic

Industry
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Establish a data portal, define
submission needs.

DE Bacteria taxonomic assignment.
Management
Tasks lQI Calculation

Compliance Assessment.
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Go Live Date- End of June
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