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609  Figure 1: Information in faecal samples from dietary metabarcoding datasets of harbour seal
610 (Thomas et al. 2017), an insectivorous bat (Vesterinen et al. 2016) and Grevy’s zebra

611  (Kartzinel et al. 2015). (a) Individual-level data in 10 faecal samples viewed using different
612  metrics. Colours represent different food taxa. (b) Population-level summaries of these

613  datasets showing the top 15 food taxa (%FOO ranking); 1% threshold used for occurrence in
614  POO and wPOO calculations. In the lower plots the sum contribution of remaining food taxa
615 are plotted at end. In each example population data include only collections from one site
616  and samples with >50 food taxa reads.
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620  Figure 3: Killer whale diet in the Salish Sea illustrated with bipartite graphs constructed from
621 datain Ford et al. (2016) using either (a) RRA (b) POO with a 0.1% threshold or (c) POO with
622  a 1% threshold. Samples (DNA from faecal material) are shown on left of each plot and were
623  pooled according to collection dates (Early, Middle, Late) in different years. The overall diet
624  calculated by the different methods is shown on the right of each plot (includes the seven
625  prey taxa with >1% of sequences in at least one sample). Line thickness shows contribution
626  of taxa in each sample to the overall diet.
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627

628  Table 1 Use of sequence counts in 20 metabarcoding diet studies carried out using faecal DNA collected from a range of different species. Representative
629 studies across a range of focal taxa carried out by different research groups are shown rather than trying to summarise all dietary metabarcoding studies.
Focal Taxa Reference FOOt | RRA% Sample Number Taxa per Marker Target group Sequences per Sequencer Count data
number food sampleq sample? Available
taxa$§
Snail O'Rorkeetal. [N ‘ % ‘ 35 >50 NR ITS fungus 3500 (rarefied) | MiSeq Yes
(2016)
Snail Waterhouse et | Y N 60 26 4.7 16S earthworms 1047 454 No
al. (2014)
Pigeon Ando et al. Y Y 48 44 6.7 trnL plants 743 454 No
(2013)
Albatross Mclnnes et al. Y Y 447 ~20 NR 18S metazoan >100 prey MiSeq Yes
(2017b)
Puffin Bowser et al. Y Y 129 ~40 NA CO1, 16S metazoan >50 prey 454 No
(2013)
Sandpiper Gerwing et al. Y N 164 132 NA CO1, 16S metazoan, 7217 454 No
(2016) fish/cephalopod/crustacea
Desman Biffi et al. Y N 383 156 5.8 co1 arthropods 69107 lon Torrent | No
(Rodent) (2017)
Bat Clare etal. Y N 25 >158 NA co1 arthropods >10000* lon Torrent | No
(2014) (pooled)
Bats Burgar et al. Y N 64 >120 15 co1 arthropods 230 454 No
(2014)
Bat Vesterinen et Y Y 82 59 NR co1 arthropods 995 lon Torrent | Yes
al. (2016)
Bat Aizpuruaetal. | Y Y 79 >276 8.4 CO1, 16S arthropods >10000* MiSeq No
(2018)
Seal Thomas et al. N ‘ \ ‘ 1166 71 3.2 C01, 16S salmon, fish and 1227 MiSeq No (Available
(2017) cephalopods on request)
Seal Hardy et al. Y N 112 115 3to6 16S, 12S vertebrates, invertebrates >10000* MiSeq Yes
(2017)
Killer Whale | Ford et al. \ Y 13 16 NA 16S fish >10000* MiSeq Yes (raw
(2016) (pooled) sequences)
Bear De Barbaetal. | Y N 91 >84 NA trnL, 128, 16S, plants, vertebrates, >500 HiSeq Yes
(2014) ITS invertebrates
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630
631
632
633
634
635
636
637
638
639

Cats Xiong et al. Y 103 40 3.6-4.1 16S vertebrates >10000* HiSeq No
(2017)

Monkey Quéméréetal. | Y 96 >130 13.9 trnL plants 23793 Ilumina No
(2013)

Deer Erickson et al. \ ‘ 12 >91 71 rbcL plants >10000* MiSeq No
(2017)

Large Kartzinel et al. Y 292 >110 NA trnL, ITS plants >10000* HiSeq Yes

herbivores (2015)

Ibex and Gebremedhin Y 39 >50 NR trnL plants >8000 454 Yes

Goat et al. (2016)

T For this table Frequency Of Occurrence (FOO) refers to any use of presence/absence data

f For this table Relative Read Abundance (RRA) refers to the use of sequence counts to weight taxa present in samples. This includes distance methods such as Bray-Curtis

dissimilarity.

§ Taxonomic level of assighments varies between studies, therefore the number of taxa is not directly comparable.

9] In some cases multiple markers were used, or multiple samples were pooled, making this value Not Applicable (NA). NR indicate the number of food taxa per sample was

Not Reported.

¢ Most studies report mean number of food taxa sequences recovered per sample, but variance is not usually provided. The minimum number was reported in some cases.

A Unclear if these sequence counts include non-target DNA such as consumer DNA.

* The maximum value reported here was 10000 reads per sample.
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