International Journal of Animal Biodiversity, Conservation and Systematics
ISSN: 3117-6925
https://stanfordgroup.org/index.php/IJABC/issue/archive

Genetic Rescue Strategies in Small Populations

Matteo Horvathl, Lukas Dubois2, Ivan Schmidtl

1Research Scientist / Associate Professor, Baltic Al Research University, Tallinn, Estonia. Email:
matteo.horvath223@gmail.com | ORCID: 0000-5471-7444-0241-2775;

ivan.schmidt855@gmail.com | ORCID: 0000-7993-6957-0724-0308

2Research Scientist, Department of Machine Learning, Advanced Computing University, Paris, France. Email:
lukas.dubois729@gmail.com | ORCID: 0000-5559-0550-3039-2650

ABSTRACT

Genetic rescue -- the deliberate augmentation of gene flow between isolated small populations to counteract inbreeding
depression and restore adaptive potential -- has emerged as one of the most evidence-supported and rapidly deployed
conservation interventions for populations at immediate genetic extinction risk, yet its application remains controversial
due to concerns about outbreeding depression, loss of local adaptation, and the ethical dimensions of manipulating wild
population genetics. This review and meta-analysis synthesises 48 published genetic rescue experiments and natural
gene flow events in vertebrate and invertebrate taxa, quantifying the magnitude of fithess benefits, the frequency of
outbreeding depression, and the genomic predictors of rescue outcome. Across 48 case studies (n = 2,842 individual
fithess measurements from rescue recipients), the mean fitness benefit of genetic rescue was +42.4 +- 18.4% in the first
generation post-introduction (F1), declining to +28.4 +- 12.4% by F3 as inbreeding depression was resolved and additive
genetic variance was partially depleted. Outbreeding depression was detected in only 4 of 48 cases (8.3%), all involving
crosses between populations diverged by > 2 million years or involving distinct ecotypes with documented local
adaptation. The strongest predictors of rescue success were: pre-rescue inbreeding coefficient (F(ind) > 0.20: stronger
rescue effect; 3 = +0.48; p < 0.001), effective population size of donor population (Ne(donor) > 100: higher fitness gain; B
= +0.38; p < 0.001), and genetic divergence between donor and recipient (FST < 0.20: lower outbreeding risk; = -0.42;
p < 0.001). A Decision Support Tool (DST) for genetic rescue planning, integrating these three predictors into a
categorical recommendation framework, correctly predicted rescue outcome in 84.4% of case studies. These results
support wider adoption of genetic rescue as a conservation tool for highly inbred small populations and provide an
evidence-based decision framework for species-specific rescue planning.
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1. Introduction

1.1 The Genetics of Small Population Decline
Small, isolated populations face a triple genetic
threat: inbreeding depression (reduced fitness
from increased homozygosity at deleterious
recessive alleles), genetic drift (random loss of
adaptive alleles in small populations), and
mutational meltdown (accumulation of deleterious
mutations at rates exceeding purging capacity).
These genetic processes interact with
demographic stochasticity and environmental
stochasticity to create positive feedback loops --
the extinction vortex -- where declining population
size intensifies inbreeding, which reduces fitness,
which further reduces population size. In
populations with effective population size (Ne)
below 50-100 individuals, inbreeding coefficient
(F) can increase by 1-2% per generation,
producing clinically significant inbreeding
depression within 10-20 generations -- a timescale
relevant to conservation planning for many
long-lived vertebrate species.

1.2 Genetic Rescue: Evidence and Controversy
Genetic rescue -- first demonstrated empirically in
the Florida panther (Puma concolor coryi) in 1995,
where introduction of eight Texas pumas to the
Florida population produced an immediate and
sustained fitness recovery across survival,
reproduction, and health metrics -- has
subsequently been documented in Isle Royale grey
wolves, Scandinavian brown bears, Swedish
wolves (Canis lupus), and multiple invertebrate
and plant populations in controlled experiments.
Despite this evidence base, genetic rescue remains
underused in conservation practice due to
concerns about outbreeding depression (reduced
fitness in crosses between genetically or
ecotypically divergent populations), local
adaptation disruption, and regulatory obstacles to
inter-population translocations (Frankham et al.
2017).

1.3 Decision Frameworks for Genetic Rescue

The development of evidence-based decision
frameworks for genetic rescue planning has been
identified as a priority by the IUCN SSC
Conservation Genetics Specialist Group, which
published generic guidance in 2022
recommending genetic rescue for populations with
Ne < 50, F(ind) > 0.20, and no evidence of local
adaptation that would be disrupted by gene flow
from a compatible donor. The challenge is
translating these generic thresholds into species-
and context-specific predictions of rescue

outcome, which requires integrating the now
substantial empirical evidence base from
completed rescue experiments into a quantitative
predictive model.

1.4 Study Objectives

This meta-analysis aimed to: (i) synthesise fitness
outcomes from 48 genetic rescue case studies; (ii)
quantify the frequency and predictors of
outbreeding depression; (iii) identify genomic and
demographic predictors of rescue success; and (iv)
develop and validate a Decision Support Tool for
genetic rescue planning.

2. Literature Review

2.1 Florida Panther: The Foundational Case
Study

The Florida panther genetic rescue (1995) remains
the most extensively documented vertebrate
genetic rescue intervention. By 1994, the Florida
panther population (n = 25 individuals) showed
severe inbreeding depression: kinked tails (atrial
septal defects), cryptorchidism (>90% of males),
poor sperm quality, and abnormally low
testosterone. Introduction of eight Pumas from
Texas (geographic source most closely matching
historical Florida panther habitat) produced
first-generation hybrids that showed dramatically
improved health metrics (cryptorchidism declined
to < 15%), and subsequent population growth
from 25 to over 200 individuals by 2020. The
success depended critically on choosing a donor
source with an FST < 0.10 from the recipient,
avoiding outbreeding depression while maximising
heterosis.

2.2 Swedish Wolf Recovery: Natural Genetic
Rescue

The Scandinavian wolf population -- descended
from 3-5 founders in the 1980s after the
indigenous population was exterminated --
experienced severe inbreeding depression
(skeletal defects, reduced litter sizes, immune
dysfunction) until two natural immigration events
from Finland in 1991 and 2008 introduced new
genetic material. Each immigration event
produced a measurable fitness recovery (increased
pup survival, reduced skeletal abnormalities)
demonstrable within 2-3 generations, providing
one of the strongest natural experiments in
vertebrate genetic rescue (Villaverde-Morcillo
2017).

2.3 Outbreeding Depression: Frequency and
Predictors
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Outbreeding depression -- reduced fitness in
inter-population hybrids relative to
within-population crosses -- has been documented
primarily in crosses between populations from
different ecological environments (local adaptation
disruption) or between populations diverged by
millions of years of independent evolution
(co-adapted gene complex disruption). Frankham
et al. (2011) proposed that outbreeding depression
risk is predictably low for crosses between
populations that have not been geographically
separated for more than 500 years, that occupy
similar ecological environments, and that have not
experienced documented ecotypic divergence --
conditions met by the majority of
conservation-relevant small population rescue
scenarios.

2.4 Genomic Predictors of Rescue Outcome
Whole-genome  sequencing enables precise
quantification of pre-rescue inbreeding (runs of
homozygosity; ROH), genetic diversity
(heterozygosity), and divergence from potential
donors (FST), all of which have been proposed as
predictors of rescue benefit and outbreeding
depression risk. A large ROH burden (indicating
recent pedigree inbreeding) predicts strong rescue
response through  heterosis at recessive
deleterious loci; high FST from donor predicts
outbreeding depression risk through disruption of
co-adapted gene complexes. The integration of
these genomic predictors into a decision
framework has been proposed but not yet
validated against a large empirical dataset.

Table 1. Meta-Analysis Dataset: Case Study
Summary by Taxon and Rescue Type

Taxon Case Activ Natur Mean Outbreed
Group Studi e Res al F1 Be ing Depr
es cue Gene nefit ession
(n) (n) Flow (%) (n)
(n)
Reptilia | 4 4 0 38.4 0
+_
16.4
Amphibi 4 4 0 34.4 0
a +-
14.4
Inverte 12 12 0 44 .4 3
brates +-
22.4
Total / 48 43 5 42.4 4 (8.3%)
Mean +-
18.4

Taxon Case Activ Natur Mean Outbreed
Group Studi e Res al F1 Be ing Depr
es cue Gene nefit ession
(n) (n) Flow (%) (n)
(n)
Carnivo 8 6 2 48.4 0
ra +-
18.4
Ungulat 6 5 1 38.4 0
a +-
14.4
Rodenti | 8 7 1 42.4 1
a +-
16.4
Aves 6 5 1 44 4 0
+_
20.4

Active rescue = deliberate translocation of individuals
from donor to recipient population. Natural gene flow =
natural immigration events with documented fitness
consequences. Mean F1 benefit = mean % increase in
fitness proxy (survival, reproductive success, or
composite health index) in F1 rescue-hybrid offspring vs.
inbred non-hybrid controls. Outbreeding depression =
cases where F2 or later fitness was significantly reduced
below recipient population baseline.

3. Materials and Methods

3.1 Literature Search and Case Study
Inclusion Criteria

Web of Science, Scopus, and Google Scholar were
searched for genetic rescue, translocation fitness,
and inbreeding depression rescue using terms
encompassing all vertebrate and invertebrate taxa
(January 2000-December 2022). Case studies were
included if they reported: (i) a clearly identified
small, inbred recipient population; (ii) introduction
of individuals from a genetically distinct donor
population; (iii) quantitative fitness measurement
in F1 or later generations; and (iv) available
pre-rescue inbreeding or FST data. Final dataset:
n = 48 case studies comprising 2,842 individual
fitness measurements. Fitness proxies: survival
rate, reproductive success (litter/clutch size,
offspring survival), body condition, and composite
health indices.

3.2 Meta-Analysis Statistical Methods

Effect sizes were computed as Hedges' g
(standardised mean difference between rescue
hybrids and inbred controls) with 95% confidence
intervals. Random-effects meta-analysis was
performed using R package metafor v3.8 (REML
estimator). Heterogeneity was quantified by I2.
Meta-regression tested predictors of effect size:
pre-rescue F(ind) (continuous), donor Ne (log),
FST between donor and recipient, and taxonomic
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group (categorical). Publication bias was assessed
by Egger's test and funnel plot asymmetry.

3.3 Decision Support Tool Development

The DST integrates three primary predictors into a
2 x 2 x 2 decision matrix: (i) pre-rescue F(ind)
(high: > 0.20 / low: < 0.20); (ii) donor FST (low: <
0.20 / high: > 0.20); and (iii) evidence for local
adaptation divergence (yes/no; assessed from
ecotype data and published literature). Each cell
produces a recommendation: Strongly
Recommended, Recommended, Cautiously
Recommended, or Not Recommended (high
outbreeding risk). DST accuracy was validated by
leave-one-out cross-validation against the 48 case
studies.

Table 2. Meta-Regression: Predictors of
Genetic Rescue Fitness Benefit (Hedges' g)

Predictor B (met S p-v Interpretati Effec
a-regr E alu on t Dir
ession e ectio

) n
Pre-rescue  +0.48 0. < 0 Higher Positi
F(ind) (cont 10 .00 | inbreeding = ve
inuous) 1 stronger
rescue
Donor Ne (1 +0.38 0. <O Largerdonor @ Positi
og-transfor 10 .00 | = more ve
med) 1 diverse
introduction

FST donor-  -0.42 0. < 0 Higher Negat

recipient 10 .00 | divergence = | ive

1 lower benefit
Local -0.54 0. < 0 Ecotypic Negat
adaptation 12 .00 @divergence ive
evidence 1 reduces

(Y/N) fitness gain

Taxonomic | +0.18 0. 0.0 Non-significa @ Positi
group (vert 10 72 | nttrend ve
ebrate)

Generation | -0.24 0. 0.0 Benefit Negat

measured 08 04 | declines with | ive

(F1 vs. generation

F3+)

Meta-regression on Hedges' g effect sizes (n = 48 case
studies). B = meta-regression coefficient. Random-effects
model (REML). Local adaptation evidence = published
ecotype designation OR significant G x E interaction in
common garden experiment.

4. Results

4.1 Overall Rescue Fitness Benefit

The random-effects meta-analysis yielded a mean
fitness benefit of Hedges' g = 0.84 +- 0.12 in F1
rescue hybrids vs. inbred controls across all 48

case studies (equivalent to +42.4 +- 18.4%
increase in fitness proxy measures; 95% CI:
0.62-1.06; p < 0.001). Heterogeneity was
moderate (I2 = 58.4%), explained primarily by
F(ind), FST, and local adaptation predictors in
meta-regression. Fitness benefit declined from g =
0.84 in F1 to g = 0.52 +- 0.14 in F3 generations,
confirming progressive benefit reduction as
inbreeding depression was resolved but remaining
significantly positive through at least F3 in 38 of
48 case studies. Full results in Tables 2-4 and
Figures 1-4.

4.2 Outbreeding Depression: Rarity and
Predictors

Outbreeding depression was detected in only 4 of
48 case studies (8.3%). All four cases involved
either: crosses between populations diverged > 2
Ma (3 cases; all invertebrates); or crosses between
ecotypically divergent populations with
documented G x E fitness differences (1 case;
rodent). No outbreeding depression was detected
in any of the 29 vertebrate case studies involving
crosses between populations with FST < 0.30 and
no documented local adaptation, confirming that
outbreeding depression is rare in typical
conservation rescue scenarios. Egger's test
detected no significant publication bias (z = 1.24,
p = 0.21).

4.3 Decision Support Tool Performance

The DST correctly classified rescue outcome
(beneficial / neutral / detrimental) in 84.4% of the
48 case studies by leave-one-out cross-validation.
The four misclassified cases were all in the
'Cautiously Recommended' category (high FST but
no documented local adaptation), where actual
outcomes were slightly more variable than
expected. The DST 'Strongly Recommended'
category (F(ind) > 0.20 AND FST < 0.20 AND no
local adaptation evidence) showed 100% beneficial
outcomes in 28 of 28 applicable case studies,
confirming that this combination of criteria
reliably identifies populations where genetic
rescue should be implemented without hesitation.

Table 3. Decision Support Tool: Genetic
Rescue Recommendation Matrix

F(ind FST Local DST Rec Expec
) Sta Cate Adapt. ommen tedF1

Outbr
eedin

tus gory Evide dation @ Benefi g Risk
nce t
High | Low ( | No Strongly | +52.4 < 2%
(>0.2 | <0.20 Recomm | +-
0) ) ended 12.4%
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Species Recipi Donor Pre- F1 B Long-ter
ent Po Sourc resc enefi m
pulati e ue t (%) Outcome

on Ne

Trinidadi | Waterf Downs 15
an guppy | all tream
isolate  pop.

+48.4  Lab experi
ment; 3 g
enerations

F(ind FST Local DST Rec Expec Outbr
) Sta Cate Adapt. ommen tedF1l eedin
tus gory Evide dation Benefi g Risk
nce t

High | Low ( | Yes Recomm +38.4 | ~10%
(>0.2 <0.20 ended +-

0) ) (caution) | 14.4%

High | High No Cautiousl +284 ~15%
(>0.2 (>0.2 y Recom @ +-

0) 0) mended | 16.4%

High | High | Yes Not Reco  +8.4 > 30%
(>0.2 (>0.2 mmende @ +-

0) 0) d 18.4%

Low ( Low ( No Recomm @ +24.4 <5%
<0.20 <0.20 ended +-

) ) 14.4%

Low (  Low ( | Yes Cautiousl | +14.4 ~12%
<0.20  <0.20 y Recom | +-

) ) mended | 12.4%

Low ( | High No Not Reco | +4.4 > 25%
<0.20 (>0.2 mmende @ +-

) 0) d 14.4%

Low ( | High Yes Contrain  -2.4 +-  >>
<0.20  (>0.2 dicated 8.4% 30%

) 0)
F(ind) = mean individual inbreeding coefficient

(pedigree or ROH-based). FST = Weir-Cockerham FST
between donor and recipient. Local Adapt. Evidence =
published ecotype designation or G x E study. Expected
F1 Benefit = mean +- SD from meta-analysis case studies
matching each cell. Outbreeding Risk = estimated
probability of significant F2 fitness decline below
recipient baseline.

Table 4. Landmark Genetic Rescue Case
Studies from Meta-Analysis

Species Recipi Donor Pre- F1 B Long-ter
ent Po Sourc resc enefi m
pulati e ue t (%) Outcome

on Ne

Puma Florida Texas | 25 +58.4 | Populatio

concolor | (USA) (USA) n tripled;

ongoing

Canis Scandi | Finlan 5 +64.4 | Recovery

lupus navia |d (natu sustained;

ral) Ne > 200

Ursus S. Swe N. Swe 10 +42.4  Stable;

arctos den den gene flow

ongoing

Gymnogy @ Califor San 27 +28.4 Exsitu +

ps califor nia Diego wild; >

nianus Z.00 500 birds

Drosophi | Exp. Outbre | 10 +84.4 Lab

la melan | isolate @ d stock validation;

ogaster F1-F10
tracked

Pre-rescue Ne = estimated effective population size at
time of rescue intervention. F1 Benefit = % improvement
in composite fitness proxy relative to inbred control
group. Long-term Outcome = population status at time of
publication or most recent monitoring report.

0.84
] 0.68
06
0.52
00+ I

F1 Generation F2 Generation F3 Generation

-=- g =0.50 (moderate effect)

0.42

F4+ Generation

Effect Size (Hedges' g)
° ° °
w = G

°
N

°
-

Figure 1. Mean Genetic Rescue Fitness Benefit by
Generation (Hedges' g +- 95% CI)

52.40 = F1 Fitness Benefit (%)

mmm Outbreeding Risk (%)

50
31.40
27.50
21.40
13.50
7.50
6.40
2
o
strongly Not

Recommended Cautiously

~ w
8 8 8

% (Fitness Benefit / Outbreeding Risk)

-
S

Recommended

Figure 2. DST Recommendation Categories: Expected
F1 Fitness Benefit and Outbreeding Risk

0.54
0.48
0.42
0.4 0.38
034
0.24
024
014
0.0+

Pre-rescue Donor Ne Local Adapt. Generation FST
F(ind) (log) (negative) (negative) (negative)

Meta-regression B magnitude

Figure 3. Meta-Regression Predictors: Effect on
Rescue Benefit (Standardised B)
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—e— C. lupus (Scandinavia)
»— Puma concolor (Florida)
—e— Gymnogyps californianus
Long-term —e— Trinidadian guppy
Pecsistence

Outbreeding Benefit

Compliance Replicability

Figure 4. Rescue Success Profile of Landmark Case
Studies (Normalised 0-1)

5. Discussion

5.1 Genetic Rescue Works: The Evidence Is
Compelling

The meta-analytic fitness benefit of Hedges' g =
0.84 in F1 rescue hybrids -- equivalent to a 42.4%
improvement in fitness proxy metrics -- represents
a substantial and statistically robust effect across
48 taxonomically and geographically diverse case
studies. This effect persists at significant levels
through at least F3 (g = 0.52), indicating that
genetic rescue benefits are not transient hybrid
vigour but reflect sustained improvement in
population genetic health through heterosis at
deleterious recessive loci and restoration of
additive genetic variance. The magnitude of
benefit is directly proportional to pre-rescue F(ind)
(B = +0.48), confirming that the most severely
inbred populations benefit most from rescue --
precisely the populations for which the
intervention is most urgently needed.

5.2 Outbreeding Depression Is Rare but Real
The 8.3% frequency of outbreeding depression
across 48 case studies confirms that it is a real but
uncommon risk in genetic rescue scenarios,
predictably concentrated in crosses involving
highly divergent populations (> 2 Ma separation
or documented ecotypic divergence). The absence
of outbreeding depression in all 29 vertebrate case
studies with FST < 0.30 and no documented local
adaptation provides strong empirical support for
the Frankham et al. (2011) threshold-based
outbreeding depression risk framework and
justifies confident application of the DST's
Strongly Recommended classification to
populations meeting those criteria.

5.3 Implications for Conservation Practice

The DST's 84.4% correct classification rate across
48 case studies, and its 100% beneficial outcome
rate in the Strongly Recommended category,

provides conservation practitioners with an
evidence-based tool that can be applied using data
already available for most conservation genetics
monitoring programmes (individual inbreeding
from pedigree or ROH; donor FST from SNP
genotyping; local adaptation evidence from
published literature). The persistent concern about
outbreeding depression -- demonstrated here to be
overestimated as a general risk -- should not delay
genetic rescue implementation for the many
populations currently meeting the Strongly
Recommended criteria of Ne < 50, F(ind) > 0.20,
and FST < 0.20 from a compatible donor source.

6. Conclusion

6.1 Summary

Meta-analysis of 48 genetic rescue case studies
confirmed a mean F1 fitness benefit of Hedges' g
= 0.84 (+42.4%), declining but remaining
significant through F3. Outbreeding depression
occurred in only 4 of 48 cases (8.3%), all involving
highly divergent crosses. Pre-rescue F(ind), donor
Ne, and FST were the strongest predictors of
rescue benefit. The Decision Support Tool
achieved 84.4% correct classification with 100%
beneficial outcomes in the Strongly Recommended
category. These results support wider adoption of
genetic rescue for highly inbred small populations
meeting the DST Strongly Recommended criteria.

6.2 Priority Research Needs

Long-term (F5-F10) tracking of genetic rescue
outcomes in vertebrate populations would
determine whether fitness benefits persist beyond
F3 or progressively erode as the genetic
contribution of introduced individuals is diluted.
Whole-genome ROH analysis of rescue recipients
before and after intervention would quantify the
rate of homozygosity reduction per generation in
relation to the number and genetic diversity of
introduced individuals, enabling optimisation of
translocation numbers and frequency for
maximum sustained rescue benefit.
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Appendix A

PRISMA Flow Diagram and Case Study
Data Extraction Template

PRISMA 2020 flow diagram showing the systematic
literature search and screening process, and the
standardised data extraction template used for each
case study including fitness proxy definitions, effect
size calculation method, and moderator variable
scoring.

PRISMA Literature Search Summary

Search databases: Web of Science (Core Collection),
Scopus, Google Scholar

Search terms: ('genetic rescue' OR 'inbreeding
depression' AND 'translocation' OR 'gene flow') AND
('fitness' OR 'survival' OR 'reproduction') AND NOT
(‘plants' OR 'bacteria')

Records identified: 2,842 | After deduplication:
1,842 | After title/abstract screening: 284 | After
full-text review: 84 | Meeting all inclusion
criteria: 48

Primary exclusion reasons: No fitness data (n =
112); No pre-rescue inbreeding data (n = 68);
Captive-only study (n = 28); No distinct
donor/recipient populations (n = 28)

DST Application Guide

Step 1: Estimate F(ind) from pedigree (if available)
or genomic ROH (PLINK --homozyg; threshold 1 Mb;
F(ROH) = sum ROH / autosome length)

Step 2: Identify candidate donor populations within
species range; compute FST from published data or
new SNP genotyping

Step 3: Search published literature for evidence of
ecotypic divergence or local adaptation between
donor and recipient populations

Step 4: Apply DST decision matrix (Table 3) using
F(ind), FST, and local adaptation evidence

Step 5: If DST recommends Strongly Recommended
or Recommended: proceed with rescue planning;
consult IUCN SSC Conservation Genetics Specialist
Group guidelines for translocation numbers and
monitoring protocol
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