TABLE S1: Table reporting the Year, Volume and Issues of Molecular Ecology screened to assess authors’ mitochondrial sequence public deposition practices. Two random issues were screened per year from 2012 to 2020. The Digital Object Identifier (DOI) of papers with deposited sequences in Genbank are also reported. All means that authors deposited all the sequences from their study; Haplotypes means that authors deposited only novel haplotypes (i.e. haplotypes that have never been deposited before in Genbank) or exemplars of each haplotype found in their study. We were unable to assess the deposition practice having been used for one study: we categorized it as “unclear”.

	Year
	Volume
	Issue
	DOI
	All, or haplotypes, or unclear?

	2012
	21
	9
	10.1111/j.1365-294X.2012.05517.x
	Haplotypes

	2012
	21
	9
	10.1111/j.1365-294X.2012.05516.x
	Haplotypes

	2012
	21
	9
	10.1111/j.1365-294X.2012.05528.x
	All sequences

	2012
	21
	9
	10.1111/j.1365-294X.2012.05514.x
	Haplotypes

	2012
	21
	9
	10.1111/j.1365-294X.2012.05523.x
	All sequences

	2012
	21
	17
	10.1111/j.1365-294X.2012.05693.x
	Haplotypes

	2012
	21
	17
	10.1111/j.1365-294X.2012.05690.x
	All sequences

	2012
	21
	17
	10.1111/j.1365-294X.2012.05684.x
	Unclear

	2012
	21
	17
	10.1111/j.1365-294X.2012.05699.x
	All sequences

	2012
	21
	17
	10.1111/j.1365-294X.2012.05702.x
	Haplotypes

	2013
	22
	4
	10.1111/mec.12156
	Haplotypes

	2013
	22
	4
	10.1111/mec.12149
	All sequences

	2013
	22
	4
	10.1111/mec.12154
	All sequences

	2013
	22
	4
	10.1111/mec.12066
	All sequences

	2013
	22
	4
	10.1111/mec.12140
	All sequences

	2013
	22
	4
	10.1111/mec.12153
	All sequences

	2013
	22
	4
	10.1111/mec.12157
	All sequences

	2013
	22
	19
	10.1111/mec.12443
	Haplotypes

	2013
	22
	19
	10.1111/mec.12446
	All sequences

	2013
	22
	19
	10.1111/mec.12434
	All sequences

	2014
	23
	1
	No papers mentioned archiving mitochondrial sequences in this issue
	-- 

	2014
	23
	14
	10.1111/mec.12825
	All sequences

	2014
	23
	14
	10.1111/mec.12836
	All sequences

	2014
	23
	14
	10.1111/mec.12838
	All sequences

	2015
	24
	19
	10.1111/mec.13358
	Haplotypes

	2015
	24
	19
	10.1111/mec.13368
	Haplotypes

	2015
	24
	19
	10.1111/mec.13372
	Haplotypes

	2015
	24
	19
	10.1111/mec.13367
	Haplotypes

	2015
	24
	19
	10.1111/mec.13369
	Haplotypes

	2015
	24
	20
	10.1111/mec.13374
	All sequences

	2015
	24
	20
	10.1111/mec.13379
	Haplotypes

	2016
	25
	4
	10.1111/mec.13500
	All sequences

	2016
	25
	4
	10.1111/mec.13523
	Haplotypes

	2016
	25
	21
	10.1111/mec.13845
	Haplotypes

	2016
	25
	21
	10.1111/mec.13853
	All sequences

	2017
	26
	8
	10.1111/mec.14033
	All sequences

	2017
	26
	17
	No papers mentioned archiving mitochondrial sequences in this issue
	--

	2018
	27
	16
	10.1111/mec.14796
	All sequences

	2018
	27
	13
	No papers mentioned archiving mitochondrial sequences in this issue
	--

	2019
	28
	12
	10.1111/mec.15117
	All sequences

	2019
	28
	22
	10.1111/mec.15269
	Haplotypes

	2020
	29
	1
	No papers mentioned archiving mitochondrial sequences in this issue
	--

	2020
	29
	4
	10.1111/mec.15350
	Haplotypes

	2020
	29
	4
	10.1111/mec.15353
	Haplotypes

	2020
	29
	4
	10.1111/mec.15366
	All sequences


Appendix A1
We reexamined 104 Inland and Coastal Bony Fish time-series included in Millette et al. (2020) to assess the suitability of the time-series analyzed by the authors to assess recent changes in IGD due to anthropogenic impacts. 
We specifically used the data and scripts deposited by Millette et al. (2020) on Dryad (https://doi.org/10.5061/dryad.29rt7n0) and on Github (https://github.com/VFugere/GenDivProject) to identify, for each time-series, (i) which fish species was considered, (ii) how many sequences were included per year and per sampling location, (iii) the time-span (in years) they covered, and (iv) how many temporal points were included (see Table A1 below). We also assessed using the FishBase web portal (Froese & Pauly 2015) the living environment of each species (i.e. freshwater, brackish and/or marine waters), and their generation times (i.e. the time period from birth to average age of reproduction; information that was only available for 33/104 species; Table A1). We used these generation times estimates to calculate the time-span covered by time-series (in generations), by dividing the time-span of time-series in years by the generation time (Table A1).
We also used the scripts from Millette et al. (2020) to reproduce their grouping of sequences at the 1,000 km scale, and extracted the geographic coordinates of each sequence included in the 104 fish ‘populations’ they retained for temporal analyses (i.e. time-series). We used these coordinates to generate maps showing the spatial distribution of all sampling locations per time-series, and we then assessed whether these time-series were mostly constituted by sequences originating from Coastal or from Inland sampling locations. We then combined these maps with the worldwide drainage basins map extracted from the database compiled by Tedesco et al. (2017) to investigate, for each time-series, whether sequences from multiple demographically-independent sites (i.e. sampled at disconnected water bodies or drainage basins) were grouped together. All GIS analyses were conducted with ArcGis 10.2 (ESRI, Redland, CA, USA).
Results:
Most of the 104 time-series (i.e. 96) were composed of sequences having mainly been sampled in inland locations rather than in coastal environments, suggesting that sequences from dispersal-limited populations (i.e. living in different inland water bodies) may have been sampled at the considered spatial scale. The median number of independent drainage basins sampled across time-series was 3, ranging from 0 (for Sebastes auriculatus and Coryphopterus venezuelae, the only two strictly marine species; Table A1) to 15 (for Squalius cephalus, a common freshwater species in European watersheds; Table A1 and Figure A1-C for an example). Overall, most fish time-series (84/104) grouped sequences sampled at locations situated within at least 2 different drainage basins, hence resulting in time-series representing non-biologically-meaningful groups of sequences originating from potentially non-interbreeding, demographically-independent populations.
The median number of different sampling locations per time-series was high (12), with a quite variable range (between 3-98 different locations). This, combined with the variable number of locations sampled per year, and the variable, but generally low number of sequences sampled per year and per year per location across time-series (see Table A1) illustrates the scattered nature of samples in the time-series included in Millette et al. (2020). Figure 1 in the main text, as well as Figure A1 A-D below, provide visual examples of the spatial distribution of sequences for five time-series. For instance, for Astyanax bimaculatus (see Figure A1 A below), sequences sampled at locations situated within 11 different South-American drainage basins (including the Amazon and the Orinoco river basins) were pooled together. This example, and all other examples in Figure A1 A-D, also show that the clustering algorithm used to build ‘populations’ in Millette et al (2020) may result in ‘daisy chaining’, with sequences from locations far greater than the considered clustering distance (here, 1,000 km) being grouped together.
Finally, the time-span covered by time-series in years was low (7.9 years), and represented an average of just 2.2 generations for the 33 species with generation time estimates available in FishBase, which is an insufficient time-span for most evolutionary changes in IGD.
References:
Froese, R. & Pauly, D. (2015). FishBase. World Wide Web electronic publication. Available at: www.fishbase.org. Last accessed September 6th 2020.
Millette, K.L., Fugère, V., Debyser, C., Greiner, A., Chain, F.J.J. & Gonzalez, A. (2020). No consistent effects of humans on animal genetic diversity worldwide. Ecol. Lett., 23, 55–67.
Tedesco, P.A., Beauchard, O., Bigorne, R., Blanchet, S., Buisson, L., Conti, L., et al. (2017). A global database on freshwater fish species occurrence in drainage basins. Sci. Data, 4, 170141.
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	Species
	Environment
	Inland / Coastal
	Nbasins
	Timespan
(in years)

[First-Last year sampled]
	Number of temporal points
	Generation time
(in years)
	Timespan
(in generations)
	Nlocations
	Mean [range] number of sequences per year
	Mean [range] number of sequences per sampling location per year

	Abramis brama
	F-B
	INL
	5
	9 [2000-2009]
	6
	9.2 [7.3-1.0]
	0.978 [1.232-0.818]
	14
	3.167 [2-8]
	1.357 [1-3]

	Alosa pseudoharengus
	F-B-M
	INL
	2
	14 [2001-2015]
	5
	2.7 [NA-NA]
	5.185
	7
	3.2 [2-7]
	2.666 [2-5]

	Ambloplites rupestris
	F
	INL
	2
	12 [2000-2012]
	4
	5.7 [NA-NA]
	2.105
	12
	5.25 [2-10]
	1.75 [1-4]

	Anguilla anguilla
	F-B-M
	INL
	3
	7 [2005-2012]
	5
	8.9 [7.5-14.1]
	0.786 [0.933-0.496]
	8
	2.8 [2-5]
	1.75 [1-3]

	Astyanax bimaculatus
	F
	INL
	11
	17 [1996-2013]
	12
	NA
	NA
	98
	17.5 [6-36]
	2.131 [1-6]

	Astyanax bockmanni
	F
	INL
	2
	7 [2005-2012]
	8
	NA
	NA
	31
	10.125 [3-33]
	2.613 [1-6]

	Astyanax fasciatus
	F
	INL
	3
	10 [2002-2012]
	9
	NA
	NA
	23
	7 [2-19]
	2.54 [1-6]

	Astyanax goyacensis
	F
	INL
	1
	7 [2002-2009]
	4
	NA
	NA
	6
	3 [2-4]
	1.714 [1-4]

	Astyanax lacustris
	F
	INL
	7
	16 [1996-2012]
	12
	NA
	NA
	82
	20.5 [2-67]
	2.894 [1-16]

	Astyanax paranae
	F
	INL
	1
	12 [1999-2011]
	9
	NA
	NA
	22
	7.111 [2-23]
	2.783 [1-6]

	Astyanax rivularis
	F
	INL
	2
	6 [2005-2011]
	5
	NA
	NA
	16
	7.8 [2-17]
	2.438 [1-4]

	Astyanax scabripinnis
	F
	INL
	3
	11 [2001-2012]
	7
	NA
	NA
	33
	12.286 [3-29]
	2.529 [1-6]

	Barbatula barbatula
	F
	INL
	5
	8 [2004-2012]
	7
	4.6 [NA-NA]
	1.739
	38
	8.857 [2-23]
	1.590 [1-10]

	Barbus barbus
	F
	INL
	5
	4 [2008-2012]
	4
	NA
	NA
	28
	10 [3-19]
	1.486 [1-5]

	Betta mahachaiensis
	F-B
	COA
	3
	3 [2008-2011]
	4
	NA
	NA
	11
	19.25 [3-38]
	4.813 [1-36]

	Betta smaragdina
	F
	INL
	1
	4 [2008-2012]
	4
	NA
	NA
	9
	10 [2-32]
	5 [1-27]

	Betta splendens
	F
	INL
	8
	5 [2007-2012]
	6
	NA
	NA
	36
	25.5 [2-97]
	4.026 [1-54]

	Blicca bjoerkna
	F-B
	INL
	3
	13 [2001-2014]
	6
	NA
	NA
	19
	4.833 [2-9]
	1.45 [1-5]

	Campostoma anomalum
	F
	INL
	5
	4 [2002-2006]
	5
	NA
	NA
	10
	5.6 [2-9]
	2.8 [1-5]

	Carassius gibelio
	F-B
	INL
	7
	8 [2002-2010]
	5
	6.1 [4.7-6.1]
	1.311 [1.702-1.311]
	21
	7.8 [2-21]
	1.857 [1-5]

	Catostomus commersonii
	F-B
	INL
	2
	11 [2001-2012]
	5
	8.5 [NA-NA]
	1.294
	14
	4.4 [2-8]
	1.571 [1-3]

	Cetopsorhamdia iheringi
	F
	INL
	2
	7 [2006-2013]
	4
	NA
	NA
	4
	2.25 [2-3]
	2.25 [2-3]

	Chondrostoma nasus
	F
	INL
	6
	10 [2002-2012]
	7
	4.8 [NA-NA]
	2.083
	25
	5.857 [2-21]
	1.64 [1-5]

	Clarias batrachus
	F-B
	INL
	4
	4 [2010-2014]
	4
	1.5 [NA-NA]
	2.666
	8
	3 [2-4]
	1.5 [1-4]

	Coregonus albula
	F-B-M
	COA
	3
	9 [2003-2012]
	5
	NA
	NA
	29
	12.6 [2-39]
	2.172 [1-5]

	Coryphopterus venezuelae
	M
	COA
	0
	4 [2004-2008]
	4
	NA
	NA
	6
	5.75 [2-8]
	3.833 [1-8]

	Cottus bairdii
	F
	INL
	3
	17 [1995-2012]
	6
	NA
	NA
	10
	3.833 [2-7]
	2.3 [1-4]

	Cottus cognatus
	F-B
	INL
	3
	11 [2001-2012]
	5
	8.1 [NA-NA]
	1.358
	9
	4.8 [2-7]
	2.667 [1-5]

	Cottus gobio
	F-B
	INL
	4
	6 [2004-2010]
	4
	NA
	NA
	22
	7 [2-14]
	1.273 [1-3]

	Culaea inconstans
	F
	INL
	3
	11 [2001-2012]
	5
	NA
	NA
	21
	11.6 [5-21]
	2.636 [1-5]

	Cyprinus carpio
	F-B
	INL
	8
	8 [2004-2012]
	7
	5.2 [3.5-6.5]
	1.538 [2.285-1.230]
	20
	3.857 [2-7]
	1.35 [1-3]

	Distichodus atroventralis
	F
	INL
	1
	8 [2003-2011]
	4
	NA
	NA
	6
	2.5 [2-3]
	1.667 [1-3]

	Esox americanus
	F-B
	INL
	4
	8 [2001-2009]
	6
	NA
	NA
	18
	7.833 [2-18]
	2.611 [1-6]

	Esox lucius
	F-B
	INL
	12
	10 [2003-2013]
	6
	7.2 [5.8-8.9]
	1.388 [1.724-1.123]
	47
	13.5 [4-39]
	1.723 [1-4]

	Etheostoma blennioides
	F
	INL
	3
	5 [2001-2006]
	5
	NA
	NA
	10
	4.6 [2-9]
	2.3 [1-6]

	Etheostoma flabellare
	F
	INL
	5
	6 [2003-2009]
	6
	1.3 [NA-NA]
	4.615
	10
	4.5 [2-6]
	2.7 [1-5]

	Etheostoma nigrum
	F
	INL
	9
	10 [2002-2012]
	8
	1.2 [NA-NA]
	8.333
	34
	24.875 [4-108]
	6.03 [1-51]

	Etheostoma olmstedi
	F
	INL
	6
	6 [2003-2009]
	6
	NA
	NA
	17
	24.333 [2-65]
	8.588 [1-30]

	Etheostoma swaini
	F
	INL
	3
	4 [2001-2005]
	5
	NA
	NA
	7
	5 [2-14]
	3.571 [2-6]

	Gasterosteus aculeatus
	F-B-M
	INL
	5
	8 [2005-2013]
	6
	NA
	NA
	11
	3 [2-4]
	1.636 [1-4]

	Gasterosteus gymnurus
	F-B-M
	INL
	9
	9 [2004-2013]
	4
	NA
	NA
	24
	13.25 [3-44]
	2.208 [1-3]

	Geophagus brasiliensis
	F-B
	INL
	5
	4 [2008-2012]
	4
	NA
	NA
	9
	6.25 [3-10]
	2.5 [1-7]

	Gobio gobio
	F-B
	INL
	6
	10 [2002-2012]
	7
	NA
	NA
	38
	8.286 [2-18]
	1.526 [1-8]

	Gymnocephalus cernua
	F-B
	INL
	5
	13 [1999-2012]
	8
	3.8 [2.3-5.1]
	3.421 [5.652-2.549]
	23
	4.5 [2-9]
	1.522 [1-5]

	Hemigrammus marginatus
	F
	INL
	2
	3 [2005-2008]
	4
	NA
	NA
	6
	2.5 [2-3]
	1.667 [1-3]

	Herichthys labridens
	F
	INL
	1
	4 [2009-2013]
	4
	NA
	NA
	12
	10.5 [5-15]
	3.583 [2-10]

	Herichthys tamasopoensis
	F
	INL
	1
	5 [2009-2014]
	4
	NA
	NA
	3
	4.75 [2-10]
	6.333 [2-12]

	Hoplias malabaricus
	F
	INL
	1
	8 [2006-2014]
	7
	3.8 [NA-NA]
	2.105
	8
	6.857 [2-18]
	4.364 [2-9]

	Hypentelium nigricans
	F
	INL
	3
	6 [2001-2007]
	4
	NA
	NA
	6
	4.5 [4-5]
	3 [1-4]

	Hyphessobrycon rosaceus
	F
	INL
	1
	9 [2002-2011]
	4
	NA
	NA
	7
	7 [2-13]
	3.5 [1-12]

	Hypostomus regani
	F
	INL
	1
	11 [2002-2013]
	5
	NA
	NA
	6
	2.8 [2-4]
	2.333 [1-3]

	Labeo rohita
	F-B
	INL
	2
	3 [2009-2012]
	4
	4.0 [NA-NA]
	0.75
	6
	2 [2-2]
	1.333 [1-2]

	Lepomis gibbosus
	F-B
	INL
	3
	11 [2001-2012]
	4
	NA
	NA
	8
	3.75 [2-7]
	1.875 [1-3]

	Lepomis megalotis
	F
	INL
	3
	5 [2000-2005]
	4
	NA
	NA
	4
	2.75 [2-5]
	2.75 [2-5]

	Leporinus friderici
	F
	INL
	1
	12 [2001-2013]
	4
	4.4 [NA-NA]
	2.727
	6
	16.75 [2-35]
	11.167 [2-27]

	Leucaspius delineatus
	F-B
	INL
	3
	4 [2008-2012]
	4
	4.4 [NA-NA]
	0.909
	6
	3.25 [2-5]
	1.857 [1-5]

	Leuciscus idus
	F-B
	INL
	4
	7 [2004-2011]
	6
	NA
	NA
	19
	3.5 [2-9]
	1.105 [1-2]

	Leuciscus leuciscus
	F-B
	INL
	4
	11 [2002-2013]
	7
	NA
	NA
	27
	6.857 [2-15]
	1.778 [1-8]

	Lota lota
	F-B
	INL
	4
	8 [2004-2012]
	5
	NA
	NA
	17
	4.8 [2-12]
	1.867 [1-5]

	Luxilus cornutus
	F
	INL
	2
	7 [2001-2008]
	4
	NA
	NA
	8
	7 [2-11]
	2.545 [1-5]

	Micropterus dolomieu
	F
	INL
	2
	11 [2001-2012]
	4
	6.8 [5.2-7.3]
	1.617 [2.115-1.506]
	10
	6.5 [2-9]
	2.364 [1-5]

	Micropterus salmoides
	F
	INL
	3
	13 [2001-2014]
	5
	5.2 [4.6-5.8]
	2.5 [2.826-2.241]
	10
	3 [2-6]
	1.5 [1-2]

	Moxostoma macrolepidotum
	F-B
	INL
	2
	11 [2001-2012]
	4
	NA
	NA
	10
	4.5 [2-7]
	1.8 [1-3]

	Neogobius melanostomus
	F-B-M
	INL
	2
	7 [2008-2015]
	6
	NA
	NA
	13
	4 [2-10]
	1.714 [1-4]

	Notemigonus crysoleucas
	F-B
	INL
	3
	7 [2005-2012]
	5
	NA
	NA
	14
	62 [3-229]
	11.923 [1-39]

	Notropis hudsonius
	F-B
	INL
	4
	11 [2001-2012]
	6
	NA
	NA
	16
	7 [3-13]
	2.625 [1-6]

	Ompok bimaculatus
	F-B
	INL
	3
	4 [2009-2013]
	4
	NA
	NA
	11
	4 [2-7]
	1.333 [1-2]

	Oncorhynchus mykiss
	F-B-M
	INL
	4
	4 [2008-2012]
	5
	1.6 [NA-NA]
	2.5
	14
	5.6 [2-15]
	1.867 [1-5]

	Osmerus mordax
	F-B-M
	COA
	1
	10 [2001-2011]
	6
	NA
	NA
	11
	6.5 [4-14]
	3.545 [1-4]

	Perca flavescens
	F-B
	INL
	3
	7 [2005-2012]
	4
	3.4 [2.6-3.9]
	2.058 [2.692-1.794]
	11
	7 [2-12]
	2.545 [1-5]

	Perca fluviatilis
	F-B
	INL
	9
	8 [2004-2012]
	8
	5.7 [5.2-6.9]
	1.403 [1.538-1.159]
	42
	8.125 [2-17]
	1.477 [1-6]

	Percina caprodes
	F
	INL
	5
	8 [2000-2008]
	7
	NA
	NA
	13
	4.857 [2-14]
	2.615 [1-5]

	Percopsis omiscomaycus
	F
	INL
	2
	11 [2001-2012]
	4
	3.0 [NA-NA]
	3.666
	9
	5 [2-9]
	2.222 [1-7]

	Phoxinus phoxinus
	F-B
	INL
	6
	9 [2004-2013]
	7
	2.0 [NA-NA]
	4.5
	44
	35.857 [2-191]
	5.705 [1-28]

	Piabina argentea
	F
	INL
	3
	7 [2005-2012]
	5
	NA
	NA
	20
	15.8 [6-24]
	3.292 [1-11]

	Pimelodus maculatus
	F
	INL
	3
	9 [2004-2013]
	5
	NA
	NA
	8
	35.2 [2-92]
	22 [1-92]

	Pimephales notatus
	F
	INL
	2
	7 [2001-2008]
	4
	NA
	NA
	15
	11 [4-24]
	2.933 [1-5]

	Pimephales promelas
	F
	INL
	2
	9 [2001-2010]
	5
	NA
	NA
	14
	39.6 [5-116]
	11.647 [1-40]

	Poecilia mexicana
	F-B
	INL
	4
	5 [2005-2010]
	4
	NA
	NA
	12
	10.75 [3-24]
	3.909 [2-10]

	Prochilodus lacustris
	F
	INL
	1
	6 [2006-2012]
	4
	NA
	NA
	3
	3.25 [2-6]
	2.6 [1-6]

	Proterorhinus semilunaris
	F-B
	INL
	2
	7 [2004-2011]
	4
	NA
	NA
	8
	3.25 [2-5]
	1.625 [1-4]

	Pseudorasbora parva
	F-B
	INL
	5
	5 [2007-2012]
	4
	4.5 [NA-NA]
	1.111
	18
	7.25 [2-13]
	1.611 [1-4]

	Pterygoplichthys disjunctivus
	F
	COA
	1
	4 [2009-2013]
	4
	NA
	NA
	7
	3.75 [2-7]
	2.143 [1-5]

	Pterygoplichthys pardalis
	F
	COA
	1
	4 [2009-2013]
	4
	NA
	NA
	8
	10.5 [5-26]
	3.231 [1-8]

	Rhinichthys atratulus
	F
	INL
	5
	6 [2003-2009]
	5
	NA
	NA
	11
	6.4 [3-16]
	2.909 [1-5]

	Rhinichthys cataractae
	F
	INL
	1
	7 [2005-2012]
	4
	NA
	NA
	8
	3.75 [3-4]
	1.666 [1-3]

	Rhinichthys obtusus
	F
	INL
	2
	8 [2001-2009]
	7
	NA
	NA
	21
	16.286 [2-87]
	4.957 [1-30]

	Rhodeus amarus
	F
	INL
	6
	6 [2004-2010]
	4
	4.4 [NA-NA]
	1.363
	17
	6.25 [2-13]
	1.471 [1-4]

	Rutilus rutilus
	F-B
	INL
	8
	11 [2002-2013]
	7
	7.6 [5.2-10.8]
	1.447 [2.115-1.018]
	41
	8 [3-16]
	1.366 [1-3]

	Salminus hilarii
	F
	INL
	2
	5 [2008-2013]
	4
	NA
	NA
	10
	4.5 [2-8]
	1.636 [1-4]

	Salmo trutta
	F-B-M
	INL
	4
	8 [2004-2012]
	6
	4.2 [2.8-7.6]
	1.904 [2.857-1.052]
	36
	11 [2-28]
	1.784 [1-11]

	Sander lucioperca
	F-B
	INL
	5
	5 [2007-2012]
	5
	10.2 [6.5-12.9]
	0.490 [0.769-0.387]
	16
	4.6 [2-14]
	1.438 [1-4]

	Scardinius erythrophthalmus
	F-B
	INL
	6
	6 [2005-2011]
	6
	NA
	NA
	24
	5.167 [2-9]
	1.292 [1-3]

	Sebastes auriculatus
	M
	COA
	0
	4 [2009-2013]
	4
	NA
	NA
	9
	10.75 [3-27]
	4.3 [1-15]

	Semotilus atromaculatus
	F
	INL
	3
	7 [2001-2008]
	5
	NA
	NA
	11
	6 [4-10]
	2.727 [1-7]

	Silurus glanis
	F-B
	INL
	4
	15 [1997-2012]
	5
	NA
	NA
	12
	4.8 [2-12]
	2 [1-5]

	Squalius cephalus
	F-B
	INL
	15
	12 [2002-2014]
	8
	NA
	NA
	66
	12.25 [2-34]
	1.463 [1-6]

	Sternopygus macrurus
	F
	COA
	1
	9 [2006-2015]
	4
	NA
	NA
	5
	2.25 [2-3]
	1.5 [1-2]

	Thymallus thymallus
	F-B
	INL
	4
	5 [2007-2012]
	5
	6.5 [3.7-8.5]
	0.769 [1.351-0.588]
	20
	6.6 [2-11]
	1.65 [1-6]

	Tinca tinca
	F-B
	INL
	5
	7 [2005-2012]
	4
	13.7 [NA-NA]
	0.51
	25
	8.75 [4-21]
	1.4 [1-3]

	Trachelyopterus galeatus
	F
	INL
	1
	5 [2005-2010]
	4
	NA
	NA
	5
	2.75 [2-4]
	2.2 [1-3]

	Trichomycterus iheringi
	F
	INL
	2
	8 [2001-2009]
	5
	NA
	NA
	6
	3.8 [3-5]
	3.167 [1-5]

	Trichopsis vittata
	F
	INL
	10
	3 [2010-2013]
	4
	NA
	NA
	62
	22.25 [4-35]
	1.459 [1-5]

	Triportheus nematurus
	F
	INL
	1
	9 [2004-2013]
	4
	NA
	NA
	6
	10.25 [3-25]
	6.833 [2-25]






FIGURE A1: Map showing the spatial grouping of sequences (all years confounded) in the time-series from the fish species Astyanax bimaculatus (A), Etheostoma nigrum (B), Squalius cephalus (C) and Rutilus rutilus (D). The black diamond indicates the location assigned to the time-series in Millette et al. (2020).
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