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P1. A global metabarcoding analysis expands molecular diversity P2. Assessing eukaryotic diversity in a glacial lake under
of Platyhelminthes and reveals novel early-branching clades

eutrophication : the case study of Lake Sanabria

Platyhelminthes (1245) B S1-S5: S AMPLING AND
| Catenulida (137) E—— S e | )=\ R N - Surface -
BLASTd SEQUENCING
<« Macrostomorpha (244) Eme = 100
' | =
—<« Polycladld.a (52) mes | MO\ E @)= \ammsSeN\ ey Deep Chlorophyll
| Prorhynchida (6) m 98 ATD Maximum (DCM) *
Gnosonesimida (1) I Y7 :
Rhabdocoela (373) E————E— "%
W95
< Proseriata (248) INEEEn o (L = e T By L
] W94 : 2000 um
—< Fecampiida (2) 93 : S2,S3
Prolecithophora (47) I : ey
< phora (47) - 92 . Sediments Y
> | Tricladida (23) EEE—— B 91 _ ; |
< Bothrioplanida (0) 90 S l1 | S3:
— Cestoda (13) | <20 | | B|0f||m3
_ Monogenea (19) n—— I > 200 pm
— Trematoda (75) I
% total number of OTUs 0% 10% 20% 30% 40% 50% 60% 70% 80% 90% 100% = Y
% |
Lo : YY I 0.8 um S Um 20 um
* V4 region Library preparation and sequencing _
N 18S rRNA gene (Illumina MiSeq 4000) ~<— DNA extraction
Macrostomorpha #/%@ * o [ B s A e e B R e e R e e B e e B e e e e e e B e e R e e R e e e e e e e e e e e e
Catenulida CLINN I
Macrostgrrr;%pl:; hida & % Prorhynch ///;7/ _ BIOINF ORMATIC
olycladida™® Zus Catenulida Polyc Z}/ . Sequencmg PI PEL' N E
Gnosonesimida / 2 * output
Proseriata Gnosonesimida / .}
Outgrou i L Y
group Bothrioplanid D A 5/>3' ORIENTATION, ABUNDANCE SORTING,
: L = PRIMERS 16S DETECTION SINGLETONS DISCARD
Rhabdocoela W=, =W -
n ERROR QUALITY AND
Fecampiida =
e P CORRECTION / LENGTH FILTER j DEREFLICATION j
Prolecithophor BayesHammer (SPAdes) USEARCH VSEARCH
Trematoda q
= ; Fecampiida 4
Tricladida/ 4
P,

TAXONOMIC ASSIGNATION OTU TABLE CHIMERA FILTERING OTU CLUSTERING
OTU table ~— database: PR2 customized - GENERATION -
Monogenea &09

icladidz 4 BLAST database: SILVA 128 G W SWAF;M s
\ ¢ id =75, evalue = 0.0001, max seqs = 1 USEARCH, python scripts USEARCH astidious option, d =
0009 ‘. 4 \
% X

- Metazoa and Embryophyta reads removal
Cestoda 5

™ \ ’/// - >=10 reads per OTU
. e W%g%%eu\ U\\%\ - Abundance renormalization per OTU (<1%)
' <2010 LI - )

M Both
M Marine
Freshwater

OTU table filtered
| - Rarstacon DATA ANALYSIS
15 < Outgroup OTU table filtered and rarefied
I
oF ‘ Catenulida Y Y Y
U224¢ co'_"l'_"'"N'TY STRUCTURE ALPHA DIVERSITY BeTA DIVERSITY PHYLOGENETIC NOVELTIES
_ @Studlo ime . &‘ime RAXML-EPA, RAXML and pplacer
Polycladida 1 ’
I = e .J, P
LNl E 4 OHz=18 LN »
; | i =3 ,,‘ﬂ BU0 gl %
L= "k G Far e
e T SESERERREE
= — 1 .
A o s et ol e i
\ EY
m, \ \\\
Macrostomorpha @ A \ B Alveolata Rhizaria ]
E N Y Sediments
W N M Stramenopila M Excavata i
_ Prorhynchid A 3 0.8-5 ym
Catenulida . I N \\\ B Amoebozoa [ Archaeplastida
~ 0 adic N\ \a :
N W _— A Other eukaryotic
onesim' D . ‘\\\\ i Opisthokonta M jineages ©
- - - : Y . Sanabria OTUs B——w @3 NN Fungi
(/ Prorhynchida W\ ” , (Opisthokonta)
E Y Ny ' ;
3 ‘Y PC2 (19.44 %) o
P \\ |/ / Cryptophyta | . Biofilms
N\ W/ -
Rhabdocoela \\ o
. A\ \ P U Dinophyta
a T BT . Y 00 (Alveolata) e o o ’:8
Trematoda o1 Fecampiida :_: ____________ ° © ¢
- E e N S TS =S .. g ’_
73 99 ”:,:::—::E;j::}::;’:’:’:if : / \ \\\ \\‘\\ \:::::::\‘ ‘. . . !
- e i 4 RO o R ST o o
L] - s \ :\% W =~ . : l
Prolemthophora //4/// / %g\\\“?\\s\\ Ss o.. ' Bacillariophyta
57 . / x M‘\ \\\\:\fjs\\\\\\\ ) - PC1 (37.35 %) " (Stramenopila)
onogenea Rpahdocoelz o & R WY (Alveolata)
100 Trematoda N AN
Ry Y PC3 (10.4 %)
//// s /‘ il \
’////////// e e iy \
il 45 i 5-20 um 20-200 um
//////// HI:'l‘ \\\
//// re :“l|ll \\\ ’(IT
Cestoda , ,l'::‘\ W . . BN\ Crysophyceae- & 0
it \ Thecofilosea o)
Hil L~ ) == -~ (Rhizaria) : Synurophyceae s 83,600
"':H $ X B . ' (Stramenopila) = 334 000
Tree scale: 0.1 —— ;';:l\ % 752,000
- . o S 1,340,000 |
M'tSl et al. y BlOI Lett (201 9) Spirotrichea § 2,090,000‘
"""" (Alveolata) =, 5,010,000
P3. The genome of Txikispora sp., the the first filasterean parasite
e rps12 TS ”’.'f24,~,‘;)sl4
NGS sequencin Assembl Preprocessin 4 i\ \ [/ 0 P
q g y p g Meta Z0Oa psi3 \M”L //%I 9 B ,,,_.,2,,5519x\\ / / 3’”.1.73
/ atp? \, \/4 / Adapted from \ / L/ /
"JL’A':‘Q —— — — 100 cox3 \\Pk 0 kbp 0rf209  Suga 2013 Nat Comm 17}’}”2‘"13\ N f 752;
T — = = A ey
8 —_— —_—— = T — j ‘ Choanoflagellates f «< - R T sl [ sisriaivrans*\ R
O&%QE&H%‘“J — MEGAHIT : orf263 196,908 bp S 1pl6 atpfu’j 40 55,918 bp ¢ L‘r‘,,,;;lyzgy
B AP e orfs17 " Y SN na Y A
— MetaSPAdes 98 — Pigoraptor vietnamica "'ff;;47// &;ﬁ R NS 4 o
. . Ra Meta 100 nads %4 \ cn;ztplf na:‘f / y ¥ :
Heavily infected Raw reads y Cont Contias > 1000b © b hil ,,adjm// et ,‘f;’d4ﬁad/3// | \\ml,-pm
- - gs 9 e —— o Pigoraptor chileana o2 e s Ly Lo oo
amphipod tissue 100 o , ﬁ otz PO Vst s
b -'(7; Cap Sasp Ora OWCZ& rza I(I 4 Capsaspora owczarzaki e vibrans
o o 86 _‘Q o o 0 o ' xikispora
\Qo Binning —{ 100 96 _____ i Ministeria vibrans mIONA Cond 1 iz
Clean o{’b §° M BAT 10,574 bp nadl ) N
° na rpsl2
° Q & Ta Xo n o m I C eta Tx, k’sp o ra sp (] . . “s “1)\’2 T trnd nads nad4L rnl  rns
selected & v . . ; — 5 n e nats naas 0 "
: assignmen o) Nl s S <
bin &_\> Q@ . trnD trnH trnK  cgx2 o
R, ¢ < PI rlf rm L xikispora rnF@aa) g uan)y ™M 4
+—— O J O ea m]t‘DII;: Contig 2 trnl tr”llj((“ag)) e t:;(ucg)
i BlobTools 185 rDNA 85 e Rf )” .
0 rns a . orfl73 na cox3 na nadl 4, 4 l;::: uga) trn trny’
| | | || | e < Ichthyosporea ‘ iydl: il S s 17
°° ” Mecimpuon ;e o " 23130 aa positions annot, GeSe ool "
I | I LG+R8+C60 Il:j:;ein—cottiing ge:tle s ribosomal rna- or protein-coding gene ; open reading frame ; tRNA gene Trcikispora
Assess 23Mb 38 Bins 1000 UFbootstraps -
genome 1000 SH-altr
combleteness Annotation Downstream Plasma membrane .
P j lysi & & Acknowledgements to all the
genomic analysis &
BUSCO Augustus Gene content S & :
EukDataset SNAP analysis 3 N collaborators for their valuable
_> (4 o (")) < . .
Y EVM S < & S contribution:
O 2 (&) . .
, ' $ & o £ XS $ 7
91.1% Complete Annotated Bin Phylogenetic S&F . é§§ S8 N & Alicia S. Arroyo (P1 and P2)
. . . i i s & ,0 o X > & & & I - A
(90.8% Single, 0.3% Duplicate) — > 7448 predicted proteins > |reconstruction S Cr ST TS David Lopez-Escardo6 (P2 and P3)
3% Fragmented . Animals X 000000 Meritxell Anté (P2)
e Comparative Pigoraptor vietnamica C X ) X X X X X X ) Antonio Guillén (P2
5.8 Missing : . : ntonio Guillen
—» analysis Pigoraptor chileana X 000000 .
Capsaspora owczarzaki @) @ X X XK X X X | David Bass (P3)
Ministeria vibrans 0 00 000 Ander Urrutia (P3)
Txikispora 0 X X X XK XK X )
Integrins Tyrosine IPP complex Scaffold

Michelle Leger (P3)
kinase Xavier Grau-Bové (P3)

kinase




