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Fig. 1. Map of the locations of the EBS sampling sites (red dots) within the manganese nodule _

contractor and the DISCOL Experimental Area (DEA) areas in the north- and south-eastern

Pacific. The colourcode in g
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Fig. 2. lllustration of the locomotion of the four isopod families. From right to left: Munnopsidae
— swimming, Desmosomatidae — walking/swimming, Haploniscidae — walking, Macrostylidae —
burrowing.
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Fig. 3. Phylogenetic tree of all munnopsid samples based on 16S and COI sequences for 294 Discussion paper
specimens. Colours indicate collection location, with black indicating outgroups. All unsup-

ported branches were colla
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Fig. 4. Phylogenetic tree of all desmosomatid samples based on 16S and COIl sequences
for 143 specimens. Colors indicate collection location, with black indicating outgroups. All
unsupported branches were co
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Fig. 5. Phylogenetic tree of all haploniscid samples based on 16S and COI sequences for 88 Discussion paper

specimens. Colors indicate collection location, with black indicating outgroups. All unsupported
branches were coll
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Fig. 6. Phylogenetic tree of all macrostylid samples based on 16S and COI sequences for 94

Discussion paper
specimens. Colors indicate collection location, with black indicating outgroups. All unsupported
branches were coll
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Fig. 7. Rarefaction analysis by isopod family, considering all areas together.
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Fig. 8. Rarefaction analysis by area, considering all families together.
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Fig. 9. nMDS ordination plot of Chord-distance between areas.
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Fig. 10. nMDS ordination plot of Euclidean-distance between areas of presence-absence trans-

formed data.
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Chord distance to other areas
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Fig. 11. Box and whiskers plot showing the median and range of the Chord distance of every

area to other areas

C13

Interactive
comment

EEIEEETEER
TR
St


https://bg.copernicus.org/preprints/
https://bg.copernicus.org/preprints/bg-2019-358/bg-2019-358-AC2-print.pdf
https://bg.copernicus.org/preprints/bg-2019-358
http://creativecommons.org/licenses/by/3.0/

BGD

Interactive
comment
36
34
o Total Munnopsidae Desmosomatidae Haploniscidae Macrostylidae
a0l AN
o 207m- 19
() 18 Fay
g v o | £k
16 y ¢ &l
& 15 [;%ﬁ A=
= 14 AN
2 7
8 . 11
€ 10
=}
p=4 8
6 66
5 5
44 4 4
33 3 3 3 3
II 22 IZ 22 I 22 I 2 22
111 1111 1111111 111111 111111111 11111 11111
0 ""III 111 1T Dlasauunallonnnns | , || TS
BGR (43) . l (19) . I (16) . l (5) . l @) . l
I o T TR A AR RTHT RN THTE ST
GSR (38) . l l l 7) . l l (15) . ll l ®) . (3) . l
IFREMER (50) = - l (26) o l (15) [ (7)o @)
APEI3 (44) o (23)e (13) B e @)e
DISCOL (41) - » (22) o (1)« - e [OR @ e

Fig. 12. Upset plot showing the number of species shared between sampling sites. The lower
panel shows the sets of combination of sites. Sites sharing species are indicated by dots joined
by a vertical line. T
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