
Uncultured microeukaryote clone M0E1B07 HM228116
OBEP010198271.1 metagenome assembly

OBRS01448766.1 metagenome assembly
Uncultured clone BOLA267 AF372774

Polyrhabdina pygospionis MT214481
Uncultured eukaryote clone D4P07E10 EF100329
Uncultured eukaryote clone D3P06D08 EF100310

Uncultured eukaryote clone D4P08G11 EF100335
Uncultured eukaryote clone D2P03D01 EF100263

Uncultured eukaryote clone D2P03E03 EF100264
Uncultured eukaryote clone CCA68 AY179973
Uncultured eukaryote clone CCI5 AY179974

Clone from Ammonia beccarii U07937
Uncultured eukaryote clone D1P02D11 EF100218

Uncultured eukaryote clone D3P06G03 EF100299
Uncultured eukaryote clone D2P04C08 EF100401

Uncultured eukaryote clone 1 215 EU545657
OBRS01442012.1 metagenome assembly

Uncultured eukaryote clone CCI73 18S AY179972
OBRS01496944.1 metagenome assembly

OBRS01813589.1 metagenome assembly
OBEP011228160.1 metagenome assembly

Environmental sequence AT4 16 AF530523
Uncultured eukaryote isolate C3 E014 AY046873
Uncultured eukaryote clone DSGM 11 AB275011

OBRS01798897.1 metagenome assembly
Environmental sequence D510A06 EF100366

Environmental sequence DM2 SGM06 AB505585
Trollidium akkeshiense MN381955

Uncultured eukaryote clone A7 45624 KT813713
Environmental sequence HR NC03 18 KT346282

Ancora sagittata ribotype1 KX982503
Polyplicarium translucidae JX535348

Polyplicarium lacrimae JX535344
Polyplicarium citrusae JX535336

Environmental sequence DSGM 13 AB275013
Uncultured eukaryote C1 E039 AY046636

Uncultured eukaryote OTU 706 MN189374
B23 250P12 0239DSNP001F P3 JQ242162

Paralecudina polymorpha morph1 AY196706
Paralecudina anankea KY678216

Environmental sequence SS1 E 01 45 EU050982
Environmental sequence NAMAKO 25 AB252765

marine sediment metagenome KDOT01001362.1
Environmental sequence DSGM 8 AB275008

OTU 255 MN188336
OTU 250 MN188331

Uncultured eukaryote clone PS13G4 GU072526
PS13B11 GU072504

KAGV01004325.1
OTU 299 MN188380

OTU 226 MN188307
OTU 159 MN188240

Trichotokara japonica JX426617
Trichotokara nothriae GU592817

Trichotokara eunicae JX426618
Environmental sequence DSGM 74 AB275074

Neogregarinorida sp. OPPPC1 AB748927
Ascogregarina taiwanensis EF666482

Monocystis agilis AF457127
Geneiorhynchus manifestus FJ459739

Stylocephalus giganteus FJ459761
Gregarina blattarum FJ459741

ERR2355433.7000
WNGP01017220.1 Soil metagenome

Gregarina sp. ex Phaedon brassicae JF412715
Gregarina niphandrodes AF129882

Thiriotia pugettiae HQ876006
RCNE010007466.1 v2

PVBE010753574.1
JYMV01033090.1 Hydrothermal vent

Cephaloidophora communis HQ891113
Heliospora longissima ex E. vittatus HQ891115

Heliospora caprellae assembled
RCNB010138077.1

Cuspisella ishikariensis MF537615
Loxomorpha cf. harmothoe MF537616

Veloxidium leptosynaptae JN857966
DSGM 6 AB275006
Pterospora schizosoma DQ093793

Urospora ovalis KR868712
Lankesteria abbotti DQ093796

metagenome Lecudina aff. longissims JAAUYE010031376.1
Lecudina tuzetae AF457128

Cryptosporidium muris AAZY02000009
Rhytidocystis dobrovolskiji MT231947

ERR2355433.9388
Stenophora robusta FJ459760

ERR2355433.8040
Hepatozoon canis MH615006

Toxoplasma gondii strain RH M97703
Eimeria tenella AF026388

Theileria parva L02366
Babesia microti FO082874
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