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Dataset S2. Gene trees and genomic PCR associated information. Gene trees for a
given gene presented with Bayesian (top) and bootstrap (500) support (lower). Gene tree
information includes the gene identifier for a given tardigrade gene, NCBI accession
number and taxon label in each tree for genes used in our alignments. Pertinent

information for each genomic PCR.



Gene trees

Key:

Met = metazoan
Pla = plant

Fun = fungi

Pro = protist

Arc = archaea

Eub = eubacteria

H_duj = Hypsibius dujardini (tardigrade)



snap_masked_scaffold16703_size5213_processed_gene_0.5
chromosomal replication initiator protein DnaA

Pro_3 [Trypanosoma cruzi]

Pro_4 [Trypanosoma cruzi Dm28c]

Fun_5 [Magnaporthe oryzae Y34]

Pla_3 [Prunus persica]
0.98 0.42

Met_4 [Ixodes scapularis]
. 175 0.61

238 Pla_2 [Arabis alpina
0.78 0.69 I: 2 [ pina]
234 255 Arc_2 [Halorubrum litoreum]

- 0.31 — Met_3 [Trichuris trichiura]

500 . _—
185 Fun_4 [Clavispora lusitaniae ATCC 42720]

0.74 I— Met_5 [Cavia porcellus]
192 I— Fun_3 [Enterobacter sp. Ag1]

0.98
306

Pro_1 [Paulinella chromatophora]

0.46 Arc_1 [euryarchaeote SCGC AAA261-E04]
179

Met_1 [Amphimedon queenslandica]
0.23 0.91

Pro_2 [Entamoeba histolytica HM-1:IMSS-B]
78 335 0.97

403 0.84 I Fun_1 [Beauveria bassiana D1-5]
0.68 365 [ Pla_1 [Cucumis sativus]

196

Fun_2 [Pseudogymnoascus destructans 20631-21]

0.54 Met_2 [Ixodes scapularis]
164

Eub_10[Rhodopseudomonas palustris]

0.71 L

262 439 L': Eub_9 [Bradyrhizobium sp. OHSU_III]
371

Eub_8 [Bradyrhizobium elkanii]
0.98

351 1 ,— Eub_6 [Rhodomicrobium udaipurense JA643]

494 I Eub_7 [Pedobacter oryzae]

0.52
201 H_duj [Hypsibius dujardini]

1 I Eub_4 [Thermonema rossianum]

458 298 I
0.97 Eub_5 [Nafulsella turpanensis]

328 Eub_2 [Hassallia byssoidea]

468 L‘: Eub_3 [Marivirga tractuosa]
325 Eub_1 [Fulvivirga imtechensis]




snap_masked_scaffold21250_size3389_processed_gene_0.4
Fis family transcriptional regulator

Pla_3 [Camelina sativa]

Pla_4 [Arabidopsis thaliana]

0.04  — H_duj [Hypsibius dujardini]
64 I Fun_4 [Absidia idahoensis var. thermophila]
o1 Pla_2 [Arabidopsis thaliana]
37 0.32 Pro_1  [Pseudomonas]
120 Met_1 [Necator americanus]
Eub_3 [Fimbriimonas ginsengisoli Gsoil 348]
0.94 Eub_4 [Dictyoglomus thermophilum]
308
0.89 Eub_5 [Chthonomonas calidirosea]
222 Eub_7 [Acetonema longum]
0.83 1
222 258 0.55 Eub_9 [Thermosinus carboxydivorans]
219 0.96 Eub_8 [Pelosinus]
0.52
192 400 Eub_10 [Pelosinus sp. UFO1]
0.02 Eub_1 [Ktedonobacter racemifer]
3 0.99
337 L‘: Eub_2 [Herpetosiphon aurantiacus]
336 Eub_6 [Chloroflexus]
Pla_1 Physcomitrella patens
0.15 - [Phy P !
88 L': Fun_1 [Beauveria bassiana D1-5]
215 Met_2 [Capitella teleta]
0.04 Pla_5  [Solanum tuberosum]
1
Pro_2  [Guillardia theta]
Pro_4  [Paulinella chromatophora]
0.28 0.9 0.59
22 136 82 0.88 Met_4  [Trichuris trichiura]
46 . 298 Met_3  [Aptenodytes forsteri]
0.19
85 0.89 — Pro_5  [Chondrus crispus]
246 Pro_3  [Gracilaria salicornia]
N_vec [Nematostella vectensis]
0.07
48 0.99 Fun_3  [Schizophyllum commune H4-8]

346 L‘: Fun_2  [Rhizoctonia solani AG-1 1B]
3 Fun_5

[Trichosporon asahii var. asahii CBS 2479]



Integrase

0.82

snap_masked_scaffold15974_size5576_processed_gene_0.4

0.87

134

0.7

0.73
318

0.92

500

279

308

161

402

339

172

147

0.99
362

Eub_5
Eub_1

H_duj

0.98

0.98

472

Eub_8

0.55 Eub_6
274 I: Eub_3

500

498

Eub_2

321 Eub_4

Eub_7

0.04

0.1

Eub_10

,— Arc_5

384

0.3

238

401

0.74
383

I Arc_4
Arc_3

Arc_1

Arc_2

P2

0.99

470

I Pla_1

499

0.57

0.51

0.05

Met_3

374

204

347

Met_2
Pro_1

Pla_3

Met_1

164

0.47

250

[Methylotenera mobilis]

[Methylobacillus flagellatus]

[Hypsibius dujardini]

[Candidatus Accumulibacter sp. SK-02]
[Methylophilus sp. 5]

[Methylotenera sp. L2L1]
[Methylophilaceae bacterium 11]
[Methylomicrobium]

[Methylosarcina lacus]

[Methylomonas methanica]
[Pseudomonas alcaligenes]
[Aciduliprofundum boonei]

[archaeon GW2011_AR11]

[Candidatus Methanoperedens nitroreducens]
[candidate division DUSEL4 archaeon SCGC AAA011-L22]
[archaeon GW2011_AR9]

[Ricinus communis]

[Oryza sativa Indica Group]
[Thelohanellus kitauei]

[Brugia malayi]

[Perkinsus marinus ATCC 50983]

[Vitis vinifera]

[Clonorchis sinensis]

[Chondrus crispus]

[Ricinus communis]

[Thelohanellus kitauei]

[Plasmodium knowlesi strain H]
[Rhizophagus irregularis DAOM 181602]
[Heterosigma akashiwo]

[Kryptoperidinium foliaceum]



snap_masked_scaffold15732_size5688_processed_gene_0.5
glutamate--cysteine ligase

0.92
329
0.77
307
1
>00 0.95
307
0.98
0.32 464 1
o 0.72 —
407
0.82
292
0.52
228
0.95
271
0.94
290
1
0.52 72
141 !
479
0.88
298 0.94
1
278
417
1
500
0.99
389
1
460 0.98
349

Arc_4

Arc_1

Arc_3

Eub_1

H_duj

Eub_6

Eub_8

Eub_2

Eub_4

Eub_7

Eub_10

Eub_5

Eub_9

Eub_3

Pla_5

Pla_1

Pla_3

Pla_2

Pla_4

Pro_3

Pro_4

Pro_2

Pro_1

Pro_5

Arc_2

[Methanoregula boonei]

[Methanomassiliicoccus luminyensis]

[Methanosaeta concilii]

[Hyphomicrobium nitrativorans]

[Hypsibius dujardini]

[Bradyrhizobium sp. STM 3843]

[Azorhizobium caulinodans]

[Bosea sp. 117]

[Ancylobacter sp. FA202]

[Chelatococcus sp. GW1]

[Methylopila sp. 73B]

[Sneathiella glossodoripedis]

[Magnetospirillum gryphiswaldense]

[alpha proteobacterium MA2]

[Selaginella moellendorffii]

[Nelumbo nucifera]

[Dimocarpus longan]

[Theobroma cacao]

[Eucalyptus grandis]

[Micromonas pusilla CCMP1545]

[Micromonas sp. RCC299]

[Chlamydomonas reinhardtii]

[Chlorella variabilis]

[Coccomyxa subellipsoidea C-169]

[Methanococcus maripaludis]



snap_masked_scaffold11172_size8401_processed_gene_0.10
Acetyl-CoA acetyltransferase

0.89
303 0.99
0.78 326 0.88
282 1 273
365
1
1 497 1
500 500 1
395 0.83
0.96 {
1 184
! 249
195
1 1
500 250 1
494 1
500
—
1 500
487
—1
0.03 496
0.74
161 1
315 —
500
1 -
1 452
0.01
500 _
50 ! 1
0.01 500
38
0.01
0 56 1
27 472 1
490 1
292 0.97
330
0.01 —
67 I

Malus domestica]

Pyrus x bretschneideri]
Prunus persica]

Brassica napus]

Dictyostelium discoideum AX4]
candidate division YNPFFA]

uncultured marine group II/Ill euryarchaeote KM3_75_E04]

Natrialba hulunbeirensis]
Beauveria bassiana D1-5]
Pseudomonas sp. GM78]
Herbaspirillum massiliense]
Geopsychrobacter electrodiphilus]
Aromatoleum aromaticum]
Burkholderia cepacia]

Azoarcus toluclasticus]

Hypsibius dujardini]
Acinetobacter calcoaceticus]
Serpens flexibilis]

Laribacter hongkongensis]
Laribacter hongkongensis]
Geoglobus acetivorans]
Archaeoglobus fulgidus]

Cucumis sativus]

Crassostrea gigas]

Danaus plexippus]

Nestor notabilis]

Ascaris suum]

Caenorhabditis elegans]
Aphanomyces invadans]

Albugo candida]

Phytophthora parasitica INRA-310]
Mortierella verticillata NRRL 6337]

Rhizopus microsporus]

Mucor circinelloides f. circinelloides 1006PhL]

Nematostella vectensis]
Saccoglossus kowalevskii]
Sarcophilus harrisii]
Gallus gallus]

Chelonia mydas]
Chrysemys picta bellii]
Isochrysis galbana]

Batrachochytrium dendrobatidis JAM81]



snap_masked_scaffold10640_size8688_processed_gene_0.5

hypothetical protein HGMM_F07E12C19

0.55
221 0.98
305 0.8
348
0.98
294
0.45
175
0.07 —
0.86
4 |
224
0.23 0.67 ——
228 L
111
0.31
31 0.91
264 0.93
354 l:
0.16
13
0.02
11 0.14
43 0.17
0.19 0.02 46 0.99
12 23 288 l:
0.1 0.12 ——
5 91 L
0.25
48 0.14
0.08
39
14
0.89
165 0.85
0.16 287 l:
7
0.45
30

[Coffea canephora]

[Theobroma cacao]

[Brassica napus]

[Musa acuminata subsp. malaccensis]
[Oryza brachyantha]

[Aspergillus niger CBS 513.88]
[Bathycoccus prasinos]

[Emiliania huxleyi CCMP1516]
[Branchiostoma floridae]

[Trametes versicolor FP-101664 SS1]
[Bathycoccus prasinos]
[Pestalotiopsis fici W106-1]
[Candidatus Caldiarchaeum subterraneum]
[Aureococcus anophagefferens]
[Aeropyrum pernix]

[Aeropyrum camini]

[Saccharomyces arboricola H-6]
[Hypsibius dujardini]

[Ignavibacterium album]

[Bacillus cereus]

[Paenibacillus sp. JDR-2]

[Aequorivita sublithincola]
[Haliscomenobacter hydrossis]
[Owenweeksia hongkongensis]
[Crocinitomix catalasitica]

[Coniophora puteana RWD-64-598 SS2]
[Candidatus Acetothermus autotrophicum]
[Cenarchaeum symbiosum]
[Nitrososphaera viennensis EN76]
[Acidobacterium capsulatum]
[Capitella teleta]

[uncultured Bacteroidetes bacterium]



snap_masked_scaffold10032_size9031_processed_gene_0.5
RNA 2'-phosphotransferase

Arc_1  [Pyrobaculum aerophilum]

Arc_2  [Pyrobaculum arsenaticum]

1 l— Arc_4  [Halogranum salarium]
488 &: Arc_3  [Halonotius sp. JO7HN6]
253 Arc_5 [Salinarchaeum sp. Harcht-Bsk1]
1 —— Eub_3 [Rudanella lutea]
073 362 L Eub_6 [Spirosoma panaciterrae]
134 H_duj [Hypsibius dujardini]
0.67 Met_1 [Apis mellifera]
117 0.77 037 Eub_5 [Cytophaga hutchinsonii]
152 192 1 Eub_7 [Sporocytophaga myxococcoides]
0.72 481 Eub_9 [Sporocytophaga myxococcoides]
235 0.25 Eub_4 [Sphingobacterium sp. ITKGP-BTPF85]
117 1 Eub_1 [Mucilaginibacter paludis]
441 Eub_10 [Cytophagales str. B6]
Eub_2 [Flavobacterium columnare]
Eub_8 [Runella slithyformis]
Pro_3 [Dictyostelium discoideum AX4]
0.16 1 Pla_1 [Physcomitrella patens]
39 0.4 =00 0.96 Pla_4  [Populus trichocarpa]
193 341 0.49 Pla_5 [Camelina sativa]
172 0.96 Pla_2 [Nelumbo nucifera]
0.19 0.92 333 Pla_3  [Cicer arietinum]

58 1 Fun_4 [Lichtheimia corymbifera JMRC:FSU:9682]
0.12 485 Fun_5

[Absidia idahoensis var. thermophila]

55 0.54 Fun_3 [Taphrina deformans PYCC 5710]
T: Fun_2 [Trametes versicolor FP-101664 SS1]
0.17 1 — Pro_2  [Paramecium tetraurelia strain d4-2]
109 500 | S Pro_4 [Paramecium tetraurelia strain d4-2]
! 0.35 0.86 l— Pro_5 [Albugo candida]
500 20 242 |;|: Met_3  [Chrysemys picta bellii]
0.72 482 Met_5 [Pelodiscus sinensis]
38 D_mel [Drosophila melanogaster]
0.52 0.8 Met_4 [Capitella teleta]
73 146 0.96 S_kow [Saccoglossus kowalevskii]
09 259 C_gig [Crassostrea gigas]
168 0.99 Met_2 [Amphimedon queenslandica]
2—79: N_vec [Nematostella vectensis]
0.87 — Fun_1 [Clavispora lusitaniae ATCC 42720]

331 | S Pro_1 [Entamoeba invadens IP1]



snap_masked_scaffold10028_size9034_processed_gene_0.14
hypothetical protein BW41_02662

Pla_4  [Prunus mume]

Pla_5 [Prunus mume]

0.66
210 Pla_1  [Prunus mume]
Pla_3  [Prunus persica]
0.86 Pro_4 [Saprolegnia diclina VS20]
462
Arc_4  [Thermococcus barophilus]
1 0.65
500 200 0.69 —— Arc_2  [Aciduliprofundum sp. MAR08-339]
206 . . .
1 —— Arc_3 [Candidatus Nitrososphaera gargensis]
500 .
Arc_5 [Geoglobus acetivorans]
0.9 Pro_3  [Acanthamoeba castellanii str. Neff]
291
0.93 Arc_1  [archaeon GW2011_AR20]
347
1 Pro_1 [Emiliania huxleyi CCMP1516]
1
468 >00 ‘——— Pro_2 [Emiliania huxleyi]
0.88 Pla_2  [Populus tremula x Populus alba]
263
H_duj [Hypsibius dujardini]
0.79
0.88 318 Eub_1 [Sphingomonas taxi]
283 0.95
409 0.7 Eub_3 [Sphingomonas melonis]
310
0.32 L———— Eub_2 [Sphingomonas sp. RIT328]
205
Eub_10 [Sandarakinorhabdus sp. AAP62]
038 1 Eub_8 [Blastomonas sp. CACIA14H2]
135 491
Eub_9 [Sphingomonas sp. 35-24ZXX]
0.17 . . -
o 0.96 Eub_4  [Sphingomonas parapaucimobilis NBRC 15100]
445
0.2 —— Eub_5 [Sphingomonas sp. S17]
109 : -
0.78 Eub_6 [Kirrobacter mercurialis]
316

Eub_7  [Sphingomonas sp. ATCC 31555]



snap_masked_scaffold10028_size9034_processed_gene_0.12

LysR family transcriptional regulator

1
464
1
396 0.01
1 124 0.97
348
1
500 0.68 —
152 I
0 0.01
35
37 0.08
131 1
392
0.02 0.93 0.78 —
60 339 369 |
! 0.88
498 287 1
0.75 481 l:
201
0.97
0.01
307 0.56
18
94 0.79
121 0.99
266 0.66
165 0.65
197 l:
0.85
118 1
493 1
0.8 492 0.28
o1 203 0.96
388 l:
0.98
254

[Methanococcus aeolicus]
[Methanococcus maripaludis]
[Methanocaldococcus vulcanius]
[Methanocaldococcus infernus]
[Methanopyrus kandleri]
[Acinetobacter]

[Rahnella]

[Ricinus communis]
[Nematostella vectensis]
[Cucumis sativus]

[Beauveria bassiana D1-5]
[Ricinus communis]

[Ixodes scapularis]

[Batrachochytrium dendrobatidis JAM81]

[Daphnia pulex]

[Beauveria bassiana D1-5]
[Sphingomonas sp. KC8]
[Zymomonas mobilis]
[Sphingobium lactosutens]
[Novosphingobium subterraneum]
[Novosphingobium aromaticivorans]
[Hypsibius dujardini]
[Sphingomonas melonis]
[Sphingomonas sp. ERG5]
[Alphaproteobacteria]
[Sphingomonas elodea]
[Sordaria macrospora k-hell]
[Sphingomonas sp. 37zxx]
[Ricinus communis]
[Lithodesmium undulatum]
[Gracilaria tenuistipitata var. liui]
[Calliarthron tuberculosum]
[Grateloupia taiwanensis]
[Chondrus crispus]

[Necator americanus]

[Cucumis sativus]

[Beauveria bassiana D1-5]



snap_masked_scaffold9447_processed_gene_0.6
aldehyde dehydrogenase

Pla_4

Pla_5

499

500

Pro_3
Eub_8

500

0.78

500

500 0.87

313

0.38

193

0.36

159

422

307

0.72

500

212

495

363

0.48

499

166

0.92

270

251

0.95

370
0.99 1

286 500

0.77

187

0.81

161

[Fragaria vesca subsp. vesca]
[Solanum tuberosum]
[Aphanomyces invadans]
[Geobacillus subterraneus]

[Geobacillus vulcani]

166 Eub_10 [Geobacillus sp. G1w1]

[Brevibacillus sp. phR]

[Paenibacillus sabinae T27]
[Alicyclobacillus pohliae]

[Bacillus sp. FJAT-14578]

[Bacillus sp. UNC41MFS5]

[Bacillus firmus DS1]

[Bacillus oceanisediminis]
[Candidatus Caldiarchaeum subterraneum]
[Hypsibius dujardini]

[Natrinema altunense]

[Natrinema sp. J7-2]

[Halorubrum sp. AJ67]

[Natrinema versiforme]

[Tamarix hispida]

[Mimulus guttatus]

[Caenorhabditis elegans]

[Perkinsus marinus ATCC 50983]
[Albugo candida]
[Pseudogymnoascus pannorum VKM F-103]
[Aspergillus ruber CBS 135680]
[Aspergillus clavatus NRRL 1]
[Penicillium chrysogenum Wisconsin 54-1255]
[Phytomonas sp. isolate EM1]
[Oxytricha trifallax]

[Drosophila melanogaster]
[Crassostrea gigas]

[Gallus gallus]

[Vicugna pacos]

[Ceratotherium simum simum]
[Orcinus orca]

[Chrysochloris asiatica]

[Echinops telfairi]

[Saccoglossus kowalevskii]
[Nematostella vectensis]
[Schizosaccharomyces pombe 972h-]
[Selaginella moellendorffii]



snap_masked_scaffold9056_size9691_processed_gene_0.3
hypothetical protein ACD_44C00357G0002

Arc_3 [uncultured marine group II/Ill euryarchaeote KM3_141_A08]

Arc_4 [uncultured marine group II/Ill euryarchaeote KM3_89_F04]
0.98 | —— Eub_4 [Thermosynechococcus sp. NK55]

345 L Eub_5 [Cyanothece sp. CCY0110]

Eub_7 [Chlorobium sp. GBChIB]

Eub_1 [lgnavibacterium album]

0.96
0.78 127 0.94
174 144 0.61

H_duj [Hypsibius dujardini]

Eub_6 [Terriglobus roseus]
104 0.97

0.96 199 0.9

Eub_8 [Edaphobacter aggregans]

0.95 Eub_3 [Pirellula staleyi]

196 98 0.63 163 1 Arc_1 [Methanomassilicoccus luminyensis]

1 500 Arc_2 [Candidatus Methanomassiliicoccus intestinalis]

52
500 Eub_10 [Acidobacteria bacterium KBS 146]

1 .  — Eub_2 [Chlorobium phaeobacteroides]
397 | S Eub_9 [Pelodictyon phaeoclathratiforme]

Arc_5 [Ignisphaera aggregans]
Fun_5 [Zymoseptoria tritici IPO323]

1 Pro_5 [Theileria orientalis strain Shintoku]

0.99 452 &: Pro_1 [Plasmodium knowlesi strain H]
253 Pro_4 [Cryptosporidium muris RN66]

404

482

1 — Fun_1 [Trichosporon asahii var. asahii CBS 2479]
1 442 | S Fun_3 [Agaricus bisporus var. bisporus H97]

499 Fun_2 [Rozella allomycis CSF55]

0.01 1 [ Met_3 [Loa loa]

0.74 54 o 474 | S C_ele [Caenorhabditis elegans]

218 41

D_mel [Drosophila melanogaster]

0.01 C_gig [Crassostrea gigas]

52
0.97 1 Met_1 [Mus musculus]

158 460 0.99
0.7 366 1 Met_4 [Monodelphis domestica]

102 381 Met_2 [Callithrix jacchus]

Met_5 [Papio anubis]

0.84
144

0.94 — N_vec [Nematostella vectensis]
217 | S_kow [Saccoglossus kowalevskii]

1 | —— Pro_2 [Galdieria sulphuraria]
368 | S Pro_3 [Cyanidioschyzon merolae strain 10D]

Fun_4 [Rhizopus microsporus]

0.87

Pla_4 [Theobroma cacao]

203 0.98 Pla_2 [Morus notabilis]

at 0.87 364 1 Pla_1 [Oryza sativa Japonica Group]

235

500 Pla_3 [Oryza sativa Japonica Group]

Pla_5 [Gossypium arboreum]



snap_masked_scaffold8624_processed_gene_0.6
short-chain dehydrogenase

Pla_3

Pla_5

0.66 — Pla22

212 | Pla_4

! Pla_1
491 1 C_ele
Fun_1

362
1 N_vec
0.83

500 D_mel
155 1 1 '7 Met_3
118 0.98 489 Met_2

275 G_gal

0.24 -9
69 0.81 Met_3
Met_4

0.77 137 0.78 -
0.59 S_kow

96 178

152 C_gig
0.97 Fun_5
Fun_2

271 0.82 -
278 1 Fun_3
348 Fun_4

1 Pro_3

1 500 Pro_4

243

414 1 Pro_2

461 1 Pro_1

1 401 Pro_5
0.59 Eub_4

a1 e
0.98 180 Eub_5
0.65 356 Eub_3
165 Eub_2
L Eub_1
264 0.91

265 1 Arc_1

428 Arc_8

0.98 1 0.08 Arc_3

277 500 0.20 284 0.99 Arc_7

L - 316 Arc_9

388 113 Arc_5

1  Arc2

497 S Arc_4

[Glycine max]

[Lotus japonicus]

[Pyrus x bretschneideri]

[Pyrus x bretschneideri]

[Coffea canephora]

[Caenorhabditis elegans]

[Mucor circinelloides f. circinelloides 1006PhL]
[Nematostella vectensis]
[Drosophila melanogaster]

[Oryzias latipes]

[Xiphophorus maculatus]

[Poecilia reticulata]

[Gallus gallus]

[Hydra vulgaris]

[Branchiostoma floridae]
[Saccoglossus kowalevskii]
[Crassostrea gigas]

[Pyronema omphalodes CBS 100304]
[Rhizopus delemar RA 99-880]
[Rhizophagus irregularis DAOM 181602]
[Mortierella verticillata NRRL 6337]
[Saprolegnia diclina VS20]
[Saprolegnia parasitica CBS 223.65]
[Phytophthora parasitica INRA-310]
[Phytophthora parasitica INRA-310]
[Phytophthora sojae]

[Paenibacillus macerans]
[Chlorobium phaeobacteroides]
[Hypsibius dujardini]

[Bacillus simplex]
[Thermomonospora curvata]

[Conexibacter woesei]

Arc_10 [Natronococcus jeotgali]

[Halogranum salarium]

[Haloferax sulfurifontis]

[Haloferax denitrificans]

[Haloferax volcanii DS2]

[Haloferax prahovense]

[Haloferax]

[Haloferax]

[Halosarcina pallida]

[Halogeometricum borinquense DSM 11551]



snap_masked_scaffold8578_size10052_processed_gene_0.10
polysaccharide biosynthesis protein CapD

C_gig [Crassostrea gigas]

S_kow [Saccoglossus kowalevskii]

Pro_4 [Acytostelium subglobosum LB1]
1 — Fun_4 [Lichtheimia corymbifera JMRC:FSU:9682]
1 478 L Fun_5 [Rhizophagus irregularis DAOM 181602]

359 0.89 Pro_2 [Dictyostelium discoideum AX4]

194 0.96

1 210 ! . . .
1 Pla_4 [Citrus sinensis]
441

0.98 458 0.97 Pla_3 [Morus notabilis]

Pro_1 [Entamoeba invadens IP1]

Pro_3 [Blastocystis hominis]

388 480 Pla_5 [Prunus persica]

1 0.95 | G_gal [Gallus gallus]
455 341 |L|: Met_4 [Astyanax mexicanus]
Met_5 [Esox lucius]
1 | Pro_5 [Thalassiosira pseudonana CCMP1335]
433 { D_mel [Drosophila melanogaster]
C_ele [Caenorhabditis elegans]

Pla_2 [Ricinus communis]

>00 0.62 1 [ Arc_4 [Methanocaldococcus jannaschii]
168 1 478 | Arc_5 [Methanotorris formicicus]
478 1 Met_3 [Meleagris gallopavo]
1 Fun_2 [Batrachochytrium dendrobatidis JAM81]
1 500 Fun_3 [Enterocytozoon bieneusi H348]

460 0.66 ——— Arc_2 [Methanococcus maripaludis KA1]
120 e Arc_3 [Methanococcus vannielii]
0.7 — Arc_1 [uncultured marine thaumarchaeote KM3_17_C07]
0.49 138 L Eub_9 [delta proteobacterium PSCGC 5451]
58 N_vec [Nematostella vectensis]

0.1 0.62 Eub_10 [Dethiobacter alkaliphilus]

0.26 36 155 0.37 Eub_6 [Thermacetogenium phaeum]
17 0.88 111 Pla_l [Ricinus communis]
131 0.15 Fun_1 [Batrachochytrium dendrobatidis JAM81]

0.58 Met_1 [Necator americanus]

0.62

156 Met_2 [Amphimedon queenslandica]

52 0.88 Eub_5 [Verrucomicrobiae bacterium DG1235]

250 0.46

Eub_4 [Coraliomargarita akajimensis]

05 Eub_3 [uncultured verrucomicrobium HF0500_08N17]
100 -
0.13 167 0.71 H_duj [Hypsibius dujardini]

56 161 0.87 Eub_1 [Pedosphaera parvula]

201 Eub_2 [unclassified Verrucomicrobia (miscellaneous)]

1 [ Eub_7 [Mariprofundus ferrooxydans]
497 | S Eub_8 [Mariprofundus ferrooxydans]
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recombinase RecR

Pro_1 [Paulinella chromatophora]

Met_2 [Capitella teleta]

N_vec [Nematostella vectensis]

Arc_1 [uncultured marine thaumarchaeote KM3_70_D04]
0.66

221

Met_4 [Clonorchis sinensis]

0.56

208 Eub_4 [Caldicoprobacter oshimai]

Eub_10 [Aneurinibacillus aneurinilyticus]

0.94
410 215 Eub_9 [Sporosarcina sp. ZBG7A]

0.98

383

284 ————————— Met_1 [Trichuris trichiura]
0.67 1

155 424
0.72

280

Met_3 [Apis florea]

Eub_7 [Paenibacillus sp. A9]

Eub_5 [Thermoanaerobacter]
0.91 0.97

159 277

Eub_6 [Thermoanaerobacter]

Eub_8 [Nitrolancetus hollandicus]

0.95
224 Eub_1 [Caldilinea aerophila]

0.77
175 Eub_2 [uncultured Chloroflexi bacterium]

0.21

68 ————— H_duj [Hysibius dujardini]
0.48

137

Eub_3 [Thermobaculum terrenum]
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hypothetical protein

500

0.92

248

0.88

238

0.97

500

360

458

462

500

499

484

393

0.99

480

363

269

0.23
87

498

0.47
132

0.99

497

421

0.98

315

346

0.49
73

0.54
128

[Solanum tuberosum]

[Nicotiana sylvestris]

[Mimulus guttatus]

[Populus trichocarpa]

[Nelumbo nucifera]
[Caenorhabditis elegans]
[Drosophila melanogaster]

[Achlya hypogyna]

[Halogranum salarium]

[Rudanella lutea]

[Fibrella aestuarina]

[Niastella koreensis]

[Segetibacter koreensis]

[Niabella aurantiaca]

[Niabella soli DSM 19437]
[Hypsibius dujardini]

[Terrimonas ferruginea]
[Sediminibacterium sp. OR53]
[Mucilaginibacter paludis]
[Segetibacter koreensis]
[Methanoculleus bourgensis]
[Methanoculleus bourgensis]
[Botryobasidium botryosum FD-172 SS1]
[Coniophora puteana RWD-64-598 SS2]
[Yarrowia lipolytica CLIB122]
[Candida tenuis ATCC 10573]
[Kluyveromyces dobzhanskii CBS 2104]
[Dictyostelium discoideum AX4]
[Dictyostelium fasciculatum]
[Polysphondylium pallidum PN500]
[Acytostelium subglobosum LB1]
[Crassostrea gigas]

[Saccoglossus kowalevskii]
[Nematostella vectensis]
[Trichoplax adhaerens]
[Branchiostoma floridae]

[Ciona intestinalis]

[Amphimedon queenslandica]

[Strongylocentrotus purpuratus]



snap_masked_scaffold5085_processed_gene_0.8
RNA helicase

Met_2 [Bombus impatiens]

Met_3  [Trichuris trichiura]

Pro_1  [Paulinella chromatophora]

Fun_3 [Beauveria bassiana D1-5]

1 | Eub_5 [Fusobacterium ulcerans]
500 { Eub_9 [Cetobacterium somerae]
372 Eub_6 [llyobacter polytropus]
1 1 — Eub_7 [Spirochaeta smaragdinae]
500 500 L Eub_8 [Spirochaeta bajacaliforniensis]
0.74 H_duj [Hypsibius dujardini]
Tos 1 | Eub_1 [Calditerrivibrio nitroreducens]
430 &: Eub_3 [Deferribacter desulfuricans]
0.35 037 325 Eub_10 [Flexistipes sinusarabici]
62 42 0.47 Eub_2 [Marinitoga piezophila]
- 1 Arc_2  [Methanothermococcus okinawensis IH1]
0.99 0.81 379 1 Arc_3  [Methanococcus vannielii SB]
380 101 29 1 Arc_1  [Methanococcus maripaludis C7]
460 1 Arc_4  [Methanococcus maripaludis S2]
435 Arc_5 [Methanococcus maripaludis X1]
Eub_4 [Candidatus Scalindua brodae]
Met_1 [Apis florea]
021 Pla_l  [Selaginella moellendorffii]
98 1 C_ele  [Caenorhabditis elegans]
0.52 0.68 500 1 Met_4 [Ancylostoma ceylanicum]
o1 328 498 Met_5 [Ancylostoma ceylanicum]
0.49 | Pro_2 [Babesia microti strain Rl]
198 |;': Pro_3  [Phytophthora parasitica INRA-310]
500 Pro_5 [Phytophthora infestans T30-4]
520 1 Pro_4 [Micromonas sp. RCC299]
260 1 Pla_4  [Populus trichocarpa]
290 0.15 Pla_2  [Fragaria vesca subsp. vesca]
157 0.3 Pla_3  [Camelina sativa]
1 198 Pla_5 [Selaginella moellendorffii]
462 1 Fun_5 [Ophiostoma piceae UAMH 11346]
268 1 Fun_1 [Ogataea parapolymorpha DL-1]
0.57 474 0.97 Fun_2 [Dekkera bruxellensis AWRI1499]
203 344 Fun_4 [Pichia kudriavzevii]
1 D_mel [Drosophila melanogaster]
203 0.55 N_vec [Nematostella vectensis]
221 0.96 C_gig [Crassostrea gigas]
246 0.9 G_gal [Gallus gallus]

233 S_kow [Saccoglossus kowalevskii]
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hypothetical protein mv_R860

0.98 —
0.96 383 S
236
0.53 0.77
112 247 L
1 435 1
449 0.99 449 1 I:
339 497
1
334
0.42 !
Tos 500 |
1
0.3 08
498
4
L 59
500
1 0.99 —
473 362 | I
1
340
0.54
167 0.45
248
1
500 0.56
284

Pro_1
Pro_4
Pro_3
Arc_1
H_duj
Eub_1
Pro_5
Fun_3
Fun_5
Fun_2
Fun_4

Pro_2

[Dictyostelium discoideum AX4]
[Dictyostelium purpureum]

[Polysphondylium pallidum PN500]

[Marine Group Il euryarchaeote SCGC AB-629-J06]

[Hypsibius dujardini]
[Ruminococcus sp. JC304]
[Dictyostelium fasciculatum]
[Fomitopsis pinicola FP-58527 SS1]
[Eutypa lata UCREL1]

[Ajellomyces capsulatus H143]
[Paracoccidioides brasiliensis Pb18]
[Coccomyxa subellipsoidea C-169]
[Mortierella verticillata NRRL 6337]
[Daphnia pulex]

[Daphnia pulex]

[Nicotiana tomentosiformis]
[Fragaria vesca subsp. vesca]
[Fragaria vesca subsp. vesca]
[Arabis alpina]

[Naegleria gruberi strain NEG-M]
[Arabidopsis thaliana]

[Capsella rubella]

[Capsella rubella]

[Camelina sativa]

[Camelina sativa]

[Mycobacterium phlei]

[Blautia sp. CAG:237]
[butyrate-producing bacterium SS3/4]

[Mollicutes bacterium HR2]
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preprotein translocase subunit SecY

Pla_3 [Jatropha curcas]

Pla_5 [Eucalyptus grandis]

Pla_2 [Coffea canephora]

Pla_4 [Phaseolus vulgaris]

{ Pro_1 [Pyropia perforata]
1 500 Pro_5

[Porphyra purpurea]

0.88 474 1 Pro_2 [Guillardia theta]
249 452 0.96 Pro_3 [Rhodomonas salina]
441 Pro_4 [Pyrenomonas salina]
1 [ Eub_4 [Candidatus Kuenenia stuttgartiensis]
500 L Eub_5 [planctomycete KSU-1]
0.89 Eub_10 [Zavarzinella formosa]
299 1 1 — Eub_2 [Singulisphaera acidiphila]
453 0.64 471 L Eub6 [Isosphaera pallida]
L 202 0.66 Eub_8 [Blastopirellula marina]
186 1 Eub_3 [Planctomyces brasiliensis]
358
372 1 Eub_9 [Schlesneria paludicola]
406 Eub_7 [Planctomyces maris]
H_duj [Hypsibius dujardini]
1 Arc_1 [Candidatus Korarchaeum cryptofilum]
500 0.87 0.25 1 N_vec [Nematostella vectensis]
210 G_gal [Gallus gallus]
94 499 0.44 Met_4 [Struthio camelus australis]
181 0.08 Met_5 [Charadrius vociferus]
! 1 34 0.09 0.45 C_gig [Crassostrea gigas]
300 =00 39 0.49 T: S_kow [Saccoglossus kowalevskii]
0.72 152 i: C_ele [Caenorhabditis elegans]
228 262 D_mel [Drosophila melanogaster]
0.95 0.99 Fun_2 [Rhizophagus irregularis DAOM 197198w]
0.1 0.79 Fun_5 [Ogataea parapolymorpha DL-1]
265 307
116 212 1 Fun_3 [Trametes cinnabarina]
435 Fun_4 [Trichosporon asahii var. asahii CBS 2479]
0.95 Arc_3 [Pyrococcus furiosus]
1 0.15 T: Met_3 [Canis lupus familiaris]
92 129 0.08 Arc_5 [Methanobrevibacter boviskoreani]
53 1 Arc_2 [Ferroglobus placidus]
444 Arc_4 [Methanocorpusculum labreanum]
Eub_1 [Phycisphaera mikurensis]
1 Met_2 [Trichoplax adhaerens]
460 L: Pla_1 [Pyrus x bretschneideri]
495 Fun_1 [Beauveria bassiana D1-5]

Met_1 [Trichuris trichiura]
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NmrA family protein

1
467 1
478 1
420 0.95
307 0.3 I:
1 223
500
1
0.99
052 o=t
459
132
0.22 0.88
| I
100 254
= —
0.74 74 0.03 465
194 23 0.64
054 —
0.06 168
103
23 0.99 ——
| I
0.11 459
83
0.09 0.78
1 0.85
54 252 0.9
425
0.37 |
102 0.16
66
1
0.07 477
23
0.17 224
46
0.25
33 0.22
71

Pla_3
Pla_4
S_kow
Met_2

[Beta vulgaris subsp. vulgaris]
[Prunus persica]

[Saccoglossus kowalevskii]
[Xenopus laevis]

[Gallus gallus]

Balearica pavonina gibbericeps]
[Merops nubicus]

[Colius striatus]

[Chlorella variabilis]

[Halosimplex carlsbadense]
[Natronorubrum tibetense]
[Haloterrigena turkmenica]
[Pyrus x bretschneideri]
[Genlisea aurea]
[Polysphondylium pallidum PN500]
[Parachlamydia acanthamoebae]
[Dyadobacter alkalitolerans]
[Hymenobacter sp. DY53]
[Hyalangium minutum]
[Agrobacterium rhizogenes]
[Aureobasidium pullulans EXF-150]
[Fusarium acuminatum CS5907]
[Fusarium oxysporum Fo47]
[Streptomyces gancidicus]
[Saccharibacillus sacchari]
[Pectobacterium carotovorum]
[Rhodococcus fascians]
[Acaryochloris marina]
[Hypsibius dujardini]

[Ricinus communis]

[Halococcus saccharolyticus]
[Halococcus morrhuae]
[Naegleria gruberi strain NEG-M]
[Bathycoccus prasinos]

[Adineta vaga])

[Dictyostelium purpureum]
[Ajellomyces dermatitidis SLH14081]

[Rhizopus microsporus]
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alpha/beta hydrolase

0.32
157 0.93
448
0.69
177
1
0.93 500 0.25
406
0.98
451
1
1 499
109
479
0.79
0.54
471 200
73
1
472
0.97
162 0.92
0.76 163 1
202 246 0.26
111 0.1 I:
256
0.82
0.34
223 L 197 0.78 I:
279
478
1
464

301

Met_3
C_ele
Pla_1
S_kow
Met_2
C_gig
D_mel
ARc_5
Arc_3
Arc_2
Arc_4
Pro_1
Eub_8
Fun_2
Fun_4
Fun_1
Fun_3
Arc_1
Eub_9

Eub_4

[Caenorhabditis brenneri]
[Caenorhabditis elegans]
[Physcomitrella patens]
[Saccoglossus kowalevskii]
[Capitella teleta]

[Crassostrea gigas]
[Drosophila melanogaster]
[Natrialba taiwanensis]
[Natrialba aegyptia]
[Halorhabdus utahensis]
[Halosimplex carlsbadense]
[Nannochloropsis gaditana]
[Paenibacillus sp. URHA0014]
[Aspergillus nidulans FGSC A4]
[Aspergillus nidulans FGSC A4]
[Pestalotiopsis fici W106-1]
[Colletotrichum sublineola]
[Caldivirga maquilingensis]
[Candidatus Solibacter usitatus]

[Acidobacteriaceae bacterium KBS 96]

Eub_10 [Terriglobus saanensis]

Eub_5
Eub_6
Eub_7
Fun_5
Eub_1
Eub_2
H_duj
Eub_3
Met_1
Met_4

Met_5

[Granulicella mallensis]

[Acidobacteria bacterium KBS 146]

[Terriglobus roseus]

[Beauveria bassiana D1-5]

[Granulicella mallensis]

[Janthinobacterium agaricidamnosum NBRC 102515 = DSM 9628]
[Hypsibius dujardini]

[Granulicella tundricola]

[Necator americanus]

[Ancylostoma ceylanicum]

[Ancylostoma ceylanicum]



snap_masked_scaffold1455_size27142_processed_gene_0.8
glutamyl-tRNA synthetase

Arc_1 [Methanobrevibacter sp. AbM4]

Arc_5 [Methanobrevibacter ruminantium]

Arc_3 [Methanothermococcus okinawensis]

Arc_2 [Thermococcus barophilus]

Arc_4 [Pyrobaculum calidifontis]

467

449

445

Pla_1 [Picea sitchensis]
0.94 Pla_4 [Cucumis sativus]
368 0.96 Pla_3 [Morus notabilis]
433 1 Pla_2 [Oryza brachyantha]
492 Pla_5 [Hordeum vulgare]

&: Eub_4 [Segetibacter koreensis]
0.73 311 Eub_6

[Flavihumibacter sp. 3_3]

165 L: Eub_8 [Niastella koreensis]
243

1 Eub_10 [Solitalea canadensis]
498 0.8 — Eub_7 [Sediminibacterium sp. OR43]
0.49 228 S Eub_9 [Sediminibacterium salmoneum]
5 H_duj [Hypsibius dujardini]
1 1 Eub_1 [Niabella aurantiaca]
435 1 T: Eub_3 [Niabella soli DSM 19437]

381 &l: Eub_2 [Tolypothrix bouteillei]
263 463 Eub_5

[Terrimonas ferruginea]
1 Pro_4 [Phytophthora parasitica P1569]

500 &': Pro_1 [Saprolegnia parasitica CBS 223.65]
291 Pro_2

[Aphanomyces invadans]

1 0.91 —— Pro5 [Acanthamoeba castellanii str. Neff]
247 L Pro_3 [Dictyostelium purpureum]
Fun_4 [Mortierella verticillata NRRL 6337]

252

0.97
0.51 383 1

79 0.39 486 1
135 494

Fun_5 [Absidia idahoensis var. thermophila]

Fun_2 [Mucor circinelloides f. circinelloides 1006PhL]

1 Fun_1 [Rhizopus microsporus]
494 Fun_3 [Rhizopus delemar RA 99-880]

0.61 Met_1 [Trichoplax adhaerens]
86 1

——— D_mel [Drosophila melanogaster]
R — C_gig [Crassostrea gigas]

345 0.93 C_ele [Caenorhabditis elegans]

304 0.71
253 0.86

254 1
499

S_kow [Saccoglossus kowalevskii]

Met_3 [Branchiostoma floridae]

Met_4 [Alligator mississippiensis]

1 Met_5 [Merops nubicus]
479 1 Met_2 [Meleagris gallopavo]
497 G_gal [Gallus gallus]



snap_masked_scaffold1340_size28252_processed_gene_0.28
short-chain dehydrogenase

Pla_1  [Sesamum indicum]

Pla_3  [Mimulus guttatus]

Pla_4  [Nicotiana sylvestris]

0.98 Pla_2  [Beta vulgaris subsp. vulgaris]

323 Pla_5 [Ricinus communis]
0.73 Pro_5 [Saprolegnia diclina VS20]
281 0.66 Pro_4 [Chlamydomonas reinhardtii]

Pro_3  [Acytostelium subglobosum LB1]
0.72 Arc_5  [Haloquadratum sp. JO7THQX50]
184 1 Arc_2  [Halorubrum aidingense]

0.99 105 0.99

324 225

500 Arc_3  [Natronorubrum bangense]

{ Eub_4 [Marinomonas posidonica]
1 498 Eub_5

[Marinomonas mediterranea]

500 499 1 Eub_10 [Kordia algicida]

500 0.94 Eub_7 [Maribacter antarcticus]

329 Eub_8 [Psychroflexus torquis]
1 1 Eub_2 [Ktedonobacter racemifer]

wel 0.9 489 0.58 H_duj [Hypsibius dujardini]
: 209 Eub_1 [Ktedonobacter racemifer]

095 286 0.99 Eub_3 [Geobacter sp. OR-1]

241 277 1 Eub_6 [Methylovorus glucosotrophus]

0.92 387 Eub_9 [Niastella koreensis]

238 Arc_1 [Halococcus saccharolyticus]

Fun_1 [Sporothrix brasiliensis 5110]
0.71 0.42 o0 L Fun_4 [Kuraishia capsulata CBS 1993]
109 83 0.79 Fun_3 [Pseudogymnoascus pannorum VKM F-4514 (FW-929)]

1 378 265 0.75 Fun_5 [Eutypa lata UCREL1]
495 156 0.99 Fun_2 [Chaetomium globosum CBS 148.51]
339 Pro_1 [Acanthamoeba castellanii str. Neff]
0.94 [ Met_1 [Adineta vaga]
358 L Met2 [Adinetavaga]

Pro_2 [Ectocarpus siliculosus]
0.67 0.58 C_ele [Caenorhabditis elegans]
139 165 1 1 Met_5 [Loa loa]

462 500 0.94 Met_3 [Brugia malayi]

1 443 Met_4 [Brugia malayi]
495

1 D_mel [Drosophila melanogaster]

0.67 S_kow [Saccoglossus kowalevskii]

211 0.98 C_gig [acyl-carrier-protein] reductase
291 N_vec [Nematostella vectensis]

0.95 —— Arc_4 [Candidatus Nitrosoarchaeum koreensis]
189 | S G_gal [Gallus gallus]




snap_masked_scaffold1229_processed_gene_0.12
including n-acetylases of ribosomal protein

1 [ Pla3
421 I Pla_5
0.99 Pla_4
147 Met_5
0.85 Arc_2
315 Arc_4
0.82 H_duj
88 Fun_8
1 0.99 Fun_3
310
241 0.79 0.67 Fun_1
292 4'
1 224 Fun_9
0.98
420 1 Fun_6
0.75 359 Fun_7
50 Fun_2
0.94
! 371 1 Fun_4
259 243 0.99 I: Fun_10
423 Fun_5
0.99 Pro_1
0.99
401 Pro_2
363
0.72 Eub_2
0.98
0.97 98 Eub_1
87 100 0.9
9% 1 Eub_4
0.78 145 1 Eub_3
55 — 1
178 Pro_4
0.9 [ Met4
249 L e
Pla_1
0.41
43 0.63 Met_3
376 Arc_5
0.92 ———— Met_1
221 L Met2

[Citrus clementina]

[Brassica rapa]

[Cucumis sativus]

[Enterobacter cloacae]

[Eimeria praecox]

[Chlorocebus sabaeus]
[Halococcus hamelinensis]
[Halovivax ruber]

[Halogranum salarium]

[Hypsibius dujardini]
[Byssochlamys spectabilis No. 5]
[Pseudogymnoascus pannorum VKM F-3808]
[Grosmannia clavigera kw1407]
[Neofusicoccum parvum UCRNP2]
[Dothistroma septosporum NZE10]
[Macrophomina phaseolina MS6]
[Punctularia strigosozonata HHB-11173 SS5]
[Penicillium expansum]
[Talaromyces stipitatus ATCC 10500]
[Aspergillus clavatus NRRL 1]
[Dictyostelium fasciculatum]
[Dictyostelium fasciculatum]
[Polysphondylium pallidum PN500]
[Aequorivita capsosiphonis]
[Spirosoma linguale]

[Shewanella woodyi]

[Cesiribacter andamanensis]
[Polysphondylium pallidum PN500]
[Apis mellifera]

[Hahella ganghwensis]

[Ricinus communis]

[Hydra vulgaris]

[Methanosarcina mazei]
[Methanocella arvoryzae]
[Capitella teleta]

[Acyrthosiphon pisum]



snap_masked_scaffold1017_size31835_processed_gene_0.17
deoxycytidine triphosphate deaminase

0.33
263 0.81
386
1
493
1
500
! 0.99
500 456
1
258 0.95
0.7 312
! 247
477
1
490
0.79 —
0.5 363 |
234
1
0.5 480 I— Eub_10
0.98
225
323
0.71
190
0.43
! 129 0.47
377 o5
0.99
440
0.73
320

0.29
145

Fun_2

Fun_5

Fun_4

Fun_3

Met_3

Met_4

Fun_1

Met_2

Pro_2

Pro_4

Pro_5

Pro_3

H_duj

Eub_1

Eub_7

Eub_2

Eub_8

Pro_1

Met_1

N_vec

Eub_9

Eub_4

Eub_6

Eub_5

Eub_3

[Arthroderma gypseum CBS 118893]
[Trichophyton verrucosum HKI 0517]
[Dothistroma septosporum NZE10]
[Neofusicoccum parvum UCRNP2]
[Haliaeetus leucocephalus]
[Bombus impatiens]

[Beauveria bassiana D1-5]
[Bombus impatiens]

[Entamoeba invadens IP1]
[Dictyostelium fasciculatum]
[Polysphondylium pallidum PN500]
[Naegleria gruberi strain NEG-M]
[Hypsibius dujardini]
[Phycisphaera mikurensis]
[Gemmata obscuriglobus]
[Zavarzinella formosa]
[Acidobacterium sp. PMMR2]
[Edaphobacter aggregans]
[Paulinella chromatophora]
[Daphnia pulex]

[Nematostella vectensis]
[Lysobacter defluvii]

[Nautilia profundicola]
[Lebetimonas]

[Caminibacter mediatlanticus]

[Lebetimonas sp. JH292]



snap_masked_scaffold878_size3394/_processed_gene_0.18
3-oxoacyl-ACP reductase

G_gal [Gallus gallus]

C_gig [Crassostrea gigas]

0.93 ——— Pro3 [Guillardia theta CCMP2712]
384 S Pro_5 [Emiliania huxleyi CCMP1516]
L 1 ———— Pro_4 [Chlamydomonas reinhardtii]
450 1 300 Pro_2 [Coccomyxa subellipsoidea C-169]
321 Pro_1 [Acanthamoeba castellanii str. Neff]
0.97 1 [ Fun_4 [acyl-carrier protein] reductase
271 1 498 L Fun5 [acyl-carrier protein] reductase, variant
1 499 0.82 Fun_1 [acyl-carrier protein] reductase
457 145 0.95 Fun_3 [Dacryopinax sp. DJM-731 SS1]
232 Fun_2 [acyl-carrier protein] reductase
H_duj [Hypsibius dujardini]
1 | — Eub_1 [Xenophilus azovorans]
1 0.53 500 Eub_7 [Acidovorax sp. NO-1]
299 192 0.98 Eub_4 [Alcanivorax pacificus]
306 1 Eub_9 [Achromobacter xylosoxidans]
0.93 378 1 Eub_8 [Cupriavidus sp. HPC(L)]
1 247 385 1 Eub_6 [Sphingomonas]
500 372 Eub_10 [acyl-carrier-protein] reductase
0.92 | Eub_5) [Curvibacter lanceolatus]
232 |;': Eub_2 [Bradyrhizobium elkanii]
500 Eub_3 [Rhodopseudomonas palustris]
Arc_5 [Sulfolobus islandicus]
Arc_4  [Archaeoglobus sulfaticallidus]
! Arc_3 [Haloferax mediterranei]
283 0.56 0.81 [—— Pla_3 [acyl-carrier-protein] reductase 4-like
! 219 1 242 L Pla4 [Populus trichocarpal
390 0.83 500 0.52 Pla_5 [acyl-carrier-protein] reductase 4-like
124 188 0.98 Pla_l  [Zea mays]
456 Pla_2  [acyl-carrier-protein] reductase 4-like
0.53 0.98 [ Arc_1 [Thermoplasmatales archaeon SCGC AB-540-F20]
82 280 | Arc_2 [Candidatus Methanoperedens nitroreducens]
C_ele  [Caenorhabditis elegans]
! Met_1 [Ciona intestinalis]
437 0.49 0.77 [ S_kow [Saccoglossus kowalevskiil
193 1 264 L N.vec [Nematostella vectensis]
308 0.22 Met_4  [Chrysochloris asiatica]
137 1 Met_3 [Danaus plexippus]
249 0.27 D_mel [Drosophila melanogaster]
218 0.28 Met_2 [Apis florea]

137 Met_5 [Tribolium castaneum]



snap_masked_scaffold815_size34909_processed_gene_0.7
NmrA family protein

Pla_2  [Genlisea aurea]

Pla_4 [Eucalyptus grandis]

Pro_2 [Chlorella variabilis]
0.53
188 L S_kow [Saccoglossus kowalevskii]
789 1 Met_2 [Xenopus laevis]
462 1 G_gal [Gallus gallus]
0.48 201 0.94 Met_4 [Balearica pavonina gibbericeps]
264 263 0.27 Met_3  [Merops nubicus]
149': Met_5 [Colius striatus]
0.3 Pla_1  [Pyrus x bretschneideri]
137 1 Arc_2  [Halosimplex carlsbadense]
T: Arc_3  [Natronorubrum tibetense]
Met_1 [Adineta vaga]
1 1 Arc_1 [Halococcus saccharolyticus]
>00 0.34 497 1 Arc_4 [Halogeometricum borinquense]
17 E Arc_5 [Halogeometricum borinquense]
0.57 0.23 Pla_3  [Ricinus communis]
24 25 L: Fun_5 [Ajellomyces dermatitidis SLH14081]
0.42 169 Pro_4 [Dictyostelium purpureum]
“ 0.91 Pro_1 [Naegleria gruberi strain NEG-M]
0.94 0.16

228 1 Pro_3 [Bathycoccus prasinos]
g —
273 498 Pro_5 [Ostreococcus lucimarinus CCE9901]

Fun_4 [Rhizopus microsporus]

Eub_10 [Parachlamydia acanthamoebae]
1 — Fun_1 [Aureobasidium pullulans EXF-150]
. 0.52 476 L run3 [Fusarium acuminatum CS5907]
162 109 1 Fun_2 [Fusarium oxysporum Fo47]
208 0.88 Eub_7 [Streptomyces gancidicus]
293 1 Eub_8 [Pectobacterium carotovorum]
0108; T: Eub_9 [Saccharibacillus sacchari]
1 — Eub_5 [Dyadobacter alkalitolerans]
464 L Fub6 [Hymenobacter sp. DY53]
0.24 0.9 Eub_1 [Acaryochloris marina]
10 156 0.41 H_duj [Hypsibius dujardini]
0.79 T: Eub_3 [Rhodococcus fascians]
o 0.98 — Eub_2 [Hyalangium minutum]

243 L Fub4 [Agrobacterium rhizogenes]



snap_masked_scaffold126_size77140_processed_gene_0.47
glucose-6-phosphate 1-dehydrogenase

0.57

500

0.16

99

0.4

347

0.38

0.56

126

0.56

500

0.56

268

0.55

0.53

328

0.97
so0 | 0-69

248

0.48

0.08

191

0.1

136

262

0.54

281

0.52 0.57

318 498

0.56

66

0.5

492

0.56

0.27

339

96

0.56
473

0.1

0.15

108

180

0.56

478

0.55

295

Eub_2
Eub_3
Eub_8
Eub_7
Fun_1
Eub_9

[Chloroflexus aggregans]
[Chloroflexus]
[Roseiflexus castenholzii]
[Ktedonobacter racemifer]
[Beauveria bassiana D1-5]

[Synechococcus sp. PCC 7502]

Eub_10 [Gloeocapsa sp. PCC 73106]

H_duj
Eub_5
Eub_1
Eub_4
Eub_6
Pro_1

[Hypsibius dujardini]

[Candidatus Kuenenia stuttgartiensis]
[Pirellula staleyi]

[Rhodopirellula sallentina]
[Blastopirellula marina]
[Trichomonas vaginalis G3]
[archaeon GW2011_AR18]
[Candidatus Nanosalinarum sp. JO7AB56]
[Nematostella vectensis]
[Phytophthora parasitica]
[Acanthamoeba castellanii str. Neff]
[Dictyostelium purpureum]

[Volvox carteri f. nagariensis]
[Spinacia oleracea]

[Beta vulgaris subsp. vulgaris]
[Nicotiana tomentosiformis]
[Nicotiana benthamiana]
[Mesembryanthemum crystallinum]
[Rhizopus delemar RA 99-880]
[Schizosaccharomyces pombe 972h-]
[Zymoseptoria tritici IPO323]
[Wallemia sebi CBS 633.66]
[Gallus gallus]

[Ciona intestinalis]

[Strongyloides ratti]
[Caenorhabditis elegans]
[Ancylostoma ceylanicum]
[Haemonchus contortus]

[Esox lucius]

[Drosophila melanogaster]
[Saccoglossus kowalevskii]

[Crassostrea gigas]



snap_masked_scaffold23_size182404_processed_gene_0.32
dihydroxy-acid dehydratase

Met_3 [Bombus impatiens]

Met_4 [Metaseiulus occidentalis]

Arc_4  [Methanomethylovorans hollandica]
0.99

1 Arc_3  [Methanocaldococcus fervens]
453 0.99 T: Arc_5 [Methanotorris formicicus]
467 0.99 Arc_1  [Methanobrevibacter smithii]
T: Arc_2  [Methanothermobacter thermautotrophicus CaT2]

N_vec [Nematostella vectensis]
L Pro_4 [Paulinella chromatophora]
98 0.76 1 [ Pro_3 [Saprolegnia parasitica CBS 223.65]
254 1 498 Pro_5 [Phytophthora parasitica]
500 053 Met_2 [Nilaparvata lugens]
235 L Pro_2  [Volvox carteri f. nagariensis]
277 1 Pla_5 [Theobroma cacao]
0.97 500 0.7 Pla_2  [Populus trichocarpa]
312 260 1 Pla_4 [Fragaria vesca subsp. vesca]
374 1 Pla_l  [Solanum tuberosum]
T: Pla_3  [Nicotiana tomentosiformis]
Met_5 [Clonorchis sinensis]
Fun_5 [Trichosporon asahii var. asahii CBS 2479]
0.98 5(1)0 1 Fun_4 [Fomitiporia mediterranea MF3/22]
382 329 1 Fun_2 [Auricularia delicata TFB-10046 SS5]
309 1 Fun_1 [Jaapia argillacea MUCL 33604]
1 T: Fun_3 [Gloeophyllum trabeum ATCC 11539]
471 0.14 Eub_9 [Variovorax paradoxus]
2.02 0.15 Pro_1  [Acanthamoeba castellanii str. Neff]
1 T: Met_1 [Amphimedon queenslandica]
482 Eub_7 [Dyadobacter beijingensis]
1 Eub_5 [Runella zeae]
440 L Eub_3 [Mucilaginibacter paludis]
3;3 392 1 Eub_1 [Tolypothrix bouteillei]
0.83 489 { H_duj [Hypsibius dujardini]
280 431 Eub_2 [Leadbetterella byssophila]
0.61 Eub_4 [Flexithrix dorotheae]
259 1 Eub_10 [Eudoraea adriatica]

492 { Eub_6 [Segetibacter koreensis]
484 Eub_8 [Niastella koreensis]



snap_masked_scaffold10_size447749_processed_gene_3.47

endo-1,4-beta-xylanase

Fun_3 [Magnaporthe oryzae 70-15]

Fun_5 [Podospora anserina S mat+]

— Pro_2 [Angomonas deanei]

481

0.51

L Pro_4 [Leishmania mexicana MHOM/GT/2001/U1103]

157

0.71

Pro_5 [Volvox carteri f. nagariensis]

98

0.48

Fun_4 [Orpinomyces sp. PC-2]

80

0.25

0.39

Pla_1 [Hordeum vulgare subsp. vulgare]

47

24

0.53

0.97

Pla_2 [Ricinus communis]

Ii Fun_1 [Batrachochytrium dendrobatidis JAM81]

20

324

|;‘: Arc_1 [Methanobrevibacter sp. AbM4]
497 Arc_2

[Methanobrevibacter boviskoreani]

0.28

29

0.29

Fun_2 [Aspergillus kawachii IFO 4308]

0.76

Pla_3 [Ricinus communis]

0.26

59

188

Met_2 [Culex quinquefasciatus]

0.99
417

0.41
148

0.66

0.06

Met_1 [Anopheles gambiae str. PEST]

183

0.89

48

0.5

Met_5 [Dendroctonus ponderosae]

Met_3 [Bactrocera cucurbitae]

150

0.96 D_mel [Drosophila melanogaster]
280 1 Met_4 [Strongyloides ratti]
415 C_ele [Caenorhabditis elegans]

N_vec [Nematostella vectensis]

0.88 C_gig [Crassostrea gigas]
238 0.86 G_gal [Gallus gallus]
203 Pla_4 [Medicago truncatula]

Pro_3 [Emiliania huxleyi CCMP1516]

249

1 Arc_3 [Metallosphaera sedula]

454 0.9 Arc_5 [Sulfolobus islandicus]
255 Arc_4 [Acidianus hospitalis]

Eub_5 [Prolixibacter bellariivorans]

18

0.46
32

0.24

0.92

Eub_4 [Adhaeribacter aquaticus]

Eub_8 [Fibrella aestuarina]

15

0.79

393

&(: Eub_6 [Spirosoma spitsbergense]
434 Eub_9 [Spirosoma luteum]

0.79 [ Eub_7 [Paludibacter propionicigenes]

74

0.47

176 | I Pro_1 [Entamoeba histolytica HM-1:IMSS-B]

L: H_duj [Hypsibius dujardini]
256 Eub_1

[Cytophagales str. B6]

51

0.75 Eub_10 [Parabacteroides gordonii]
134 1 Eub_2 [Emticicia oligotrophica]
406 Eub_3 [Runella zeae]



snap_masked_scaffold10_size447749_processed_gene_1.21

hypothetical protein

Arc_4

Arc_5

500

0.82

Arc_3
—— Arc_1

437

251

L A2

Pro_2

475

346

276

0.72

Pro_1

N_vec

497 0.9

255
0.87

0.91

C_gig
[ Cele

298

164

454

0.99

248

| S D_mel

S_kow

267

Met_5

500

500 0.74

G_gal

350

0.17
78

0.16
123

Met_3
Met_1
Met_2
Met_4

500 Fun_5

0.81

498

0.8

255

500

Fun_3
Fun_1
Fun_2

Pro_5

500

500

0.87

Pla_3

495 Pla_2

292

357 Pla_5

— Pro_3

L pros

495

Eub_10

500

412 1

Eub_3

468

0.99

310

309

0.99
328

0.91
316

499

Eub_4
Eub_1
H_duj
Eub_2

350 Eub_6

Eub_7
Eub_8
Eub_9

[Methanopyrus kandleri]
[Thermoplasmatales archacon BRNA1]
[euryarchaeote SCGC AAA261-G15]
[euryarchaeote SCGC AAA261-G15]
[uncultured marine thaumarchaeote KM3_88_D08]
[Guillardia theta CCMP2712]
[Acanthamoeba castellanii str. Neff]
[Nematostella vectensis]
[Crassostrea gigas]

[Caenorhabditis elegans]
[Drosophila melanogaster]
[Saccoglossus kowalevskii]

[Tarsius syrichta]

[Gallus gallus]

[Picoides pubescens]

[Pterocles gutturalis]
[Phoenicopterus ruber ruber]
[Picoides pubescens]

[Sphaerobolus stellatus SS14]
[Schizophyllum commune H4-8]
[Mortierella verticillata NRRL 6337]
[Rhizopus delemar RA 99-880]
[Mucor circinelloides f. circinelloides 1006PhL]
[Dictyostelium purpureum]

[Genlisea aurea]

[Elaeis guineensis]

[Phoenix dactylifera]

[Aegilops tauschii]

[Oryza sativa Indica Group]
[Micromonas sp. RCC299]
[Ostreococcus tauri]

[Pedobacter glucosidilyticus]
[Sediminibacterium salmoneum]
[Segetibacter koreensis]
[Sediminibacterium sp. OR53]
[Hypsibius dujardini]
[Sediminibacterium sp. C3]
[Bacteroidetes bacterium SCGC AAA027-G08]
[Flavihumibacter sp. 3_3]

[Niastella koreensis]

[Terrimonas ferruginea]

[Niabella soli DSM 19437]



snap_masked_scaffold3_size1208507_processed_gene_1.67

flagellar P-ring protein

0.98

407

0.99

396

0.6

181

371

478

0.99

324

0.98

250

0.99

314

Eub_6

Fun_2

Fun_1

Eub_2

H_duj

Eub_9

Eub_1

Eub_8

Eub_5

Eub_7

Eub_3

Eub_4

[Polycyclovorans algicola]

[Sordaria macrospora k-hell]

[Beauveria bassiana D1-5]

[Candidatus Solibacter usitatus)

[Hypsibius dujardini]

[Mariprofundus ferrooxydans]

[Aminomonas paucivorans]

[Dethiosulfovibrio peptidovorans]

[Selenomonas sp. oral taxon 137]

[Thermosinus carboxydivorans]

[Sporomusa ovata]

[Pelosinus sp. UFO1]

Eub_10 [Succinispira mobilis]



maker-scaffold16610_size5253-snap-gene-0.7
hypothetical protein

Pla_4

Pla_5

99 C_ele

499

439

0.13

225 G_gal

60 Pla_3

494

0.73

0.08

0.22

Pla_2

192

36

71

0.22

0.34

Met_4

63

0.28

106

493

Fun_2
Fun_5
0.35 Fun_3
148 Fun_4

57

413

0.11

497

Pro_2
Pro_5
0.33 Pro_3
179 Pro_4

11

0.25

Met_1

262 Met_5

40

93

C_gig

0.41

0.7

Fun_1

— Pro_1

0.99

263

L Pla_1

367

466 0.13

Eub_5

Eub_2

95

0.04

H_duj

0.24

25

Eub_8

0.29

Eub_9

54 0.15

Eub_7

30

0.28

44

0.53

Eub_6

156

0.38

190

Eub_4

Eub_10

0.25 Eub_1
94 Eub_3

0.92

Arc_2

332

408

Arc_1
Arc_5
0.8 Arc_3
365 Arc_4

[Camellia sinensis]

[Fragaria vesca subsp. vesca]
[Nematostella vectensis]
[Caenorhabditis elegans]
[Drosophila melanogaster]
[Gallus gallus]

[Saccoglossus kowalevskii]
[Pyrus x bretschneideri]
[Cucumis sativus]

[Ciona intestinalis]
[Cladophialophora yegresii CBS 114405]
[Fusarium graminearum]
[Fusarium graminearum]
[Fusarium graminearum PH-1]
[Aphanomyces astaci]
[Phytophthora parasitica INRA-310]
[Phytophthora parasitica INRA-310]
[Phytophthora parasitica P1976]
[Helobdella robusta]
[Stegodyphus mimosarum]
[Lottia gigantea]

[Oikopleura dioica]
[Crassostrea gigas]
[Wickerhamomyces ciferrii]
[Angomonas deanei]

[Ricinus communis]
[Pseudomonas mosselii]
[Pseudomonas entomophila]
[Hypsibius dujardini]
[Pseudomonas alkylphenolia]
[Pseudomonas monteilii]
[Pseudomonas sp. FG1182]
[Pseudomonas sp. TJI-51]
[Pseudomonas mosselii SJ10]
[Pseudomonas putida]
[Pseudomonas]
[Pseudomonas]
[Halostagnicola sp. A56]
[Halosimplex carlsbadense]
[Haloferax denitrificans]
[Haloferax prahovense]
[Haloferax gibbonsii]



maker-scaffold5875_size12964-augustus-gene-0.12
glycoside hydrolase family 3 protein

498

0.95
! 199 1
500
497 1
500 0.6
221
! 0.99 0.91
500 0.96 -
434 212 1
185 1
457
500
0.93  E—
257 S
0.85
! 207 1
478 500 1
423 1
500
0.44
138 0.68
1 171 1
479 500 1
414 1
0.49 500
57 1 |
. s
495
0.9 1 —
148 464 I
1  E—
0.62 . o0 I
80
374 1
1 500 0.54
305 263
0.79 —
239 | I

Pro_2 [Dictyostelium discoideum AX4]

Pro_4 [Dictyostelium purpureum]

Pro_3 [Polysphondylium pallidum PN500]
Pro_5 [Acanthamoeba castellanii str. Neff]
Pla_5 [Nelumbo nucifera]

Arc_5 [Sulfolobus islandicus]

Pla_4 [Cucumis melo]

S_kow [Saccoglossus kowalevskii]

C_gig [Crassostrea gigas]

Met_1 [Anolis carolinensis]

G_gal [Gallus gallus]

Met_4 [Serinus canaria]

Met_5 [Taeniopygia guttata]

Met_3 [Cuculus canorus]

Met_2[Falco cherrug]

Pla_3 [Cucumis sativus]

Fun_5 [Penicillium chrysogenum Wisconsin 54-1255]
Fun_3 [Pseudocercospora fijiensis CIRAD86]
Fun_2 [Aureobasidium pullulans EXF-150]
Fun_4 [Aureobasidium subglaciale EXF-2481]
Pro_1 [Trichomonas vaginalis G3]

Eub_6 [Clostridium saccharoperbutylacetonicum]
Eub_2 [Melioribacter roseus]

Arc_2 [Halococcus morrhuae]

Arc_4 [Halosarcina pallida]

Arc_1 [Halorhabdus tiamatea]

Arc_3 [Halorhabdus utahensis]

Eub_4 [Chlorobium sp. GBChIB]

Pla_1 [Ricinus communis]

Eub_5 [Paludibacter propionicigenes]

H_duj [Hypsibius dujardini]

Eub_1 [Conexibacter woesei]

Fun_1 [Beauveria bassiana D1-5]

Pla_2 [Cucumis sativus]

Eub_7 [Sphingobacterium sp. H1ai]

Eub_9 [Pedobacter borealis]

Eub_3 [Pedobacter sp. R20-19]

Eub_8 [Flavobacterium rivuli]

Eub_10 [Sphingopyxis sp. MWB1]



maker_scaffold23270_size2748_snap_gene_0.5
sulfate ABC transporter ATP-binding protein

S_kow

D_mel

C_gig

Met_4

1 1 | — C_ele
500 500 L Gl
Met_3

0.97 Arc_5
343 01 018 Arc_4

78 83 1

319 0.49 Met_2

0.84 213 1 Fun_4

0.99 156 478 Fun_5

324 0.14 0.99 ,— Arc_1

53 342 1 ,: Arc_2

497 Arc_3

1 Fun_3

0.16 T: N_vec

126 0.95 Fun_2

0.44 T: Met_1

147 Met_5
Eub_10

Fun_1

0.08 1 Plas

0.14 31 500 0.98 Pla_d

0.76 26 1 234 0.72 Pla_3

56 e 414 Pla_2

0.72 Pro_1

9.03 243 0.5 Pro_2

13 189 0.93 Pro_5

206 0.59 Pro_3

0.73 287 Pro_4

228 0.44 Eub_3

82 0.41 Eub 6

76 0.95 Pla_1

259 0.66 Eub_4

196 Eub_5

0.66 H_duj

68

0.57

252 Eub_2

127

267 Eub_9

[Saccoglossus kowalevskii]
[Drosophila melanogaster]
[Crassostrea gigas]

[Apis florea]
[Caenorhabditis elegans]
[Gallus gallus]

[Capitella teleta]

[Candidatus Caldiarchaeum subterraneum]

[Ignisphaera aggregans]
[Amphimedon queenslandica]

[Batrachochytrium dendrobatidis JAM81]

[Beauveria bassiana D1-5]
[Pyrococcus sp. ST04]
[Thermococcus sp. A501]
[Palaeococcus pacificus DY20341]
[Beauveria bassiana D1-5]
[Nematostella vectensis]
[Beauveria bassiana D1-5]
[Trichoplax adhaerens]
[Trichuris trichiura]

[Bac]

[Beauveria bassiana D1-5]
[Marchantia polymorpha]
[Calypogeia muelleriana]
[Gyrothyra underwoodiana]
[Nardia scalaris]
[Mesostigma viride]
[Chlorokybus atmophyticus]
[Nephroselmis astigmatica]
[Myrmecia israelensis]
[Pedinomonas tuberculata]
[Geobacter uraniireducens]
[Methylobacillus flagellatus]
[Cucumis sativus]
[Polaromonas sp. CG9_12]
[Comamonadaceae bacterium B1]
[Hypsibius dujardini]

[Afipia felis]

[Azospirillum brasilense]
[Geminicoccus roseus)
[Chthoniobacter flavus]
[Tistrella mobilis]



maker_scaffold15817_size10713_snap_gene_0.13
hydroxyethylthiazole kinase

Fun_2 [Sordaria macrospora k-hell]

Fun_5 [Myceliophthora thermophila ATCC 42464]

Fun_4 [Mortierella verticillata NRRL 6337]

Fun_3 [Laccaria bicolor S238N-H82]

——— Met_1 [Amphimedon queenslandica]

| I Met_3 [Philodina roseola]

Arc_1 [Palaeococcus pacificus DY20341]

&: Arc_4 [Methanococcus maripaludis]
241 Arc_2 [Thermococcus litoralis]

% Arc_3 [Methanothermococcus thermolithotrophicus]
182 Arc_5 [Pyrococcus horikoshii]

Met_5 [Toxocara canis]

H_duj [Hypsibius dujardini]

Eub_8 [Legionella oakridgensis ATCC 33761 = DSM 21215]
Eub_2 [Tatlockia micdadei]
Eub_1 [Legionella fallonii LLAP-10]

Eub_3 [Fluoribacter dumoffii]

Eub_4 [Francisella noatunensis]

Eub_5 [Legionella shakespearei]

Eub_6 [Chlamydophila caviae]
Eub_7 [Chlamydia psittaci]

{ Eub_9 [Chlamydophila abortus]
459 Eub_10 [Chlamydia psittaci]

Met_4 [Heterodera glycines]
Fun_1 [Beauveria bassiana D1-5]

Met_2 [Acyrthosiphon pisum]

—— Pro_4 [Blastocystis hominis]

| Pro_5 [Volvox carteri f. nagariensis]

Pro_1 [Auxenochlorella protothecoides]

Pro_2 [Coccomyxa subellipsoidea C-169]

Pro_3 [Perkinsus marinus ATCC 50983]

Pla_3 [Physcomitrella patens]

! 0.99
500 :
354
0.48
210 0.72
160
0.98
1 248
453
0.56
225
1 0.84
357
419
0.53 0.95
220 429 1
0.62 485
163
0.93
0.95 255 0.64
428 165 1
489 1
462
0.95
381 1
472
0.41
151 0.78
213
1
349
0.27
101 0.29
79 0.57
171 0.95
278 0.45
144 1
454 1
498

Pla_1 [Selaginella moellendorffii]
Pla_2 [Ricinus communis]
Pla_4 [Nicotiana sylvestris]

Pla_5 [Solanum lycopersicum]



predicted protein

maker_scaffold13328_size7081_snap_gene_0.6

Arc_3 [Methanosarcina acetivorans C2A]

Arc_4 [Methanosarcina acetivorans]

477

Arc_2 [Methanolobus tindarius]

500

0.32

Arc_1 [Natrialba chahannaoensis]

144

0.19

0.16

Pro_3 [Saprolegnia parasitica CBS 223.65]

96

0.35

88

0.75

Eub_1 [Aphanizomenon flos-aquae]
1 Eub_2 [Amycolatopsis jejuensis]

500 Eub_5 [Streptomyces sp. TAA204]

,7 Eub_4 [Ktedonobacter racemifer]

0.7

58

128

0.74

218

0.22

I— Eub_3 [Actinopolyspora halophila]

141

77

Pla_4 [Oryza brachyantha]

L’: Pro_1 [Emiliania huxleyi CCMP1516]
314 Pro_4 [Thalassiosira oceanica]

495
0.42

0.32

Pla_3 [Zea mays]

L‘: Pla_1 [Hordeum vulgare subsp. vulgare]
370 Pla_2 [Triticum urartu]

I— Pla_5 [Jatropha curcas]

144

; H_duj [Hypsibius dujardini]

0.5

D_mel [Drosophila melanogaster]

,— Pro_2 [Coccomyxa subellipsoidea C-169]

173

0.99

I— Pro_5 [Coccomyxa subellipsoidea C-169]

290

0.88
210

0.66

0.32

G_gal [Gallus gallus]

130

38

Met_1 [Branchiostoma floridae]

0.72 N_vec [Nematostella vectensis]

230 C_ele [Nematostella vectensis]

0.79

225

S_kow [Saccoglossus kowalevskii]

496

Met_3 [Gorilla gorilla gorilla]

L‘: Met_2 [Homo sapiens]
158 Met_4 [Pan paniscus]



nitrate ABC transporter ATP-binding protein

maker_scaffold12736_size7442_augustus_gene_0.15

0.29

G_gal

0.03

295

500

35

0.04

42

0.05

455

0.99

378

0.4

491

204

0.26

160

500 0.91
403

51

0.05

0.06

39

0.1

36

482

98

500

0.36

0.87

190

0.58

390

241

0.88

0.51

216

0.96
335 0.96
329

0.07

359

76

0.88

0.59

163

0.52
169 0.49
124

0.75

241
0.15

118

0.51 371 Fun_5

99

[Gallus gallus]
[Caenorhabditis elegans]
[Saccoglossus kowalevskii]
[Medicago truncatula]
[Cucumis sativus]
[Parachlorella kessleri]
[Chlorella sorokiniana]
[Chlorella vulgaris]
[Planctonema lauterbornii]
[Xylochloris irregularis]
[Calypogeia muelleriana]
[Blasia pusilla]
[Exormotheca pustulosa]
[Capitella teleta]

[Beauveria bassiana D1-5]
[Drosophila melanogaster]
[Crassostrea gigas]
[Bordetella hinzii 8-296-03]
[Achromobacter insuavis]
[Alcaligenes sp. DH1f]
[Curvibacter gracilis]
[Pandoraea sp. SD6-2]
[Hylemonella gracilis]
[Variovorax sp. URHB0020]
[Hydrogenophaga]
[Hypsibius dujardini]
[Rhodopseudomonas palustris]
[Methylobacterium]

[Necator americanus]
[Methanothermus fervidus]
[Methanococcoides methylutens]
[Methanosarcina barkeri]
[Methanosphaerula palustris]
[Methanoculleus bourgensis]
[Ixodes scapularis]
[Beauveria bassiana D1-5]
[Beauveria bassiana D1-5]
[Nematostella vectensis]
[Amphimedon queenslandica]

[Batrachochytrium dendrobatidis JAM81]

[Beauveria bassiana D1-5]

[Trichoplax adhaerens]



maker_scaffold10072_size9001_snap_gene_0.11
hypothetical protein

0.89
390
L 0.85
500
137 1
499
1
484
0.78 0.99 —
90 438 L
0.19
27
0.25
0.13
) 64 0.36
116
0.14
m 0.26
71
03
66
1
0.99 456 1
399 0.9 436
192
0.93 —
0.72 272
122
0.78
90
0.81
11
8 033
59

0.78
113

Fun_2
Pla_4
Fun_3
Met_3
Fun_1
Pla_2
Met_4
Arc_2
Fun_5
Pla_1
Pla_5
Met_1
Met_2
Pla_3
Fun_4
Met_5
Eub_10
Eub_9
Eub_6
Eub_8
Eub_3
Eub_4
Eub_1
H_duj
Eub_2
Eub_5

Eub_7

[Beauveria bassiana D1-5]

[Cucumis sativus]

[Beauveria bassiana D1-5]

[Macaca mulatta]

[Beauveria bassiana D1-5]

[Cucumis sativus]

[Acyrthosiphon pisum]

[uncultured marine thaumarchaeote KM3_54_G03]
[Pseudogymnoascus destructans 20631-21]
[Ricinus communis]

[Ricinus communis]

[Daphnia pulex]

[Acyrthosiphon pisum]

[Ricinus communis]

[Sordaria macrospora k-hell]
[Strongylocentrotus purpuratus]
[Dechloromonas agitata]

[Methylovorus glucosotrophus]
[Methylotenera mobilis]

[Methylotenera versatilis]

[Thiobacillus denitrificans]
[Azoarcus sp. BH72]

[Aquabacterium sp. NJ1]

[Hypsibius dujardini]

[Candidatus Accumulibacter sp. SK-02]
[Nitrosomonas europaea]

[Thauera aminoaromatica]



maker_scaffold10066_size9005_snap_gene_0.15

HrcA family transcriptional regulator

Pla_1  [Ricinus communis]

Pro_1 [Paulinella chromatophora]
0.93
211
Met_1 [Caenorhabditis remanei]
Eub_5 [Burkholderiales bacterium JOSHI_001]
0.97
Eub_6 [Ideonella sp. B508-1]
327
0.79
Eub_3  [Azohydromonas australica]
147
0.81 Eub_1  [Methylibium]
86
0.61 H_duj [Hypsibius dujardini]
44
0.52 Eub_2  [Caldimonas manganoxidans]
39

st Eub_8  [Alicycliphilus sp. CRZ1]

60

482

Eub_10 [Acidovorax sp. KKS102]

0.35
40

Eub_4  [Aquabacterium sp. NJ1]

0.68
104

Eub_7  [Leptothrix cholodnii]
0.86
206

Eub_9  [Sphaerotilus natans]



maker_scaffold7284_snap_gene_0.10
hypothetical protein

Eub_5 [Deinococcus marmoris]

Eub_7 [Deinococcus apachensis]

Eub_3 [Kushneria aurantia]

H_duj  [Hypsibius dujardini]

1
500
Eub_6 [Aureimonas ureilytica]
0.63 1
168 390 Eub_1 [Pseudovibrio sp. JE062]
1
498
Eub_4 [Pseudovibrio sp. FO-BEG1]
0.23
55
Eub_10 [Planomicrobium glaciei CHR43]
0.15 Eub_2 [Marinitoga piezophila]
55
Arc_4  [Methanolobus tindarius]
0.51
174
Arc_5 [Thermococcus onnurineus NA1]
0.36 1
144 470 Arc_3  [Staphylothermus hellenicus DSM 12710]
0.54
252 Arc_1  [Methanocaldococcus jannaschii DSM 2661]
1
0.88
575 426

Arc_2  [Methanocaldococcus sp. FS406-22]
Eub_8 [Marinitoga piezophila]

0.67

168

Eub_9 [Kosmotoga olearia]



maker_scaffold6957_snap_gene_0.14

hypothetical protein

500

0.44

170

0.53

129

0.16
25
0.35 0.9
3 286
0.25
61
0.56
150
0.4
19 0.71
267
0.66
56
0.48
78 0.98
278
0.12 0.14
5 46
0.36
53
0.57
140

Fun_1

Fun_2

Arc_8

Arc_10

Eub_5

Arc_2

Arc_7

Arc_9

Arc_5

Eub_2

Eub_1

Arc_6

Arc_3

H_duj

Fun_3

Pro_1

Arc_1

Eub_4

Eub_3

Arc_4

[Agaricus bisporus var. burnettii JB137-S8]

[Agaricus bisporus var. bisporus H97]

[Methanothermococcus thermolithotrophicus]

[Methanotorris formicicus]

[Thermotoga thermarum]

[Thermococcus nautilus]

[Archaeoglobus veneficus]

[Methanoculleus sp. MH98A]

[Methanofollis liminatans]

[Candidatus Chloracidobacterium thermophilum]

[Desulfuromonas sp. TF]

[Thermococcus nautilus]

[Thermococcus sp. CL1]

[Hypsibius dujardini]

[Stachybotrys chlorohalonata IBT 40285]

[Acanthamoeba castellanii str. Neff]

[Methanosarcina acetivorans]

[Roseiflexus sp. RS-1]

[Chroococcidiopsis thermalis]

[Methanoculleus sp. MH98A]



maker_scaffold6668_size11878_snap_gene_0.12
hypothetical protein

Fun_1 [Colletotrichum higginsianum]

Fun_2  [Fusarium oxysporum f. sp. conglutinans race 2 54008]

Fun_5 [Macrophomina phaseolina MS6]
1
500 ———— Fun_4 [Colletotrichum gloeosporioides Cg-14]

0.42

231
Pro_1  [Phytophthora infestans T30-4]
Fun_3  [Fusarium oxysporum f. sp. cubense race 1]
Eub_9  [Sulfurospirillum arcachonense]

0.41
83
Eub_2  [Ferrimonas kyonanensis]
0.37
0.57 99 Eub_5  [Rhizobium leguminosarum bv. trifolii CB782)
285
038 H_duj [Hypsibius dujardini]
97
0.25 ————— Eub_3 [Zobellia galactanivorans]
109 0.91
315
0.99 ———— Eub_10 [Algibacter lectus]
0.91
363
238

Eub_4  [Flavobacterium daejeonense]

0.86

218
Eub_1  [Capnocytophaga sp. oral taxon 338]
Eub_7  [Burkholderia ambifaria]

0.64
176 ————————— Eub_6 [Methylibium sp. T29-B]
0.7
165

Eub_8 [Methyloversatilis sp. NVD]



maker_scaffold6505_size12078_augustus_gene_0.8

predicted protein

1
449 0.46
228 1
437
1
500 1 —
0.49 400 |
100
0.75
0.87 186 1
95 454 1
470 1
455 0.81
0.54 313
48
1
429 1
0.99 224 1
219 496
0.01 0.27 —
388
47 0.03
29 !
0.44 499 L
73 0.77
0.01 122 1
65 0.02 4010 | 1
% 500
1
441 0.98
435 1
0.18 257 1
23
0.02 497
61 0.55
132 0.8
139 1
492 0.67
252
0.61 —
= o B
482

[Danaus plexippus]

[Aedes aegypti]

[Gallus gallus]

[Saccoglossus kowalevskii]
[Caenorhabditis elegans]
[Nematostella vectensis]
[Drosophila melanogaster]
[Polysphondylium pallidum PN500]
[Acytostelium subglobosum LB1]
[Naegleria gruberi strain NEG-M]
[Methanosalsum zhilinae]
[Natronococcus jeotgali]
[Haloterrigena limicola]
[Halostagnicola larsenii XH-48]
[Natronorubrum tibetense]

[Volvox carteri f. nagariensis]
[Crassostrea gigas]

[Aplysia californica]

[Lottia gigantea]

[Lottia gigantea]

[Emiliania huxleyi CCMP1516]
[Hydnomerulius pinastri MD-312]
[Gymnopus luxurians FD-317 M1]
[Rhizoctonia solani AG-1 1B]
[Rhizoctonia solani AG-1 IB]
[Botryobasidium botryosum FD-172 SS1]
[Zea mays]

[Aspergillus oryzae RIB40]
[Aspergillus flavus NRRL3357]
[Xenophilus azovorans]
[Francisella tularensis]

[Legionella anisa]

[Legionella pneumophila]
[Legionella pneumophila]
[Selaginella moellendorffii]
[Selaginella moellendorffii]
[Stachybotrys chlorohalonata IBT 40285]
[Ophiostoma piceae UAMH 11346]
[Chaetomium globosum CBS 148.51]
[Hypsibius dujardini]
[Physcomitrella patens]
[Physcomitrella patens]



maker_scaffold6486_size12099_snap_gene_0.18
hypothetical protein

0.51
220
1
490 0.97
433
1 0.19
500 162
! 1
489 yres
1
476
0.44
0.95 200 L
388 469
1
490 0.99
051
1 427
207
480
1
441
0.55
171
1
499 0.9
0.73 361
319
0.74
357 0.92
440

Pla_3  [Elaeis guineensis]

Fun_5 [Beauveria bassiana D1-5]
Fun_3 [Beauveria bassiana D1-5]

Pla_1 [Oryza sativa Indica Group]
Fun_2 [Beauveria bassiana D1-5]
Met_2 [Capitella teleta]

Fun_4 [Beauveria bassiana D1-5]
Eub_5 [Acidovorax sp. KKS102]

Eub_1 [Afipia]

Eub_2 [Rhodopseudomonas palustris]
H_duj [Hypsibius dujardini]

Eub_3 [Candidatus Planktomarina temperata RCA23]
Eub_4 [Dinoroseobacter shibae]

Fun_1 [Beauveria bassiana D1-5]

Arc_5 [Halogeometricum borinquense]
Arc_2 [Haloferax larsenii]

Arc_4 [Haloferax sp. BAB2207]

Arc_1 [Arc]

Arc_3 [Haloterrigena turkmenica]

Eub_7 [Alicyclobacillus pohliae]

Eub_6 [Geobacillus kaustophilus]

Eub_9 [Bacillus alcalophilus ATCC 27647]
Met_1 [Amphimedon queenslandica]
Eub_8 [Sedimenticola selenatireducens]

Eub_10 [Dechloromonas aromatica]



maker_scaffold6361_size12239_augustus_gene_0.6
hypothetical protein MELLADRAFT_23711

Pro_1

Pro_5

500

Pro_2

0.82 1

Pro_3

231 455

432

Fun_1

500 Fun_10

H_duj

455

481
0.27 0.98

500

126 348

1
401

0.46
123

Fun_9

0.98
307

Fun_7
Fun_4
Fun_5

0.6
186

Fun_8
Fun_3
Fun_2

G_gal

Pro_4

0.86

Eub_4

251 0.97

Eub_5

242
0.91 0.97

223 275 1

0.3

Arc_2

53 422
0.97

278

0.98
0.56

0.71
196

Arc_1

0.52
177

Arc_5
Arc_4
Arc_3

395
82

Eub_3

494 Eub_2

420
0.99

450

0.86

0.53

Met_2

Met_4
Met_5

D_mel

[ Met_1

231

0.83

271

L Mets

310

474

0.9
321

N_vec

0.41
207

C_ele
S_kow
C_gig

0.67

Pla_2
Pla_1
Pla_3

— Plas

250

| S Pla_4

[Aphanomyces invadans]
[Aphanomyces invadans]
[Saprolegnia diclina VS20]
[Chondrus crispus]

[Melampsora larici-populina 98AG31]
[Stereum hirsutum FP-91666 SS1]
[Heterobasidion irregulare TC 32-1]
[Hypsibius dujardini]

[Acremonium sp. HI-25]
[Arthrobotrys oligospora ATCC 24927]
[Dactylellina haptotyla CBS 200.50]
[Drechslerella stenobrocha 248]
[Exophiala aquamarina CBS 119918]
[Baudoinia compniacensis UAMH 10762]
[Cladophialophora yegresii CBS 114405]
[Gallus gallus]

[Phytophthora parasitica P10297]
[Pseudomonas sp. S9]

[Geobacillus stearothermophilus NUB3621]
[Natronorubrum tibetense]
[Halogranum salarium]

[Halosarcina pallida]
[Halalkalicoccus jeotgali]
[Halorubrum aidingense]
[Blastococcus saxobsidens]
[Streptomyces scabrisporus]
[Nonomuraea coxensis]

[Megachile rotundata]
[Reticulitermes speratus]
[Helicoverpa armigera]

[Drosophila melanogaster]
[Zootermopsis nevadensis]

[Daphnia pulex]

[Nematostella vectensis]
[Caenorhabditis elegans]
[Saccoglossus kowalevskii]
[Crassostrea gigas]

[Vitis vinifera]

[Oryza sativa Japonica Group]
[Triticum urartu]

[Nelumbo nucifera]

[Zea mays]



DJ-1/Pfpl family protein

maker_scaffold6300_size12324_augustus_gene_0.6

0.99

402

0.96

310

0.96

303

0.89

269

0.78

138

0.62

176

0.65

0.54

351

134

145

395

0.94

286

468

497 0.99
351 0.28

104

0.41

218

0.3

0.99

0.79

207

0.56

330

158

55

448

0.36

58
0.7

179

0.13

20

0.28

93

0.54

[Hydra vulgaris]

[Hydra vulgaris]

[Crassostrea gigas]
[Branchiostoma floridae]
[Aplysia californica]

[Volvox carteri f. nagariensis]
[Natrinema pallidum]
[Nematostella vectensis]
[Ferroglobus placidus]
[Auxenochlorella protothecoides]
[Guillardia theta CCMP2712]
[Amborella trichopoda]
[Physcomitrella patens]

[Ricinus communis]

[Prunus mume]

[Cucumis sativus]

[Pyrobaculum sp. 1860]
[Thermoplasmatales archaeon Gpl]
[Methanosarcina acetivorans]
[Lottia gigantea]

[Saccoglossus kowalevskii]
[Hypsibius dujardini]

[Stereum hirsutum FP-91666 SS1]
[Botryotinia fuckeliana B05.10]

[Pseudogymnoascus pannorum VKM F-103]

[Eutypa lata UCREL1]

[Colletotrichum gloeosporioides Nara gc5]

[Chitinimonas koreensis]

[Enterococcus malodoratus]

[Lactobacillus composti DSM 18527 = JCM 14202]

[Leptospira santarosai]
[Leptospira borgpetersenii]
[Bacteriovorax sp. BSW11_IV]
[Bdellovibrio bacteriovorus]
[Bdellovibrio bacteriovorus]
[Leptonema illini]
[Pseudomonas fluorescens]
[Reticulomyxa filosa]

[Dictyostelium purpureum]



maker_scaffold6104_size12615_augustus_gene_0.9
hypothetical protein W97_07117

Arc_4 [crenarchaeote SCGC AAA261-L14]

Arc_5 [Candidatus Korarchaeum cryptofilum]

Arc_2  [Methanothermobacter marburgensis]
i'i? 0.08 Arc_3 [Acidilobus saccharovorans]
Eub_2 [Microscilla marina]
384 1 ) "
Eub_3 [Mesonia mobilis]
92 0.14 Eub_1 [Myxococcus stipitatus]
120 0.18 Eub_5 [Marinobacter sp. ROSW1]
94 Arc_1 [Candidatus Nanosalinarum sp. JO7AB56]
0.05 Eub_4 [Colwellia psychrerythraea]
32 Fun_3 [Byssochlamys spectabilis No. 5]
0.05 0.64 1 ——————— Fun_8 [Talaromyces stipitatus ATCC 10500]
6 285 467 0.98 Fun_1 [Talaromyces marneffei ATCC 18224]
0.78 T: Fun_4 [Talaromyces cellulolyticus]
0.46 ! 363 0.96 Fun_2  [Aspergillus ruber CBS 135680]
76 482 T': Fun_7 [Aspergillus oryzae RIB40]
0.73 0.93 Fun_6 [Ajellomyces capsulatus H143]
370 332 1 Fun_5 [Coniosporium apollinis CBS 100218]
T(: Fun_9 [Bipolaris sorokiniana ND9OPr]
0.82 | H_duj [Hypsibius dujardini]
0.52 394 L Fun_10 [Tuber melanosporum Mel28]
78 Pro_1 [Tetrahymena thermophila]
D_mel [Drosophila melanogaster]
0.62 (16766 02 N_vec [Nematostella vectensis]
84 0 0.2 C_ele  [Caenorhabditis elegans]
129 0.98 Pro_3  [Saprolegnia diclina VS20]
0.49 307 0.38 Pro_4 [Phytophthora infestans T30-4]
128 244 1 [—— Pro.2  [Albugo laibachii Nc14]
‘ 500 L— o5 [Albugo candidal
C_gig [Crassostrea gigas]
0;63 0.2 S_kow [Saccoglossus kowalevskii]
Met_1 [Cynoglossus semilaevis]
b ! Met_2  [Ursus maritimus)]
472 0.82

0.16 G_gal [Gallus gallus]
418 0.56 T: Met_3 [Cathartes aura]
333 0.17 Met_4 [Pelodiscus sinensis]
T: Met_5 [Alligator sinensis]




maker_scaffold5875_size12964_augustus_gene_0.12

glycoside hydrolase family 3 protein

500

500

0.8

435

500 L G

500

245 0.67 Met_3
278 Met_4

0.76 | — S_kow

238 L C_gig

0.66 492 Arc_5

500

186

231 I

500

478 Fun_3

332

500

1
410 1 Pro_2

500 Pro_3

0.45

168

431

283

0.43

500 Arc_3

52

0.86

128

0.94

453

147

316

1
321 1 Eub_S

494 Pla_1

[Vitis vinifera]

[Mimulus guttatus]

[Anolis carolinensis]

[Meleagris gallopavo]

[Gallus gallus]

[Falco cherrug]

[Cuculus canorus]

[Haliaeetus leucocephalus]
[Saccoglossus kowalevskii]
[Crassostrea gigas]

[Sulfolobus islandicus]

[Ignisphaera aggregans]

[Cucumis sativus]

[Fomitiporia mediterranea MF3/22]
[Penicillium chrysogenum Wisconsin 54-1255]
[Aureobasidium pullulans EXF-150]
[Pseudocercospora fijiensis CIRAD86]
[Nelumbo nucifera]

[Ectocarpus siliculosus]
[Acanthamoeba castellanii str. Neff]
[Dictyostelium discoideum AX4]
[Polysphondylium pallidum PN500]
[Trichomonas vaginalis G3]

[marine gamma proteobacterium HTCC2143]
[Melioribacter roseus]

[Halococcus morrhuae]

[Halorhabdus tiamatea]

[Halorhabdus utahensis]

[Clostridium saccharoperbutylacetonicum)
[Hypsibius dujardini]

[uncultured bacterium 253]
[Conexibacter woesei]
[Flavobacterium rivuli]

[Beauveria bassiana D1-5]
[Pedobacter sp. R20-19]
[Sphingobacterium sp. H1ai]
[Chlorobium sp. GBChIB]
[Paludibacter propionicigenes]

[Ricinus communis]



maker_scaffold5591_size22739_augustus_gene_0.10
hypothetical protein mv_R860

Eub_2 [butyrate-producing bacterium SS3/4]

Eub_4 [Lachnospiraceae bacterium AC2014]

Eub_5 [Blautia sp. CAG:237]

Eub_3 [Marinitoga piezophila]

798 ———————————————— Pro_5 [Saprolegnia parasitica CBS 223.65]

0.8
241

468 1 Pro_2 [Dictyostelium fasciculatum]

500 Pro_3 [Polysphondylium pallidum PN500]

1 1 [ H.duj [Hypsibius dujardini]

494 450 L Eub_1 [Ruminococcus sp. JC304]

Arc_1 [Marine Group Il euryarchaeote SCGC AB-629-J06]

Pro_4 [Naegleria gruberi strain NEG-M]

367 0.33

118 Fun_5 [Coccidioides posadasii str. Silveira]

0.59 494 L Fun_2 [Ajellomyces capsulatus G186AR]

211 451 1 Fun_3 [Paracoccidioides brasiliensis Pb18]

499 Fun_4 [Paracoccidioides sp. 'lutzii' Pb01]

Met_3 [Sarcophilus harrisii]

0.52 Pla_10 [Nelumbo nucifera]

109 0.52 0.59

217 259 0.66
287 0.67 Pla_8 [Citrus clementina]

0.58 4‘234 - T

Pla_6 [Nicotiana tomentosiformis]

377

Pla_7 [Fragaria vesca subsp. vesca]

Pla_9 [Cleome hassleriana]
0.91

1 443 0.96

303 417

Pla_3 [Capsella rubella]

Pla_2 [Camelina sativa]
0.35

505 —————————— Pla_4 [Arabidopsis lyrata subsp. lyrata]
0.36

223 L’: Pla_5 [Eutrema salsugineum]
158 Pla_l1 [Brassica napus]

Fun_1 [Mortierella verticillata NRRL 6337]

0.54
197 —————————————— Pro_1 [Coccomyxa subellipsoidea C-169]

356 1 Met_1 [Daphnia pulex]

500 Met_2 [Daphnia pulex]



maker_scaffold5005_size27369_snap_gene_0.11

hypothetical protein H072_8118

457

0.41
142 0.93
294
0.95
268
1
1
376
430 0.91
277 0.75
264
1
475
0.33 1
155 449 0.99
380
1
401
0.99 0.93
325 206 1
500
0.98
182
1
500
1
366
1
497

Eub_2

Eub_4

Pla_1

Eub_1

Eub_5

Eub_3

N_vec

Pro_4

Pro_1

Pro_3

Pro_2

Pro_5

Fun_3

Fun_6

Fun_10

Fun_9

H_duj

Fun_2

Fun_8

Fun_4

Fun_5

Fun_1

Fun_7

[Sorangium cellulosum]

[Sorangium cellulosum]

[Physcomitrella patens]

[Deinococcus misasensis]

[Chamaesiphon minutus]

[Bacteroides]

[Nematostella vectensis]

[Aphanomyces invadans]

[Saprolegnia diclina VS20]

[Saprolegnia parasitica CBS 223.65]

[Saprolegnia parasitica CBS 223.65]

[Polysphondylium pallidum PN500]

[Botryobasidium botryosum FD-172 SS1]

[Botryobasidium botryosum FD-172 SS1]

[Galerina marginata CBS 339.88]

[Uncinocarpus reesii 1704]

[Hypsibius dujardini]

[Mortierella verticillata NRRL 6337]

[Mortierella verticillata NRRL 6337]

[Arthrobotrys oligospora ATCC 24927]

[Galerina marginata CBS 339.88]

[Aspergillus ruber CBS 135680]

[Aspergillus niger ATCC 1015]



maker_scaffold4964_size23147_snap_gene_0.19
hypothetical protein SELMODRAFT_96185

Pla_4 [Medicago truncatula]

Pla_5 [Coffea canephora]

G_gal [Gallus gallus]

1 Met_3 [Anopheles darlingi]
455 1 Met_1 [Culex quinquefasciatus]
1 497 Met_5 [Aedes aegypti]
500 0.63 S_kow [Saccoglossus kowalevskii]
1
0.93 0.4 283 C_ele [Caenorhabditis elegans]
500 330 241 D_mel [Drosophila melanogaster]
1 | Met_2 [Ciona intestinalis]
500 { Met_4 [Aplysia californica]
453 C_gig [Crassostrea gigas]
! N_vec [Nematostella vectensis]
458 Pla_3  [Cucumis sativus]
1 Eub_1 [alpha proteobacterium JLT2015]
489 1 Arc_2  [Halococcus morrhuae]
0.31 4;7 =00 0.48 Arc_1 [Candidatus Halobonum tyrrellensis]
156 167 1 Arc_5 [Haloterrigena salina]
1 373 1 Arc_3  [Halobiforma nitratireducens]
453 408 Arc_4 [Halopiger xanaduensis]
0.99 Eub_3 [Desulfuromonas sp. TF]
1 344 1 Eub_2 [Oscillatoria acuminata]
500 456 1 Eub_4 [Calothrix parietina]
360 Eub_5 [Crinalium epipsammum]
0.73 Pro_3  [Coccomyxa subellipsoidea C-169]
194 1 Pro_1  [Volvox carteri f. nagariensis]
1
500 Pro_4  [Chlamydomonas reinhardtii]
470 0.38 [ Pla_2  [Physcomitrella patens]
| .
0.96 91 Pro_5 [Auxenochlorella protothecoides]
350 H_duj  [Hypsibius dujardini]
1 1 I Pla_l  [Selaginella moellendorffii]
372 487 &: Fun_10 [Schizosaccharomyces pombe 972h-]
1 321 Pro_2  [Albugo laibachii Nc14]
393 Fun_7  [Absidia idahoensis var. thermophila]
1 1 I Fun_4  [Fomitiporia mediterranea MF3/22]

490 500 1 |: Fun_5 [Taiwanofungus camphoratus]
0.93 494 Fun_9

[Fibroporia radiculosa]

264 1 Fun_2  [Auricularia delicata TFB-10046 SS5]
w64 1 Fun_6 [Cyphellophora europaea CBS 101466]
500 1 Fun_1  [Melampsora larici-populina 98AG31]
323 1 Fun_3  [Glarea lozoyensis ATCC 20868]

484 Fun_8 [Pseudogymnoascus pannorum VKM F-4281 (FW-2241)]



maker_scaffold4690_snap_gene_0.16
exodeoxyribonuclease Il

0.94

494

496

496

500

500

500 L P24

500

167

74

1 Pla_2
461 0.63 Pla_5
292 Pla_1

0.24
240

78

55

244

0.99
296 0.97 Met_1

494 Met_3

430

0.02 — D_mel
247 | I C_ele

500
0.99

166 0.72

98

494

0.01

0.06 [ Eub_4

333

94 0.01

93 | H_duj

0.27

54

24

118 0.74
499 0.84 Arc_2

496 Arc_4

25

287 | S Arc_3

0.88 —— Arc8
0 113

49 0 Eub_1
136 0.17 Arc_5
383 Arc_6

[Absidia idahoensis var. thermophila]
[Lichtheimia corymbifera JMRC:FSU:9682]
[Rhizopus microsporus]

[Mucor circinelloides f. circinelloides 1006PhL]
[Rhizophagus irregularis DAOM 181602]
[Dictyostelium discoideum AX4]
[Dictyostelium discoideum]

[Selaginella moellendorffii]

[Selaginella moellendorffii]

[Eucalyptus grandis]

[Genlisea aurea]

[Cicer arietinum]

[Helobdella robusta]

[Nematostella vectensis]

[Saccoglossus kowalevskii]

[Gallus gallus]

[Hydra vulgaris]

[Bombus impatiens]

[Cerapachys biroi]

[Acromyrmex echinatior]

[Drosophila melanogaster]
[Caenorhabditis elegans]

[Tetrahymena thermophila]

[Tetrahymena thermophila SB210]
[Crassostrea gigas]

[Plasmodium yoelii yoelii 17XNL]
[Clostridium litorale]

[Clostridium pasteurianum]

[candidate division OP9 bacterium SCGC AAA255-G05]
[Hypsibius dujardini]

[Methanobacterium sp. SWAN-1]
[Methanothermobacter thermautotrophicus str. Delta H]
[Methanothermobacter thermautotrophicus CaT2]
[Methanothermobacter marburgensis]
[bacterium UASB270]

[Methanolobus psychrophilus]
[Methanolobus tindarius]
[Methanomethylovorans hollandica]
[Methanococcoides methylutens]
[Ignavibacterium album]

[Methanocella paludicola]

[Methanocella arvoryzae]



maker_scaffold3763_size17107_snap_gene_0.14
hypothetical protein ASPNIDRAFT_45025

Eub_5 [Caulobacter henricii]

H_duj [Hypsibius dujardini]

Pla_3 [Aegilops tauschii]

Pro_1 [Coccomyxa subellipsoidea C-169]

0.62

206 Pla_1 [Physcomitrella patens]

0.77
197 Eub_3 [Enhygromyxa salina]

0.42 0.67
113 177 Eub_2 [Mesorhizobium metallidurans]

0.89

337 ———— Eub_1 [Sinorhizobium fredii]
0.98

334

Eub_4 [Agrobacterium albertimagni]
0.68
157

Fun_1 [Aspergillus niger ATCC 1015]
0.98

278

Fun_6 [Neosartorya fischeri NRRL 181]

Pro_2 [Phytophthora infestans T30-4]

0.8 Fun_8 [Heterobasidion irregulare TC 32-1]
218

0.74
87

Fun_9 [Fomitopsis pinicola FP-58527 SS1]
0.97

336

0.72

212 ——————— Fun_2 [Ceriporiopsis subvermispora B]
0.99

370

0.48
87

Fun_7 [Galerina marginata CBS 339.88]

0.48
78

Fun_5 [Suillus luteus UH-Slu-Lm8-n1]
0.36

117

Pla_2 [Ricinus communis]

Fun_3 [Rhizoctonia solani 123E]

499

Fun_4 [Rhizoctonia solani 123E]



maker_scaffold3315_size18320_snap_gene_0.10
cyanate hydratase

Pla_3  [Mimulus guttatus]

Pla_5 [Genlisea aurea]

Pla_2  [Eucalyptus grandis]

Pla_4  [Solanum tuberosum]
0.91

Pro_3 [Galdieria sulphuraria]
330 1

458 0.99 Pro_4  [Aureococcus anophagefferens]
1 —
393 Pro_5

[Chlorella variabilis]

414
Arc_3  [Sulfolobus tokodaii]
0.97 1 —— Fun_1 [Schizophyllum commune H4-8]
L I
367 484 Met_4  [Schizophyllum commune H4-8]
460 1
464 Fun_5 [Piriformospora indica DSM 11827]

0.99
385 0.54 Fun_2 [Coprinopsis cinerea okayama7#130]

145 0.5 Fun_4  [Moniliophthora roreri MCA 2997]

[Pleurotus ostreatus PC15]

500

1  — Arc_1  [Halorubrum sp. JO7HR59]

. '

500 Arc_2  [Candidatus Nanosalinarum sp. JO7AB56]
1  — Pro_1  [Bathycoccus prasinos]
| .

L 477 Pro_2  [Micromonas sp. RCC299]

0.47 272 Pla_1  [Populus trichocarpa]

235 1
366 L Met_1  [Ascaris suum]
770 1 Met_3 [Loaloa]

1 496 L': Met_2  [Brugia malayi]
482 Met_5

379 [Wuchereria bancrofti]
Eub_1
0.83 ub_10 [Alteromonadales]
308 L‘: Eub_3  [Psychrobacter sp. G]
169 Eub_6  [Psychrobacter sp. JCM 18903]
1
298 H_duj  [Hypsibius dujardini]
Eub_8 [Cupriavidus sp. WS]
0.99 0.7 ) )
55 Eub_1 [Burkholderia phytofirmans]
446 0.76
131 0.9 Eub_4  [Burkholderia]
1 174 1 Eub_5 [Photorhabdus asymbiotica]
453 475
Eub_9 [Photorhabdus temperata]
0.94 —— Eub_2 [Serratia]

|
284 Eub_7 [Pandoraea sp. SD6-2]



maker_scaffold3259_size18493_snap_gene_0.15
hypothetical protein mv_R860

Pro_3
Pro_4
Pro_2

1
472 0.9 I: Pro_1
309 Pro_5
Eub_4

1
1 Eub_2

500 500 1
485 Eub_5
1 Arc_1
0.74
381 H_duj
1 Fun_2
0.99 I:
1 500 Fun_4
351
372 Fun_5
0.92 Fun_1
0.85
357 Met_2
232 1
1 463 Met_3
385
Pla_6
1 0.99 I— Pla_1
500 381 I Pla_9
1 1 I— Pla_8
488
500 Pla_10
0.42
Pla_7
134
1 1 Pla_4
416

0.6 337 Pla_5
174 Pla_2

[Saprolegnia parasitica CBS 223.65]
[Saprolegnia diclina VS20]
[Dictyostelium discoideum AX4]
[Dictyostelium fasciculatum]
[Polysphondylium pallidum PN500]
[Marinitoga piezophila]

[Firmicutes bacterium CAG:41]
[Eubacterium sp. AB3007]
[Ethanoligenens harbinense]
[Marine Group Il euryarchaeote SCGC AB-629-J06]
[Ruminococcus sp. JC304]
[Hypsibius dujardini]

[Fusarium oxysporum f. sp. cubense race 4]
[Trichoderma atroviride IMI 206040]
[Ajellomyces capsulatus G186AR]
[Uncinocarpus reesii 1704]
[Mortierella verticillata NRRL 6337]
[Daphnia pulex]

[Daphnia pulex]

[Daphnia pulex]

[Selaginella moellendorffii]

[Phoenix dactylifera]

[Oryza sativa Japonica Group]
[Brassica napus]

[Camelina sativa]

[Vitis vinifera]

[Eucalyptus grandis]

[Prunus persica]

[Solanum tuberosum]

[Eutrema salsugineum]



hypothetical protein

snap_masked-scaffold962_size32525-processed-gene-0.12 protein

Arc_1 [Methanoculleus sp. CAG:1088]
Arc_2 [Candidatus Methanomethylophilus alvus]
Arc_3 [Halorubrum tebenquichense]
0.91 Eub_19 [Methylobacterium sp. 77]
217 1 Fun_2 [Cladophialophora yegresii CBS 114405]
0.0 500 Fun_4 [Exophiala aquamarina CBS 119918]
1 0.02 23 0.73 ——— Eub_17 [Verrucomicrobia bacterium LP2A]
500 1 174 | Eub_18 [Corallococcus coralloides]
0.98 | Arc_4 [Halosarcina pallida]
228 { Arc_5 [Methanococcoides burtonii]
491 Pla_3 [Medicago truncatula]
0.39 1 — Pla_2 [Zea mays]
73 L Pla_4 [Aegilops tauschii]
06 Pla_1 [Cucumis sativus]
0.97 Eub_14 [Catelliglobosispora koreensis]
426 0.86 Eub_11 [Streptomyces scabrisporus]
0.05 276 Eub_20 [Amycolatopsis japonica]
28 1 Eub_4 [Brevibacillus laterosporus]
1 Ti: Eub_5 [Streptomyces sp. NRRL B-1347]
499 0.7 Eub_8 [Thioploca ingrica]
- T: Eub_3 [Candidatus Endobugula sertula]
s (;:j Pro_2 [Salpingoeca rosetta]
1 Eub_1 [Legionella fallonii LLAP-10]
o2 500 L Eub6 [Tatlockia micdadei]
234 LI: Eub_7 [Bryobacter aggregatus]
118 Eub_10 [Stappia stellulata]
0.18 41 { Eub_16 [Burkholderia]
0.45 115 68 Eub_13 [Fluoribacter dumoffii]
T H_duj Hypsibius dujardini
0 0 Pro_1 [Trichomonas vaginalis G3]
5 27 0 Eub_9 [Chromobacterium violaceum]
0 142 Eub_12 [Candidatus Odyssella thessalonicensis]
1 0.78 ——— Eub_2 [Piscirickettsia salmonis]
209 | Eub_15 [Criblamydia sequanensis CRIB-18]
0.21 | Fun_1 [Pestalotiopsis fici W106-1]
47

0.5

|;': Fun_3 [Trichophyton equinum CBS 127.97]
500 Fun_5 [Arthroderma benhamiae CBS 112371]



maker_scaffold3236_size18566_augustus_gene_0.14
hypothetical protein SELMODRAFT_266960

499

435

0.43

485

133

0.52

146

500

0.84

500

347

0.9

282

494

297 499

421

427 0.46

1
481

1 247

1
394

500

0.98
230

372

319

0.9
185

0.63

154 487

490

478 0.68

184

0.8
208

500

[Drosophila virilis]

[Drosophila melanogaster]
[Bombus terrestris]

[Culex quinquefasciatus]
[Anopheles darlingi]
[Caenorhabditis elegans]
[Saccoglossus kowalevskii]

[Ciona intestinalis]

[Crassostrea gigas]

[Nematostella vectensis]
[Medicago truncatula]

[Gallus gallus]

[Cucumis sativus]

[Parvularcula sp. JLT2013]
[Porphyrobacter sp. AAP82]
[Novosphingobium subterraneum]
[Novosphingobium subterraneum]
[Oscillatoria acuminata]
[Halostagnicola larsenii XH-48]
[Halobiforma nitratireducens]
[Halopiger xanaduensis]
[Halococcus morrhuae]
[Candidatus Halobonum tyrrellensis]
[Hypsibius dujardini]

[Selaginella moellendorffii]
[Selaginella moellendorffii]

[Albugo candida]

[Phytophthora sojae]

[Albugo laibachii Nc14]

[Albugo laibachii Nc14]

[Albugo candida]

[Auricularia delicata TFB-10046 SS5]
[Stachybotrys chartarum IBT 40288]
[Melampsora larici-populina 98AG31]
[Glarea lozoyensis ATCC 20868]
[Gregarina niphandrodes]
[Fomitiporia mediterranea MF3/22]
[Chlorella variabilis]
[Physcomitrella patens]
[Coccomyxa subellipsoidea C-169]
[Volvox carteri f. nagariensis]

[Chlamydomonas reinhardtii]



maker_scaffold2739_size20194_snap_gene_0.9

alpha/beta hydrolase

425 0.98 247 Arc_4
1 333 Arc_3
455 Met_1
0.82 ———Pla3
263 L proa
1 0.78 1 Met_2
0.97 0.59 488 Cel
. ele
307 402 264 =
0.24 292 Met_5
52 )
069 0.47 C.uig
287 101 0.43 Met_4
114 0.95 S_kow
0.75 292 G_gal
219 0.9 —— Pro_3
291 L pros
Eub_3
Fun_1
1
471 0.99 Fun_2
441 0.98 Fun_3
1 0.43 404 Fun_4
348 39 1 | H_duj
0.5 367 Eub_2
52 Eub_8
0.27 0.96
78 178 0.57 Eub_9
94 0.4 Fun_5
107 Pro_2
Arc_1
0.29 Eub_10
30 0.31 0.75 Eub_4
50 102 0.72 Eub_7
0.64 25 Eub.5
78

[Camelina sativa]

[Cleome hassleriana]

[Coffea canephora]

[Ricinus communis]

[Halorhabdus utahensis]

[Natrialba aegyptia]

[Candidatus Halobonum tyrrellensis]
[Halopiger xanaduensis]

[Aplysia californica]

[Physcomitrella patens]
[Nannochloropsis gaditana]
[Caenorhabditis brenneri]
[Caenorhabditis elegans]

[Necator americanus]

[Ancylostoma ceylanicum]
[Crassostrea gigas]

[Capitella teleta]

[Saccoglossus kowalevskii]

[Gallus gallus]

[Paramecium tetraurelia strain d4-2]
[Cryptosporidium parvum lowa 1]
[Granulicella mallensis]

[Pestalotiopsis fici W106-1]
[Acremonium chrysogenum ATCC 11550]
[Aspergillus nidulans FGSC A4]
[Stachybotrys chlorohalonata IBT 40285]
[Hypsibius dujardini]

[Granulicella mallensis]
[Janthinobacterium agaricidamnosum NBRC 102515 = DSM 9628]
[Sphingomonas phyllosphaerae]
[Klebsiella oxytoca]

[Beauveria bassiana D1-5]
[Nannochloropsis gaditana]
[Caldivirga maquilingensis]
[Acidobacteriaceae bacterium KBS 96]
[Blastopirellula marina]

[Schlesneria paludicola]

[uncultured planctomycete]

[Emiliania huxleyi CCMP1516]

[Candidatus Solibacter usitatus]



maker_scaffold1970_size23533_snap_gene_0.24
hypothetical protein RLEG12_03210
9

Fun_1 [Fusarium oxysporum f. sp. conglutinans race 2 54008]

9
Fun_2 [Colletotrichum higginsianum]
6
Eub_4 [Flavobacterium daejeonense]
2
H_duj [Hypsibius dujardini]
3 1
1 68 1 ——— Eub_7 [Shewanella waksmanii]
357 235 1 . .
Eub_9 [Zobellia galactanivorans]
1
Eub_3 [Methyloversatilis sp. NVD]
1 2
254 1 .
153 L FEub_10[Methylibium sp. T29-B]
1
2
21 Eub_2 [Deinococcus deserti]
! 1
94 1 —————— Eub_1 [Rhizobium leguminosarum buv. trifolii CB782]
1
1
102 151 1 . "
127 Eub_8 [Acinetobacter baumannii]
1 . .
3 Eub_5 [Spirosoma linguale]
76 1 ) .
Eub_6 [Ferrimonas kyonanensis]
3 .
Arc_4 [Methanoplanus petrolearius]
L 2
185 Arc_1 [Candidatus Nitrososphaera evergladensis SR1]
! 1
3 167 1 ———————— Arc_2 [Haloterrigena salina]
79 295 1
: Arc_3 [Natrialba asiatica)
4
Fun_5 [Togninia minima UCRPA7]
2
Fun_3 [Enterocytozoon bieneusi H348]
6 1
722 L ——— Fun_4 [Aspergillus oryzae RIB40]
235 1

Pro_1 [Phytophthora parasitica P1569]



maker_scaffold1864_size33177_snap_gene_0.15
glycoside hydrolase family 3 protein

1  —
453 |
1
500
1
482 1
1 1 500
466 500 1
500
1
500
0.75
231 1
736 ! 425
500
0.99 077 —
383 1 272 I
452
1
1 500
0.87 491
294
1
496 1
470
0.43
68 0.99 —
303
0.99
1
L % 0.67
489 505
0.11 0.88
35 243 1
0.17 500
45
0.19
51

[Ficedula albicollis]

[Ficedula albicollis]

[Gallus gallus]

[Alligator mississippiensis]
[Pseudopodoces humilis]

[Xenopus (Silurana) tropicalis]
[Talaromyces stipitatus ATCC 10500]
[Penicillium digitatum Pd1]
[Moniliophthora roreri MCA 2997]
[Trametes versicolor FP-101664 SS1]
[Halococcus morrhuae]

[Trichomonas vaginalis G3]
[Halosarcina pallida]

[Nicotiana tomentosiformis]

[Ricinus communis]

[Brachypodium distachyon]

[Ricinus communis]

[Solanum lycopersicum]
[Dictyostelium purpureum]
[Dictyostelium discoideum AX4]
[Dictyostelium discoideum]
[Polysphondylium pallidum PN500]
[Halorhabdus tiamatea SARL4B]
[Halorhabdus tiamatea]

[Halorhabdus utahensis DSM 12940]
[SAR406 cluster bacterium JGI 0000039-D08]
[Chlorobium sp. GBChIB]
[Conexibacter woesei DSM 14684]
[Prolixibacter bellariivorans]
[Sphingobacterium sp. H1ai]
[Sphingopyxis sp. MWB1]
[Bacteroidetes bacterium SCGC AAA027-N21]
[Capnocytophaga cynodegmi]
[Pedobacter saltans]

[Beauveria bassiana D1-5]

[Hypsibius dujardini]

[SAR406 cluster bacterium JGI OTU-1]



maker_scaffold1707_size25220_snap_gene_0.20
hypothetical protein Osl_22158

Met_3 [Necator americanus]

Met_5 [Oesophagostomum dentatum]

C_ele  [Caenorhabditis elegans]
L Met_4 [Strongyloides ratti]
358 0.92 Met_2 [Acyrthosiphon pisum]
374 1 1  —— Arc_4 [Haloarcula japonica]
500 500 | Arc_5 [Haloferax sulfurifontis]
1 Met_1 [Strongylocentrotus purpuratus]
346 1 —————————— Arc_1 [Methanoregula boonei]

1 492 i': Arc_2  [Methanocella arvoryzae]
360 372 Arc_3  [Methanosarcina barkeri]

Pro_1 [Galdieria sulphuraria]

0.99 Pro_5  [Phytophthora parasitica CJO1A1]
196 1 Pro_4  [Naegleria gruberi strain NEG-M]
86 Fun_5 [Lichtheimia corymbifera JMRC:FSU:9682]
1 0.72 3;3 1 Fun_4  [Mucor circinelloides f. circinelloides 1006PhL]
117 66 451 1 —— Fun_2 [Rhizopus delemar RA 99-880]

0.99 488 i: Fun_1 [Rhizopus delemar RA 99-880]
90 348 Fun_3

[Rhizopus microsporus]

Pro_3  [Helicosporidium sp. ATCC 50920]
0.97 0.58 Pro_2  [Coccomyxa subellipsoidea C-169]
130 .
74 1 1 ——————— Pla_4  [Cucumis sativus]

349 461 L‘: Pla_3  [Pyrus x bretschneideri]
! 337 Pla_5

[Jatropha curcas]

472
{ Pla_1  [Oryza brachyantha]
418 Pla_2  [Setaria italica]
H_duj  [Hypsibius dujardini]
0.38 Eub_1  [Sphingobium ummariense]
127 0.54
- Eub_7  [Bradyrhizobium sp. Ai1a-2]
129
0.4 1 [ Eub_5 [Afipia broomeae]
178 500 L s [Afipia]
1
Eub_10 [Achromobacter insuavis]
339
1 o8 Eub_3  [Rhizobium leguminosarum]

388 137 &i:ﬂlbﬁ [Burkholderia nodosa]
0.82 ’ 213 Eub_2

[Hyphomicrobium sp. 802]
165

% Eub_8 [Ralstonia solanacearum]
218 Eub_9

[Mangrovibacter sp. MFB070]
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hypothetical protein

L [
321
0.01
5 0.01
119 0.93
0.02 307 0.95
e 356
0.78 [
1 455
500
0.13 —
71
0 —
5 0.02 495
15 0.86
1 27
0.13
a1 0.42
165
0.99 1
0 459 0.74 473
0 276
0.98 0.23
- 24 0.99
359 0.46 331
74 0.8
T e B
0.17 33 067
031 5 —
41
0.73 [
244
0.89
222 0.93
406 1

465

Pla_3 [Brachypodium distachyon]

Pla_5 [Aegilops tauschii]

Met_4 [Acromyrmex echinatior]

Met_5 [Camponotus floridanus]

Met_1 [Nasonia vitripennis]

Arc_2 [Candidatus Odyssella thessalonicensis]
S_kow [Saccoglossus kowalevskii]

C_ele [Caenorhabditis elegans]

Met_3 [Xenopus laevis]

Fun_5 [Debaryomyces hansenii CBS767]
G_gal [Gallus gallus]

Met_2 [Helobdella robusta]

Arc_4 [Haladaptatus paucihalophilus]

Fun_2 [Penicillium chrysogenum Wisconsin 54-1255]
Arc_5 [Candidatus Nitrosopumilus salaria]
Arc_1 [Caldivirga maquilingensis]

Arc_3 [Acidianus hospitalis]

Pla_1 [Selaginella moellendorffii]

C_gig [Crassostrea gigas]

Pla_4 [Houttuynia cordata]

Pro_5 [Ectocarpus siliculosus]

N_vec [Nematostella vectensis]

Eub_9 [Thioploca ingrica]

Eub_7 [Streptomyces aurantiacus]

Eub_6 [Brevibacillus laterosporus]

Eub_5 [Candidatus Endobugula sertula]
H_duj [Hypsibius dujardini]

Eub_2 [Candidatus Odyssella thessalonicensis]
Eub_1 [Legionella sp. LegM]

Eub_8 [Stappia stellulata]

Pro_1 [Trichomonas vaginalis G3]

Eub_3 [Burkholderia]

Eub_4 [Bryobacter aggregatus]

Pro_2 [Chondrus crispus]

Pro_4 [Nannochloropsis gaditana]

Pro_3 [Emiliania huxleyi CCMP1516]

Fun_4 [Sclerotinia sclerotiorum 1980 UF-70]
Pla_2 [Pyrus x bretschneideri]

Fun_1 [Colletotrichum fioriniae PJ7]

Fun_3 [Fusarium verticillioides 7600]
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hypothetical protein RLEG12_03210

497

1 0.85
380 172
0.99
303
0.75 0.98
163 231
0.96
210
0.44 9.9
1o 192
0.29
45
0.92
165
0.53
0.62 7
218
0.99
351
0.98
356
0.94
360

Fun_3

Fun_4

Fun_1

Eub_4

H_duj

Eub_5

Eub_8

Eub_10

Eub_7

Eub_9

Eub_3

Eub_1

Eub_6

Eub_2

Fun_5

Fun_2

Arc_1

Arc_2

Arc_3

[Fusarium oxysporum f. sp. raphani 54005]

[Colletotrichum higginsianum]

[Enterocytozoon bieneusi H348]

[Gemmatimonas sp. AP64]

[Hypsibius dujardini]

[Sphingobacterium thalpophilum]

[Lewinella cohaerens]

[Burkholderia ambifaria]

[Methylibium sp. T29-B]

[Methyloversatilis sp. NVD]

[Spirosoma linguale]

[Rhizobium leguminosarum buv. trifolii CB782]

[Capnocytophaga sp. oral taxon 336]

[Methylovorus sp. MP688]

[Trichoderma virens Gv29-8]

[Bipolaris oryzae ATCC 44560]

[Candidatus Nitrososphaera evergladensis SR1]

[Halalkalicoccus jeotgali]

[Methanocella arvoryzae]



maker_scaffold1303_size28699_snap_gene_0.21
acetyl-CoA carboxylase subunit alpha

Met_2 [Taeniopygia guttata]

Met_3  [Geospiza fortis]

0.39 —— C.gig [Crassostrea gigas]
201 | S Met_5 [Branchiostoma floridae]
1 — Fun_3  [Phanerochaete carnosa HHB-10118-s
1 446 | Fun_5 [Absidia idahoensis var. thermophila]
500 1 Fun_2  [Rozella allomycis CSF55]
442 1 Fun_1 [Mortierella verticillata NRRL 6337]
1 456 Fun_4  [Batrachochytrium dendrobatidis JAM8
S;O 500 0.82 C_ele [Caenorhabditis elegans]
275 1 Met_4  [Peromyscus maniculatus bairdii]
496 G_gal [Gallus gallus]
1 Arc_1 [Methanothermobacter marburgensis]
1 500 0.89 Arc_4 [Methanobacterium sp. MB1]
500 ! 253 Arc_5 [Methanobrevibacter ruminantium]
498 1  — Arc_2 [Sediminibacterium salmoneum]
378 | S Arc_3  [Terrimonas ferruginea]
1 I Met_1 [Macaca mulatta]
1 415 |;|: D_mel [Drosophila melanogaster]
495 500 S_kow  [Saccoglossus kowalevskii]
0.99 — Pla_4 [Capsella rubella]
1 443 | I Pla_5 [Cleome hassleriana]
500 1 Pla_1 [Populus trichocarpa]
0.81 1 400 0.99 Pla_3 [Morus notabilis]

223 499 366 Pla_2 [Medicago truncatula]

1 1 [ Pro_4  [Chromochloris zofingiensis]

487 500 | S Pro_5 [Volvox carteri f. nagariensis]

0.72 [ Pro_3  [Chondrus crispus]
L 211 | S Pro_1  [Paulinella chromatophora]

7 { Pro_2 [Nematostella vectensis]
0.96 500 N_vec

[Nematostella vectensis]

369 { Eub_9 [Niabella aurantiaca]
1 500 Eub_10

[Pedobacter oryzae]

500 Eub_6  [Niabella soli DSM 19437]
1 0.97 [ Eub_5 [Niastella koreensis]
455 201 | S Eub_7  [Chitinophaga pinensis]
3;0 Eub_2  [Sediminibacterium salmoneum]
1 1 Eub_8  [Flavihumibacter sp. 3_3]
306 395 1 Eub_3  [Terrimonas ferruginea]
0.94 483 Eub_4  [Tolypothrix bouteillei]
220 0.56 [ Eub_1 [Segetibacter koreensis]

167 L Hduy [Hypsibius dujardini]
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hypothetical protein

Arc_2 [Natrialba asiatica]

Arc_3 [Haladaptatus paucihalophilus]

1 Arc_4  [Methanobacterium lacus]
448 1 C_ele [Caenorhabditis elegans]
440 0.54 C_gig [Crassostrea gigas]
T: D_mel [Drosophila melanogaster]
Arc_5 [Haloquadratum sp. JO7HQX50]
Pla_4  [Cucumis sativus]
0.68 1 Met_2 [Bombus impatiens]
277 492 0.97 Met_3 [Caenorhabditis remanei]
088 0.76 T: Met_4 [Apis mellifera]
294 240 0.93 Pla_2  [Pyrus x bretschneideri]
0.55 T: Pla_5 [Vigna mungo]
189 1 Met_1 [Caenorhabditis remanei]
1 T‘: Pla_3  [Cucumis sativus]
480 Pla_1  [Physcomitrella patens]
0;279 1 Arc_1  [Methanospirillum hungatei]
294 1 Pro_2 [Trichomonas vaginalis G3]
498 0.97 Pro_1 [Trichomonas vaginalis G3]
436 0.99 —— Pro_3 [Trichomonas vaginalis G3]
0.55 336 L P04 [Trichomonas vaginalis G3]
120 Eub_1 [Plesiomonas shigelloides]
4;8 0.94 Eub_4 [Bacillus gelatini]
283 1 Eub_5 [Paenibacillus alvei]
0.6 436 { Eub_2 [Listeriaceae bacterium FSL S10-1188]
132 495 Eub_3 [Listeria innocua]
H_duj [Hypsibius dujardini]
0.57 Fun_9 [Aspergillus terreus NIH2624]
198 0.63 Fun_8 [Coniosporium apollinis CBS 100218]
0.39 123 0.63 Fun_7 [Sclerotinia sclerotiorum 1980 UF-70]
77 156 0.96 Fun_1 [Tuber melanosporum Mel28]
0.17 T: Fun_4 [Pyronema omphalodes CBS 100304]
13 0.2 Fun_3 [Aureobasidium subglaciale EXF-2481]
29 0.13 Fun_5 [Baudoinia compniacensis UAMH 10762]
0.2 48 0.1 Pro_5 [Trypanosoma rangeli SC58]
25 T: Fun_10 [Zymoseptoria tritici IPO323]
0.81 ——— Fun_6 [Uncinocarpus reesii 1704]

165 | Fun_2 [Talaromyces marneffei ATCC 18224]
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hypothetical protein

491

374

0.25

97

0.03

58

0.05 0.76
67 197
0.97
317
0.56
72
0.57
150
0.8
144
0.29
94
0.88
292

0.62

201

Fun_1

Fun_2

Eub_4

H_duj

Eub_6

Eub_1

Eub_9

Eub_7

Eub_8

Eub_3

Eub_10

Eub_5

Eub_2

Fun_5

Fun_3

Fun_4

[Colletotrichum higginsianum]

[Fusarium oxysporum f. sp. raphani 54005]

[Spirosoma linguale]

[Hypsibius dujardini]

[Acinetobacter baumannii]

[Deinococcus deserti]

[Rhizobium leguminosarum buv. trifolii CB782]

[Methylovorus sp. MP688]

[Porphyromonas catoniae ATCC 51270]

[Methylibium sp. T29-B]

[Ferrimonas kyonanensis]

[Burkholderia ambifaria]

[Methyloversatilis sp. NVD]

[Sporothrix schenckii ATCC 58251]

[Colletotrichum gloeosporioides Cg-14]

[Exophiala aquamarina CBS 119918]



maker_scaffold1114_snap_gene_0.20
hypothetical protein BATDEDRAFT_8747

Met_4 [Drosophila willistoni]

D_mel [Drosophila melanogaster]

Met_5 [Anopheles sinensis]

0.97 Met_3 [Microplitis demolitor]
338 1 ,— N_vec [Nematostella vectensis]
1 208 &: C_gig [Crassostrea gigas]
499 237 S_kow [Saccoglossus kowalevskii]
1 1 [ Pla_4 [Populus trichocarpa]
500 L Pla_5 [Amborella trichopoda]
498 C_ele [Caenorhabditis elegans]
0.92 l— G_gal [Gallus gallus]
1 37 |;|: Pla_2 [Vitis vinifera]
498 500 Pla_3 [Eucalyptus grandis]
Met_2 [Trichuris trichiura]
1 [ H_duj [Hypsibius dujardini]
0.23 044 470 | S Fun_1 [Batrachochytrium dendrobatidis JAM81]
191 62 1 Fun_5 [Dibaeis baeomyces]
1 1 T: Fun_7 [Erysiphe necator]
495 356 0.78 Plal  [Zeamays]
224 1 Fun_6 [Beauveria bassiana D1-5]
1 500 Fun_8 [Beauveria bassiana ARSEF 2860]
! 341 0.99 Fun_2 [Mortierella verticillata NRRL 6337]
397 365 1 Fun_4 [Rhizopus microsporus]
0.02 0.98 471 Fun_9 [Mucor circinelloides f. circinelloides 1006PhL]
27 314 0.67 Fun_10 [Rhizophagus intraradices]
T: Fun_3 [Rhizophagus intraradices]
Eub_2 [Syntrophobacter fumaroxidans]
0.21 0.73 Eub_3 [Desulfotomaculum carboxydivorans]
96 231 0.87 Eub_5 [Veillonellaceae]
0.15 279 Eub_1 [Thermoanaerobacterium thermosaccharolyticum]
52 1 Arc_4 [Candidatus Methanoperedens nitroreducens]
0.01 0.06 329 1 Arc_5 [Ferroglobus placidus]
112 59 359 1 Arc_1 [Methanoplanus petrolearius]
484 Arc_3 [Methanolobus psychrophilus]
0.25 Arc_2 [Methanobacterium sp. MB1]
59 0.96 Met_1 [Ixodes scapularis]
261 1 Pro_1 [Guillardia theta CCMP2712]
459 Pro_5 [Guillardia theta CCMP2712]
1 Pro_4 [Phytophthora parasitica INRA-310]
0.02 489 0.73 Pro_2 [Saprolegnia diclina VS20]
47 212 Pro_3 [Albugo candida]

Eub_4 [Eubacterium limosum]
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ABC-type branched-chain amino acid transport syster

1
500 0.85
245 0.87
286 1
471
0.82
1 295 |:
500 0.93 348
223 1 |
0.42 425
150
1
497 0.86
0.89 365 1
740 471
1
500 1
499 0.82
0.99 1 312 0.98
391 493 413
L 0.99 I ;
500 0 IT‘:
0.85
176 0.92
195 1
500 1 I
o L
324
0.88
167 1
347 0.52
219 1
0.82 393 1
133 500 0.97
202
0.46 —
84
0.56 —
213 | I

Pla_4
Met_3
C_ele
D_mel
C_gig
G_gal
S_kow
Fun_2
Met_2
Met_4
Met_5
N_vec
Pro_5
Pro_3
Pla_5
Pro_1
Pro_2
Pro_4
Eub_7
Arc_1
Arc_3
Arc_2
Arc_4
Arc_5
Met_1
H_duj
Eub_5
Eub_3
Eub_9
Eub_8

[Cucumis sativus]

[Trichuris trichiura]
[Caenorhabditis elegans]
[Drosophila melanogaster]
[Crassostrea gigas]

[Gallus gallus]

[Saccoglossus kowalevskii]
[Enterobacter sp. Ag1]
[Amphimedon queenslandica]
[Amphimedon queenslandica]
[Necator americanus]
[Nematostella vectensis]
[Pedinomonas minor]

[Chlorella sorokiniana]

[Ricinus communis]

[Galdieria sulphuraria]
[Cyanidioschyzon merolae strain 10D]
[Cyanidium caldarium]

[Thermus igniterrae]

[halophilic archaeon JO7HX64]
[Halorubrum sp. T3]

[Halorubrum californiense]
[Halorubrum]

[Halorubrum litoreum]
[Amphimedon queenslandica]
[Hypsibius dujardini]

[Comamonas sp. B-9]
[Sideroxydans lithotrophicus ES-1]
[Methylobacterium extorquens PA1]
[Bradyrhizobium elkanii]

Eub_10 [Bradyrhizobium elkanii]

Eub_6
Fun_4
Eub_2
Pla_2
Fun_3
Pla_1
Pla_3
Eub_4
Eub_1

[Bradyrhizobium elkanii]
[Beauveria bassiana D1-5]
[Streptococcus agalactiae COH1]
[Cucumis sativus]

[Beauveria bassiana D1-5]
[Oryza sativa Indica Group]
[Oryza sativa Indica Group]
[Brevibacillus sp. phR]
[Azospirillum brasilense Sp245]
[Cedecea neteri]

[Beauveria bassiana D1-5]



Eub_4

Eub_7

maker_scaffold962_size32525_snap_gene_0.37
DOPA-dioxygenase-related protein

489

Eub_3

498

Eub_6
Eub_2
1
474 H_duj
0.92
370
Eub_1
Fun_2
1
445
0.97 Pro 1
310 ro-
0.89
328
1
435 Fun_4
0.99
0.35 419 Fun_3
180 0.97
314
Fun_5
Eub_5
1
342 Eub_8
0.41
218 Eub_9

0.51

256

Eub_10

[Methylophilaceae bacterium 11]

[Methylotenera sp. 1P/1]

[Nitrosomonas sp. I1s79A3]

[Vibrio sp. N418]

[Bacteriovorax sp. BSW11_1V]

[Hypsibius dujardini]

[Bdellovibrio bacteriovorus]

[Zymoseptoria tritici IPO323]

[Acanthamoeba castellanii str. Neff]

[Clavispora lusitaniae ATCC 42720]

[Kuraishia capsulata CBS 1993]

[Spathaspora passalidarum NRRL Y-27907]

[Candida orthopsilosis Co 90-125]

[Burkholderia glathei]

[Gluconacetobacter europaeus]

[Calothrix sp. 336/3]

[Fischerella sp. PCC 9431]



maker_scaffold936_size32981_augustus_gene_0.15
ABC transporter ATP-binding protein

Eub_9 [Paenibacillus harenae]

0.75 — Plal [Ricinus communis]

364 | S Met_1 [Haemonchus contortus]

Eub_10 [Anaeromyxobacter dehalogenans]

Eub_3 [Bacillus simplex]

0;15 0.02 Eub_2 [Bacillus endophyticus]
. Eub_4 [Gracilibacillus lacisalsi]
? 01 0.19 Eub_8 [Succinispira mobilis]
31 0.13 TI: Fun_2 [Beauveria bassiana D1-5]
0': ¢ 42 &: Arc_5  [Halobacterium sp. DL1]
57 Eub_6 [Leuconostoc carnosum]
Eub_5 [Butyrivibrio proteoclasticus]
Eub_1 [Bacillus sp. URHB0009]
0.08 8 0.65 Arc_4 [Halostagnicola sp. A56]
75 0 37 0.93 Pro_1 [Phaeodactylum tricornutum CCAP 1055/1]
0 245 0.82 C_ele [Caenorhabditis elegans]
210 0.81 Pro_2  [Aphanomyces astaci]
277 N_vec [Nematostella vectensis]
0.01 Fun_1 [Dekkera bruxellensis AWRI1499]
2 0-28 0.66 Fun_3 [Trachipleistophora hominis]
140 0.71 H_duj [Hypsibius dujardini]
196 0.98 Arc_1  [Natronorubrum tibetense]
0.02 231 0.68 Arc_2  [Halovivax asiaticus]
2 341 Arc_3  [Haloterrigena limicola]
0.1 0.98 — Fun_4 [Rhizopus microsporus]
42 0.21 353 L 5 kow [Saccoglossus kowalevskii
31 0.2 Met_3 [Bombus impatiens]
39 0.03 Pla_3  [Nicotiana tomentosiformis]
. G_gal [Gallus gallus]
6 0.11 Pro_3  [Micromonas sp. RCC299]
9 02 0.08 Pla_4  [Eutrema salsugineum]
34 48 0.02 C_gig [Crassostrea gigas]
012 14 0.03 Eub_7 [Paenibacillus sp. JCM 10914]
I 37 Met_4 [Apis dorsata]
Pro_5 [Coccomyxa subellipsoidea C-169]
0.04 0.76 Pla_5  [Arabidopsis thaliana]
15 0.35 180 L Met S [Trichuris trichiura]
106 0.28 |: Pla_2  [Cleome hassleriana]
95 Met_2  [Zootermopsis nevadensis]
0.11 ,7 Fun_5  [Microsporidia sp. UGP3]
37 ‘li: Pro_4  [Phytophthora parasitica]
110 D_mel  [Drosophila melanogaster]



maker_scaffold749_size36498_snap_gene_0.17
Adenosylmethionine-8-amino-7-oxononanoate aminotransferase

D_mel [Drosophila melanogaster]

C_gig [Crassostrea gigas]

N_vec [Nematostella vectensis]
G_gal [Gallus gallus]
S_kow [Saccoglossus kowalevskii]
Met_5 [Capitella teleta]
0.48 1 Arc_5 [Methanocaldococcus villosus]
0.99 180 214 1 Arc_4 [Nitrosopumilus]
379 1 486 1 Arc_2 [Candidatus Nitrososphaera evergladensis SR1]
500 500 Arc_3 [Nitrososphaera viennensis EN76]
Pro_4 [Trichomonas vaginalis G3]
1 1 1 Fun_4 [Lachancea thermotolerans CBS 6340]
327 499 466 1 Fun_3 [Pichia kudriavzevii]
0.8 1 465 Fun_5 [Debaryomyces hansenii CBS767]
236 456 0.79 Pro_3 [Thalassiosira pseudonana CCMP1335]
290 1 Pro_5 [Aureococcus anophagefferens]
1 353 Pro_2 [Phaeodactylum tricornutum CCAP 1055/1]
346 1 Arc_1 [Methanobrevibacter ruminantium]
200 1 Met_3 [Trichoplax adhaerens]
438 1 Pla_1 [Ricinus communis]
470 Met_4 [Diaphorina citri]
0.86 1 Pla_4 [Brassica rapa]
239 500 0.8 Pla_2 [Gossypium arboreum]
0.85 212 0.98 Pla_5 [Cucumis sativus]
287 320 Pla_3 [Cucumis sativus]
4;0 0.83 ,— Pro_1 [Cryptosporidium muris RN66]

291 |;‘: Met_1 [Planococcus citri]
498 Met_2

[Ixodes scapularis]

0.28 0.6 I— Eub_7 [Pedobacter oryzae]
118 134 |;|: Fun_1 [Schizosaccharomyces cryophilus OY26]
500 Fun_2 [Schizosaccharomyces octosporus yFS286]
1 1 — Eub_9 [Sporocytophaga myxococcoides]
389 499 L Eub_10{(Fibrisoma limi]
0.83 0.79 Eub_4 [Thermonema rossianum]
335 132 0.88 Eub_6 [Flexibacter elegans]
161 0.99 H_duj [Hypsibius dujardini]
1 265 Eub_8 [Sporocytophaga myxococcoides]
406 0.99 Eub_1 [Fulvivirga imtechensis]
0.98 T: Eub_3 [Marivirga tractuosa]

198

l: Eub_2 [Hassallia byssoidea]
84 Eub_5

[Nafulsella turpanensis]

C_ele [Caenorhabditis elegans]



maker_scaffold741_size41061_snap_gene_0.36

cyanate hydratase

Pla_3  [Mimulus guttatus]

Pla_5 [Genlisea aurea]

Pla_2  [Eucalyptus grandis]

Pla_4  [Solanum tuberosum]
0.87

Met_5 [Trichinella papuae]
276 0.93

0.99 294 o079 [ Pro_3  [Galdieria sulphuraria]

399 341 { Pro_4  [Aureococcus anophagefferens]
469 Pro_5

[Chiorella variabilis]

Arc_5  [Sulfolobus tokodaii]
1 0.99
Fun_1  [Schizophyllum commune H4-8]
447 355 1
3 - -
30 0.75 un_5 [Piriformospora indica DSM 11827]
279 0.33 ———— Fun_2 [Coprinopsis cinerea okayama7#130]

138 L: Fun_4  [Moniliophthora roreri MCA 2997]
1 118 Fun_3

[Pleurotus ostreatus PC15]

300 1 —————————— Arc_2  [Halorubrum sp. JO7HR59]
500 0.52 Arc_3  [Candidatus Nanosalinarum sp. JO7AB56]
T: Arc_1  [uncultured archaeon AO7HR60]
0.43 Arc_4  [Candidatus Nitrososphaera gargensis]
142 0.99 | Pro_1  [Bathycoccus prasinos]
1 473 | Pro_2  [Micromonas sp. RCC299]
i 461 Pla_1  [Populus trichocarpa]
123 430 1 Met_1  [Ascaris suum]
486 1 —————— Met .3 [Loaloa]

1 500 0.98 I: Met_2  [Brugia malayi]
367 476 Met_4  [Wuchereria bancrofti]
———————————— Eub_4
0.84 ub_4  [Psychrobacter sp. G]

379 { Eub_8 [Pseudoalteromonas]
1 489 Eub_9

[Alteromonadales]

500 H_duj [Hypsibius dujardini]
0.99
Eub_7  [Cupriavidus sp. WS]
455 1
1 Eub_1  [Burkholderia phytofirmans]
0.4
Eub_5  [Photorhabdus asymbiotica]
133

0.75

1 Eub_6 [Pandoraea sp. SD6-2]
0.67 Eub_10 [Achromobacter piechaudii]
418 Eub_3

[Serratia liquefaciens FKO01]

186




maker_scaffold714_size37228 augustus_gene_0.11
acetylglucosaminyltransferase/ transferase

Met_1 [Oncorhynchus mykiss]

Met_4 [Esox lucius]

Met_3 [Danio rerio]
0.44

N_vec [Nematostella vectensis]

163

1 Met_2 [Ixodes scapularis]

494 Pro_4 [Acanthamoeba castellanii str. Neff]
0.85
323

Pro_5 [Galdieria sulphuraria]

1 Fun_2 [Mucor circinelloides f. circinelloides 1006PhL]

1 Fun_4 [Trichosporon asahii var. asahii CBS 2479]
460 0.48
212 1
0.35 Fun_5 [Pleurotus ostreatus PC15]

134 0.87 H_duj [Hypsibius dujardini]
0.85 1 T‘: itopsis pini
Fun_1 [Fomitopsis pinicola FP-58527 SS1]

367 470

Fun_3 [Agaricus bisporus var. burnettii JB137-S8]

1 ,— Pla_7 [Zea mays]
500 I— Pla_9 [Sorghum bicolor]

264 Pla_8 [Mimulus guttatus]

0.98 1  — Pla_3 [Solanum lycopersicum]

407 497 | Pla_6 [Nicotiana tomentosiformis]
0.82
293 Pla_10 [Cleome hassleriana]

0.99 Pla_l [Eutrema salsugineum]
354 Pla_2

[Brassica rapa]

{ Pla_4 [Camelina sativa]
340 Pla_5

[Capsella rubella]

0.34
161

491

Pro_2 [Guillardia theta CCMP2712]

0.24 0.96 —— Pro_1 [Micromonas pusilla CCMP1545]

102
o5 344 | I Pro_3 [Coccomyxa subellipsoidea C-169]

178 Eub_4 [Gluconacetobacter sp. SXCC-1]

Eub_5 [Nesiotobacter exalbescens]
365 0.49

160 0.38

127 L‘: Eub_1 [Microscilla marina]
197 Eub_2

[Flavobacteria bacterium BAL38]

Eub_3 [Azospirillum irakense]

0.91 I— Met_5 [Apaloderma vittatum]

383 | G_gal [Gallus gallus]



maker_scaffold668_size38133_augustus_gene_0.18

hypothetical protein

0.27
131
0.23
120
L 0.33
500 o
0.97
319
0.99
342
0.39 0.88
150 324
1
315
0.5 0.52
172 144
0.67
215
0.72
198
1
456
0.83
240 !
378
1
0.25 292
120

Fun_1

Fun_3

Fun_4

Arc_1

Fun_5

Fun_2

Arc_4

Arc_2

Arc_3

Arc_5

H_duj

Eub_3

Eub_1

Eub_4

Eub_5

Eub_6

Eub_2

Eub_9

Eub_7

[Fusarium fujikuroi IMI 58289]

[Fusarium acuminatum CS5907]

[Colletotrichum orbiculare MAFF 240422]

[Candidatus Nitrososphaera evergladensis SR1]

[Enterocytozoon bieneusi H348]

[Togninia minima UCRPA7]

[Methanocella conradii]

[Methanoplanus petrolearius]

[Haloferax mucosum]

[Natronococcus amylolyticus]

[Hypsibius dujardini]

[Acidobacteriaceae bacterium TAA166]

[Spirosoma linguale]

[Arthrobacter sp. 35W]

[Methyloversatilis sp. NVD]

[Shewanella colwelliana]

[Psychromonas ossibalaenae]

[Shewanella pealeana]

[Vibrio fortis]

Eub_10 [Vibrio fortis]

Eub_8

[Colwellia psychrerythraea]



maker_scaffold653_size38539_augustus_gene_0.27
PREDICTED: crocetin glucosyltransferase, chloroplastic-like

Eub_6 [Streptomyces aurantiacus]

Eub_8 [Streptomyces sp. NRRL B-1347]

Eub_7 [Candidatus Endobugula sertula]
0.89 Pro_3 [Emiliania huxleyi CCMP1516]
308 0.01 ,— Pla_1 [Selaginella moellendorffii]
0.91 5 &: Eub_10 [Candidatus Endobugula sertula]
261 70 N_vec [Nematostella vectensis]
0.93  —— Arc_1 [Caldivirga maquilingensis]
0.42 240 S Arc_3 [Acidianus hospitalis]
77 0.83 | Arc_2 [Haladaptatus paucihalophilus]
315 | S Arc_5 [Natrialba asiatica]
0.02 G_gal [Gallus gallus]
) 0.24 Met_2 [Nasonia vitripennis]
>4 0.06 D_mel [Drosophila melanogaster]
0 11 0.17 Met_4 [Acromyrmex echinatior]
18 59 Met_5 [Apis florea]
C_gig [Crassostrea gigas]
0.03 1 Pla_4 [Aegilops tauschii]
3 417 0.25 Pla_5 [Brachypodium distachyon]
0.1 154 Pla_2 [Zea mays]
7 1 Met_3 [Caenorhabditis elegans]
0.14 T: C_ele [Caenorhabditis elegans]
36 0.45 Met_1 [Helobdella robusta]
T: Arc_4 [Methanosphaerula palustris]
0.92 —— Pla_3 [Pyrus x bretschneideri]
275 S Fun_4 [Pseudogymnoascus pannorum VKM F-103]
0.08 0.09 I— Eub_1 [Candidatus Odyssella thessalonicensis]
39 31 &: Pro_4 [Ectocarpus siliculosus]
0.02 32 Eub_3 [Candidatus Odyssella thessalonicensis]
1 H_duj [Hypsibius dujardini]
0.04 0.1 0.96 Eub_5 [Legionella sp. LegM]
S 3 0.24 327 0.59 Eub_4 [Legionella fallonii LLAP-10]
_ 236 Eub_9 [Tatlockia micdadei]
38 0.48 Pro_1 [Trichomonas vaginalis G3]
0.02 T: Eub_2 [uncultured bacterium]
2 0.23 [ Pro_2 [Chondrus crispus]
43 | S Pro_5 [Nannochloropsis gaditana]
S_kow [Saccoglossus kowalevskii]
0.29 0.98 Fun_2 [Fusarium oxysporum f. sp. cubense tropical race 4 54006]
68 0.95 T: Fun_5 [Pestalotiopsis fici W106-1]

292 0.61 |: Fun_1
151 Fun_3

[Fusarium oxysporum f. sp. cubense tropical race 4 54006]

[Sclerotinia borealis F-4157]



maker_scaffold642_size38736_augustus_gene_0.18
glycoside hydrolase family 43

1 l— Pro_2
493 r
0.96
222
0.45 1 —
101 500 L
0.29
108 !
074 500 |
1 261 .
500 500 0.69
— 476 . 308
415 0.89
0.96
194 0.46
68 0.95
1
508 0.97
266 1
496 1
0.28 s
40
0.61
180
1 1 ——
394 354 | I
0.86
172 !
0.69 438
106

[Oryza brachyantha]

[Zea mays]

[Oxytricha trifallax]

[Stylonychia lemnae]

[Phytophthora sojae]

[Danaus plexippus]

[Trichomonas vaginalis G3]
[Halostagnicola larsenii XH-48]
[Haloferax gibbonsii]

[Halorhabdus utahensis]
[Halogranum salarium]

[Halosimplex carlsbadense]
[Hypsibius dujardini]

[Auricularia delicata TFB-10046 SS5]
[Schizophyllum commune H4-8]
[Schizophyllum commune H4-8]
[Punctularia strigosozonata HHB-11173 SS5]
[Auricularia delicata TFB-10046 SS5]
[Paenibacillus sp. FSL R7-277]
[Helicosporidium sp. ATCC 50920]
[Bac]

[Physcomitrella patens]

[Ricinus communis]

[Cucumis sativus]

[Acyrthosiphon pisum]
[Thermoanaerobacterium thermosaccharolyticum]
[Flexithrix dorotheae]

[Pedobacter glucosidilyticus]
[Pedobacter sp. R20-19]
[Flavobacterium reichenbachii]
[Gelidibacter mesophilus]
[Zunongwangia profunda]

[Emiticicia oligotrophica]



maker_scaffold505_size42588_augustus_gene_0.26
hypothetical protein BATDEDRAFT_8747

0.9

448

287

500

436

473

0.9

500

0.66
312

0.76
239

0.74 498 0.35

299 148

492

481

1 481 1

Fun_8

296 ) 400

449

1 0.67

0.94
295

1
498

Fun_9
Fun_3
Fun_4

0.67 425 253
156

0.99

Pla_1

467 Fun_7

— Fun22

354

L Funs

0.45 0.58

Met_2

231
0.5 1

150

91 500
0.48
53

0.54

47 0.47

96

[Nasonia vitripennis]

[Pediculus humanus corporis]
[Drosophila melanogaster]
[Microplitis demolitor]
[Nematostella vectensis]
[Crassostrea gigas]

[Saccoglossus kowalevskii]

[Gallus gallus]

[Caenorhabditis elegans]

[Eutrema salsugineum]

[Pyrus x bretschneideri]

[Cucumis melo]

[Arabidopsis thaliana]
[Phytophthora sojae]

[Saprolegnia parasitica CBS 223.65]
[Saprolegnia diclina VS20]
[Phytophthora parasitica INRA-310]
[Albugo candida]

[Hypsibius dujardini]
[Batrachochytrium dendrobatidis JAM81]
[Stachybotrys chartarum IBT 7711]

Fun_10 [Trichoderma reesei QM6a]

[Beauveria bassiana D1-5]
[Nectria haematococca mpV| 77-13-4]
[Fusarium oxysporum Fo5176]
[Zea mays]

[Aspergillus oryzae RIB40]
[Uncinocarpus reesii 1704]
[Mortierella verticillata NRRL 6337]
[Rhizopus microsporus]

[Ixodes scapularis]

[Hassallia byssoidea]

[Trichuris trichiura]

[Candidatus Nitrososphaera evergladensis SR1]

[Candidatus Nitrososphaera gargensis]
[Nitrososphaera viennensis EN76]
[Archaeoglobus fulgidus DSM 8774]
[Methanothermobacter marburgensis]
[Peptococcaceae bacterium SCADC]
[Desulfotomaculum sp. BIC-A1/1_c7]
[Thermoanaerobacterium xylanolyticum]
[Thermoanaerobacterium]



maker_scaffold301_size53378_augustus_gene_0.31
hypothetical protein mv_R860

Met_1 [Daphnia pulex]

Met_2 [Daphnia pulex]

Pro_2 [Coccomyxa subellipsoidea C-169]

Fun_1 [Mortierella verticillata NRRL 6337]

Fun_4 [Fomitopsis pinicola FP-58527 SS1]

Fun_3 [Paracoccidioides brasiliensis Pb18]

481 500 0.97 Fun_2 [Ajellomyces capsulatus G186AR]

. 298 Fun_5 [Ajellomyces dermatitidis ER-3]

156 Arc_1 [Marine Group Il euryarchaeote SCGC AB-629-J06]

29 1 ,— H_duj [Hypsibius dujardini]
269
433 I— Eub_1 [Ruminococcus sp. JC304]

0.61

105 Eub_4 [Mycobacterium phlei]

Eub_5 [Blautia sp. CAG:237]
454 0.92

331 0.99 Eub_2 [butyrate-producing bacterium SS3/4]

0.22
47

0.96 343 Eub_3 [Mollicutes bacterium HR2]

282
0.96 1 Pro_1 [Dictyostelium discoideum AX4]

266 0.49 0.61 486 Pro_3 [Polysphondylium pallidum PN500]

113 144 0.79 Met_3 [Strongylocentrotus purpuratus]

182 Pro_5 [Saprolegnia diclina VS20]

Pro_4 [Naegleria gruberi strain NEG-M]

Pla_8 [Nicotiana tomentosiformis]
0.97

335 1

411 0.36 Pla_3 [Fragaria vesca subsp. vesca]

Pla_9 [Fragaria vesca subsp. vesca]

1 . 180 Pla_10 [Prunus mume]
500

Pla_7 [Arabidopsis thaliana]

1 0.43 — Pla_2 [Capsella rubella]
479
197 Pla_6 [Camelina sativa]

0.43

193 Pla_4 [Arabis alpina]
0.62

181 0.99 Pla_1 [Arabidopsis lyrata subsp. lyrata]

348 Pla_5 [Arabidopsis thaliana]



maker_scaffold301_size53378_augustus_gene_0.28
hypothetical protein

Eub_1 [Actinomyces slackii]

Pla_1 [Physcomitrella patens]

H_duj [Hypsibius dujardini]

Fun_8 [Togninia minima UCRPA7]

Fun_1 [Tuber melanosporum Mel28]

0.87

318

Fun_10 [Baudoinia compniacensis UAMH 10762]

461 Fun_6 [Zymoseptoria tritici IPO323]

0.83 0.59
277 232

1 ‘———— Fun_7 [Pseudocercospora fijiensis CIRAD86]
399

Fun_3 [Coniosporium apollinis CBS 100218]

0.54
241

0.92
546 ‘———————— Fun_2 [Aureobasidium subglaciale EXF-2481]

Fun_9 [Endocarpon pusillum Z07020]

0.89
215

Fun_4 [Aspergillus ruber CBS 135680]

0.93
298

Fun_5 [Talaromyces stipitatus ATCC 10500]



maker_scaffold117_augustus_gene_0.84

molybdenum ABC transporter permease

1
493 024
1 134
488
1
468
1
0.03 4
— 0.5 =00 .
189
475 1
298 348
1 ——
0.43 0.99 469
191 387 0.89
0.76  E—
192 | I
0.55
101 0.98
0.47 266 1
376 0.45 798
58
0.77 1
93
500
0.52 1
299 482 1
0.8
175
0.85 1 —
173 477 L
1
497
0.98
408

[Bombus impatiens]

[Capitella teleta]

[Amphimedon queenslandica]
[Tilletiaria anomala UBC 951]
[Capitella teleta]

[Beauveria bassiana D1-5]
[Amphimedon queenslandica]
[Cucumis sativus]

[Beauveria bassiana D1-5]
[Zygnema circumcarinatum]
[Anthoceros formosae]

[Pellia endiviifolia]

[Aneura sp. Shaw 657]
[Marchantia polymorpha]
[Chlorokybus atmophyticus]
[Mesostigma viride]
[Microthamnion kuetzingianum]
[Watanabea reniformis]
[Beauveria bassiana D1-5]
[Batrachochytrium dendrobatidis JAM81]
[Sphaerobacter thermophilus]
[Thermobaculum terrenum]
[Rubrobacter radiotolerans]
[Rubrobacter xylanophilus]
[Hypsibius dujardini]
[Deinococcus frigens]
[Deinococcus marmoris]
[Deinococcus phoenicis]
[Deinococcus aquatilis]
[Candidatus Entotheonella sp. TSY2]
[Chloroflexi bacterium SCGC AB-629-P13]
[Methanocella conradii]
[Methanocella arvoryzae]
[Methanofollis liminatans]
[Methanoculleus marisnigri]

[Methanoculleus bourgensis]



maker_scaffold115_snap_gene_0.80
peptide ABC transporter ATPase

S_kow

G_gal

C_ele

C_gig

Fun_5

Met_5

0.99 Fun_2

1 327 021 Pla_4

99 0.99

463 0.26 408 0.6 Met.3
109 260 0.8 Eub_5

252 1 Eub_3

499 0.56 Eub_2

1 364 Eub_4

! 271 1 —— Pla2
500 0.45 500 L rhas
90 1 Met_2

299 1 Fun_1

337 1 Pla_1

0.17 336 Met_1

19 0.56 Eub_1

93 1 Fun_4

464 1 Fun_3

0.2 500 Pla_3

0.56 48 Met_4
185 0.17 H_duj
1 497 Arc_3

377 Arc_4
1 1 —— Arc_10

499 s o B

500 Arc_7

1 Arc_6

436 1 1 Pro_2

461 1 T': Arc_2

1 500 1 Pro_1

408 T!: Arc_1

0.98 Arc_8

204 1 Arc_5

365 Arc_9

0.53 r——D mel

159 L N_vec

[Saccoglossus kowalevskii]
[Gallus gallus]
[Caenorhabditis elegans]
[Crassostrea gigas]
[Beauveria bassiana D1-5]
[Bombus impatiens]
[Beauveria bassiana D1-5]
[Ricinus communis]
[Amphimedon queenslandica]
[Lysinibacillus sphaericus]
[Brevibacillus brevis]
[Brevibacillus brevis]
[Brevibacillus brevis]
[Cucumis sativus]

[Oryza sativa Indica Group]
[Trichuris trichiura]
[Beauveria bassiana D1-5]
[Oryza sativa Indica Group]
[Trichuris trichiura]
[Thermoanaerobacter kivui]
[Beauveria bassiana D1-5]
[Beauveria bassiana D1-5]
[Enterobacteriaceae]
[Caenorhabditis remanei]
[Hypsibius dujardini]
[Halorhabdus utahensis]
[Halorhabdus utahensis]
[Halorhabdus tiamatea]
[Halorhabdus tiamatea]
[Halosimplex carlsbadense]
[Halogranum salarium]
[Halococcus hamelinensis]
[Halopiger xanaduensis]
[Halorubrum lipolyticum]
[Halorubrum lipolyticum]
[Halopiger xanaduensis]
[Halopiger xanaduensis]
[Halopiger xanaduensis]
[Haloferax gibbonsii]
[Halorhabdus tiamatea]
[Drosophila melanogaster]
[Nematostella vectensis]



maker_scaffold104_augustus_gene_0.25
hypothetical protein RirG_114100

Arc_1

Arc_2

[Sulfolobus acidocaldarius]

[Sulfolobus acidocaldarius DSM 639]
[Citrus clementina]

[Lachnospiraceae bacterium CAG:25]
[Sulfolobus solfataricus]

[Clostridiales bacterium VE202-28]
[Citrobacter sp. 30_2]
[Enterobacteriaceae]

[Brassica napus]

[Methanosaeta concilii]

[Aedes aegypti]

[Dictyostelium discoideum AX4]
[Dictyostelium fasciculatum]
[Dictyostelium purpureum]
[Dictyostelium fasciculatum]
[Dictyostelium purpureum]

[Hypsibius dujardini]

[Rhizophagus irregularis DAOM 181602]
[Sulfolobus islandicus]

[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 181602]
[Rhizophagus irregularis DAOM 197198w]
[Astyanax mexicanus]

[Danio rerio]

[Nematostella vectensis]

[Ruminococcus sp. CAG:17]
[Crassostrea gigas]

[Saccoglossus kowalevskii]

[Malus domestica]

[Gallus gallus]

[Ascaris suum]

[Pediculus humanus corporis]
[Ophiostoma piceae UAMH 11346]

L Fun_10 [Rhizophagus irregularis DAOM 197198w]

0.11 ———— Plas
90 L kw3
Arc_5
0 Eub_5
4
488 21 0.03 499 Eub_2
289 Arc_3
0.05 0.01 I Met_1
178 Pro_4
0.58 | Pro_3
0 91 Pro_2
0 9 H_duj
0.04

4 78 Fun_5
0.07 Arc_4

41
28 0.76 91 Fun_4
336 0.18 : Fun_2
0 98 Fun_3

0
0.2 | Met_3
0 53 N_vec
4 Eub_4
0 .
3 0.01 Coig
0 11 0.08 S_kow
0 88 0.03 Pla_3
92 G_gal
Met_5
0.32 Met_4
> 0.14 0.96 —— Fun9
19 405

0.39
0.85 ——— Pl

63
0.52 290 L pa2
102 0.72 Fun_8
158 0.95 Fun_6
332 Fun_7

[Physcomitrella patens]

[Physcomitrella patens]

[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 181602]



maker_scaffold100_snap_gene_0.59
hypothetical protein RirG_080310

0.66
151 0.43
129
0.46
125
0.59 0.99
111 470
0.54
299 0.28
0.56 ”
D 0.55
214
0.79 !
T 499
1
500 1
500
0.98 1
347 250 0.81
323
0.99
320
1
06 299
230 1
308 1
499
03
97

Pro_1

Pro_2

Met_4

Pro_4

Met_2

Fun_9

Met_1

Pla_1

Pla_4

Pla_2

Pla_5

Pla_3

Met_3

Pro_3

Pro_5

Fun_4

Fun_5

Fun_1

Fun_7

Fun_3

Fun_10

Fun_2

Fun_6

H_duj

Fun_8

Met_5

[Phytophthora parasitica]

[Phytophthora parasitica]

[Oncorhynchus mykiss]

[Phytophthora sojae]

[Hydra vulgaris]

[Rhizophagus irregularis DAOM 197198w]
[Drosophila ananassae]

[Zea mays]

[Phytophthora sojae]

[Medicago truncatula]

[Amborella trichopoda]

[Cucumis melo]

[Hydra vulgaris]

[Phytophthora infestans T30-4]
[Phytophthora parasitica]

[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 181602]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Rhizophagus irregularis DAOM 197198w]
[Hypsibius dujardini]

[Coniophora puteana RWD-64-598 SS2]

[Acyrthosiphon pisum]



maker_scaffold81_size93674_augustus_gene_0.43
hypothetical protein PIIN_01307

Met_1 [Nematostella vectensis]

N_vec [Nematostella vectensis]

Eub_3 [Bacteroides]

1
368 Eub_5 [Pseudomonas alcaligenes]
0.99
344 Eub_2 [Sorangium cellulosum]
0.98
287 Pla_1  [Physcomitrella patens]
0.43
136 1 Eub_4 [Deinococcus misasensis]
1
335
500 Eub_1 [Myxococcus xanthus]
Fun_10 [Coniosporium apollinis CBS 100218]
1 Fun_2 [Dactylellina haptotyla CBS 200.50]
500
1 0.96 Fun_5 [Arthrobotrys oligospora ATCC 24927]
455 316
1 Fun_3 [Aspergillus ruber CBS 135680]
499
Fun_7 [Aspergillus niger CBS 513.88]
0.99
209 1 Fun_4 [Mortierella verticillata NRRL 6337]
499
Fun_6 [Mortierella verticillata NRRL 6337]
0.91 . - N
127 H_duj [Hypsibius dujardini]
0.33 1 Fun_1 [Piriformospora indica DSM 11827]
58 435
Fun_8 [Botryobasidium botryosum FD-172 SS1]
0.59 .
191 Fun_9 [Stereum hirsutum FP-91666 SS1]
Pro_1  [Saprolegnia diclina VS20;
0.96 ) -1 [Saproleg !
171 -
460 1 Pro_3  [Saprolegnia diclina VS20]
1 493 ) "
Pro_4  [Saprolegnia parasitica CBS 223.65]
497
1 Pro_2 [Aphanomyces astaci]

480

Pro_5 [Aphanomyces invadans]



maker_scaffold80_size93979_augustus_gene_0.47
hypothetical protein AURDEDRAFT_172066

0.34
175
0.86
374
1
478
0.99
477
0.3
57
0.27
80
0.22
0.2 77
78
0.51
174
0.77
238

Fun_3 [Fomitopsis pinicola FP-58527 SS1]

Fun_5 [Fomitopsis pinicola FP-58527 SS1]

Eub_2 [Nocardia cyriacigeorgica]

Fun_7 [Aspergillus oryzae 3.042]

Fun_6 [Tuber melanosporum Mel28]; acc. no. XP_002837738

Fun_9 [Tuber melanosporum Mel28]; acc. no. XP_002837738

H_duj [Hypsibus dujardini]

Fun_1 [Auricularia delicata TFB-10046 SS5]

Fun_2 [Auricularia delicata TFB-10046 SS5]

Eub_3 [Clostridium sp. CAG:307]

Eub_1 [Mycoplasma salivarium]

Fun_4 [Rhizophagus irregularis DAOM 181602]

Fun_8 [Drechslerella stenobrocha 248]



maker_scaffold74_size115697_snap_gene_0.80
alpha/beta hydrolase

Met_2 [Mesocricetus auratus]

0.84  — Met_1 [Cavia porcellus]
368 L Mets [Callithrix jacchus]
Met_4 [Ceratotherium simum simum]
0.99  — Pla_1  [Citrus clementina]
452 I Pla_2  [Genlisea aurea]
Pro_3  [Volvox carteri f. nagariensis]
0.91
282 1 Pla_3  [Physcomitrella patens]
0.5 496 Pla_4 [Oryza brachyantha]
64
1 Fun_2 [Pseudallescheria apiosperma]
497 L‘: Fun_4 [Fusarium oxysporum f. sp. vasinfectum 25433]
316 Fun_l [Botryotinia fuckeliana T4]
0.21 Pro_4 [Coccomyxa subellipsoidea C-169]
9.99 14 Eub_8 [Pseud di i
380 0.35 ub_8 [Pseudonocardia acaciae]
97 L‘: Eub_7 [Pseudoalteromonas spongiae]
348 Eub_9  [Rhizobium sp. CF080]
0.22 Eub_2 [Advenella kashmirensis]
0.77 0.94
39 151 171 L‘: Eub_5 [Ottowia thiooxydans]
0.9 219 Eub_3  [Inquilinus limosus]
141
0.88  E— Eub_1 [Afipia sp. P52-10]
0.76 253 L Hay [Hypsibius dujardini]
0.36 100
0.45 52 1 Eub_6 [Amycolatopsis nigrescens]
125 0.43 492 Eub_10 [Saccharothrix espanaensis]
95
Eub_4 [Streptomyces fulvoviolaceus]
Fun_5 [Fusarium oxysporum f. sp. vasinfectum 25433]
0.44
T Arc_4 [Natrialba aegyptia]
0.16
76 Pro_1  [Auxenochlorella protothecoides]
0.4
122 0.23 Arc_2  [Methanosalsum zhilinae]
49 L‘: Arc_5 [Methanoplanus petrolearius]
244 Pro_2  [Phytophthora sojae]
0.24 Arc_1 [unclassified Crenarchaeota (miscellaneous)]

29 L‘: Fun_3 [Galerina marginata CBS 339.88]
38 Arc_3  [Thermofilum sp. 1505]



maker_scaffold48_augustus_gene_0.115

peptidase S9
1
492
1
496 1 0.94
1 500 0.61 293 !
500 166 375
L |
0.83
214 499
1
X <00 0.69
317
0.98 500 1
330 483 !
462
—
0.97 500
1
0.93 500
490 1
126 —
I
1 500
337 0.98
246 0.41
145 !
4
0.97 99
146 ! [ 1
0.84 500
0.95 —
35
183 R
0.78
1
19 — 1
0.98 0.78 500
295
0.91
44 0.96
114 !
500

[Medicago truncatula]

[Cicer arietinum]

[Malus domestica]

[Gallus gallus]

[Drosophila melanogaster]

[Coffea canephora]

[Nematostella vectensis]
[Saccoglossus kowalevskii]
[Crassostrea gigas)

[Mucor circinelloides f. circinelloides 1006PhL]
[Aeropyrum pernix]

[Halosarcina pallida]

[halophilic archaeon DL31]
[Caenorhabditis remanei]
[Caenorhabditis briggsae]
[Caenorhabditis elegans]

[Haemonchus contortus]

[Ancylostoma ceylanicum]

[Necator americanus]

[Rhizophagus irregularis DAOM 181602]
[Rhizophagus irregularis DAOM 197198w]
[Mortierella verticillata NRRL 6337]
[Mortierella verticillata NRRL 6337]
[Aphanomyces astaci]

[Aphanomyces astaci]

[Galdieria sulphuraria]

[Physcomitrella patens]

[Thalassiosira oceanica]

[Thalassiosira pseudonana CCMP1335]
[Chondromyces apiculatus DSM 436]
[Sorangium cellulosum S00157-2]
[Sorangium cellulosum So ce56]
[Pirellula staleyi DSM 6068]

[uncultured candidate division OP1 bacterium]
[Candidatus Entotheonella sp. TSY2]
[Candidatus Entotheonella sp. TSY1]
[Methanosaeta harundinacea]
[Methanosaeta concilii]

[Truepera radiovictrix DSM 17093]
[Hypsibius dujardini]
[Pseudoxanthomonas mexicana]

[Luteimonas sp. J29]



maker_scaffold35_size141275_augustus_gene_0.60

unnamed protein product

1
0.57 500
184 [
0.9
0.64 259 1
—
318 0.84 1 456 | S
260
488 1
1 422 1
297 482
1
! [
219
1 ——
500 | I
! 1
499 500 0.53
1 226
0.38 420
0.91
185
385 1
497
1
059 414 1
117 421 0.94
286 1
471
0.62 ——
207 | I,
0.87 0.01
231 0.01 —
193
68 I
0
116

357

494

0.7

0.96
190 | ows 30 L
287 1
—

[Natrialba asiatica]

[Haladaptatus paucihalophilus]
[Halalkalicoccus jeotgali]

[Crassostrea gigas]

[Nematostella vectensis]
[Haloguadratum walsbyi]
[Trypanosoma cruzi marinkellei]
[Gallus gallus]

[Saccoglossus kowalevskii]
[Drosophila melanogaster]
[Haemonchus contortus]
[Caenorhabditis elegans]
[Phytophthora sojae]

[Medicago truncatula]

[Trichomonas vaginalis G3]
[Methanospirillum hungatei]
[Trichomonas vaginalis G3]
[Physcomitrella patens]

[Bombus impatiens]

[Caenorhabditis remanei]

[Apis mellifera]

[Cucumis sativus]

[Pyrus x bretschneideri]

[Vigna mungo]

[Brevibacterium linens]

[Listeria welshimeri]

[Bacillus coagulans]

[Paenibacillus sp. WLY78]
[Saccharibacillus kuerlensis]
[Talaromyces stipitatus ATCC 10500]
[Coccidioides immitis RS]

[Tuber melanosporum Mel28]
[Togninia minima UCRPA7]
[Coniosporium apollinis CBS 100218]
[Aureobasidium subglaciale EXF-2481]
[Aureobasidium pullulans var. namibiae CBS 147.97]
[Pseudocercospora fijiensis CIRAD86]
[Zymoseptoria tritici IPO323]
[Malassezia sympodialis ATCC 42132]
[Hypsibius dujardini]



maker_scaffold10_size447749_snap_gene_2.50

thioredoxin
Met_1 [Bombus impatiens]
Met_4  [Trichuris trichiura]
Met_3 [Bos taurus]
Met_2  [Rickettsia endosymbiont of Ixodes scapularis]
C_ele  [Caenorhabditis elegans]
0.77 | Fun_3  [Lodderomyces elongisporus NRRL YB-4239]
174 ‘L: Fun_5 [Candida albicans SC5314]
0.56 232 Fun_2  [Kluyveromyces marxianus DMKU3-1042]
101 061 Met_5 [Metaseiulus occidentalis]
C g .
0.08 0.87 150 0.98 _gig  [Crassostrea gigas]
169 301 0.98 S_kow [Saccoglossus kowalevskii]
188
371 G_gal [Gallus gallus]
0.21 0.31 | Fun_1 [Sclerotinia borealis F-4157]
35 66 &: D_mel [Drosophila melanogaster]
111 Pro_2  [Porphyridium purpureum]
0.19 Fun_4 [Malassezia sympodialis ATCC 42132]
.1
1 [ Arc_l [Methanosaeta thermophila]
175 0.07 .
26 386 | S Arc_3  [Methanosphaerula palustris]
Pro_3  [Ectocarpus siliculosus]
0.95 Pro_1 [Chlamydomonas reinhardtii]
376 0.64 0.75 Pla_2  [Cleome hassleriana]
0.27 206 0.87 Pla_5  [Cicer arietinum]
0.97 238
28 0.85 . 264 Pla_4  [Eucalyptus grandis]
115 320 0.99 ——— Pla_1  [Sorghum bicolor]
444 S Pla_3  [Saccharum hybrid cultivar R570]
0.85 — Pro_5 [Guillardia theta CCMP2712]
0.27 219 | S Pro_4 [Galdieria sulphuraria]
012 18 Eub_5 [Tenacibaculum ovolyticum]
;4 0.6 Eub_2 [Sphingobacterium sp. 21]
0.56 121 0.94 Eub_7 [Pedobacter sp. BAL39]
19 0.75 232 Eub_9 [Chitinophaga pinensis]
151 0.34 H_duj [Hypsibius dujardini]
0.38 120 0.94 Eub_1 [Fluviicola taffensis]
281 Eub_10 [Dyadobacter sp. Y620-1]

61

0.88 Eub_3 [Gillisia sp. CBA3202]
0.23 T: Eub_6 [Maribacter sp. Hel_I_7]
41 0.81 Eub_4 [Mesoflavibacter zeaxanthinifaciens]
T: Eub_8 [Aquimarina muelleri]

N_vec [Nematostella vectensis]

0.41
160

0.99 Arc_4  [Natronococcus amylolyticus]
408 0.75 Arc_2  [Natrialba magadii]
285 Arc_5 [Haloterrigena limicola]



augustus_masked-scaffold16703_gene_0.3
enoyl-CoA hydratase

1
500 0.13
139
1
500
0.99
426
0.99 1 !
305 430 500
1 0.32
284 66 0.6
224
0.64
118
1
497 0.88
317
0.82 1
152 499
1
381
0.79 0.98
128 277
0.72
144 1
497
0.8 1
170 443
0.54
176 1
480

[Zea mays]

[Aegilops tauschii]

[Crassostrea gigas]

[Sulfolobus islandicus]

[Sulfolobus islandicus]

[Sulfolobus solfataricus]
[Sulfolobus islandicus]

[Sulfolobus islandicus]
[Hyphomicrobium nitrativorans]
[Hyphomicrobium zavarzinii]
[Methylobacterium sp. 4-46]
[Methylobacterium sp. WSM2598]
[Chelatococcus sp. GW1]
[Microvirga flocculans]
[Sphingobium sp. YL23]
[Sphingobium sp. C100]
[Sphingobium sp. C100]
[Xanthobacter autotrophicus]
[Hypsibius dujardini]

[Phytophthora sojae]

[Phytophthora infestans T30-4]
[Phytophthora parasitica INRA-310]
[Phytophthora parasitica]
[Phytophthora parasitica P1569]
[Physcomitrella patens]
[Selaginella moellendorffii]
[Selaginella moellendorffii]

[Gallus gallus]

[Nematostella vectensis]
[Saccoglossus kowalevskii]
[Caenorhabditis elegans]

[Musca domestica]

[Drosophila pseudoobscura pseudoobscura]
[Drosophila melanogaster]
[Drosophila grimshawi]

[Drosophila virilis]

[Drosophila mojavensis]

[Rozella allomycis CSF55]
[Mortierella verticillata NRRL 6337]
[Absidia idahoensis var. thermophila]
[Lichtheimia corymbifera JMRC:FSU:9682]
[Lichtheimia corymbifera JMRC:FSU:9682]



augustus_masked_scaffold18573_size4385_processed_gene_0.0
hypothetical protein

Fun_2 [Colletotrichum gloeosporioides Cg-14]

Met_3  [Trichuris trichiura]

Met_2 [Endozoicomonas elysicola]

0.89
324 Met_1 [Clonorchis sinensis]
1
372 [ Fun_1l [Beauveria bassiana D1-5]
0.34
159
Eub_7 [Gilliamella apicola]
Eub_6 [Lutibaculum baratangense]
0.99
442 ——————————— Eub_8 [Bradyrhizobium sp. Tv2a-2]
1
496
Eub_10 [Bradyrhizobium elkanii]
0.98
334
Eub_9 [Asticcacaulis sp. YBE204]
H_duj  [Hypsibius dujardini]
1
369
Eub_2 [Hyphomonas sp. 22I11-22F38]
1
0.65 474
207 ——— Eub_3 [Mastigocoleus testarum]
0.93
293
Eub_4 [Henriciella marina]
0.58
0.37 199
185 l——————— Eub_5 [Ponticaulis koreensis]

Eub_1 [Hirschia maritima]



augustus_masked_scaffold16703_size5213_processed_gene_0.3
enoyl-CoA hydratase

Pla_3  [Zea mays]
Pla_4  [Aegilops tauschii]
1 [ Pla5 [Beta vulgaris subsp. vulgaris]
499 L caig [Crassostrea gigas]
0.99 Arc_2  [crenarchaeote SCGC AAA261-C22]
1 ey 1 Arc_1  [Sulfolobus solfataricus]
500 418 1 Arc_3  [Sulfolobus tokodaii str. 7]
360 0.79 Arc_5 [Candidatus Acidianus copahuensis]
1 219 Arc_4  [Metallosphaera sedula]
431 1 [ Pla_l [Selaginella moellendorffii]
500 I Pla_2  [Physcomitrella patens]
Met_2  [Agrotis segetum]
! C_ele  [Caenorhabditis elegans]
473 0.77 1 Met_3  [Anopheles sinensis]
0.91 188 0.95 T: Met S [Aedes aegypti]
92 195 0.88 Met_4  [Acromyrmex echinatior]
169 1 Met_1 [Drosophila mojavensis]
0.57 477 D_mel [Drosophila melanogaster]
20 1 — G_gal [Gallus gallus]
253 &: S_kow [Saccoglossus kowalevskii]
273 N_vec [Nematostella vectensis]
1 Fun_3 [Mortierella verticillata NRRL 6337]
0.29 735 1 Fun_2  [Lichtheimia corymbifera JMRC:FSU:9682]
9 088 486 Fun_4  [Rhizopus microsporus]
147 0.74 Fun_1 [Rozella allomycis CSF55]
0.87 T: Fun_5 [Batrachochytrium dendrobatidis JAM81]
32 Pro_2  [Phaeodactylum tricornutum CCAP 1055/1]
0.98 Pro_5 [Dictyostelium fasciculatum]
0.74 Yo 0.99 Pro_1  [Phytophthora infestans T30-4]
48 326 1 Pro_3  [Saprolegnia diclina VS20]
0.94 402 Pro_4 [Aphanomyces astaci]
58 Eub_8 [Thalassospira permensis NBRC 106175]
0.97 Eub_10 [Candidatus Competibacter denitrificans Run_A_D11]
! 224 1 Eub_1 [uncultured gamma proteobacterium HF0770_33G18]
241 500 Eub_9 [uncultured gamma proteobacterium HF0500_32L01]
! 0.07 Eub_5 [Xanthobacter autotrophicus]
275 14 0.55 Eub_2  [Hyphomicrobium nitrativorans]
0.31 153 Eub_4 [Methylobacterium sp. 4-46]

71 L: H_duj  [Hypsibius dujardini]
0.63 142 Eub_7

[Chelatococcus sp. GW1]

83 &: Eub_6 [Microvirga flocculans]
201 Eub_3  [Sphingobium sp. C100]




augustus_masked_scaffold15023_size6066_processed_gene_0.3

transcriptional regulator

Fun_3 [Melampsora larici-populina 98AG31]

Fun_4 [Puccinia graminis f. sp. tritici CRL 75-36-700-3]

Pro_2 [Acytostelium subglobosum LB1]

1 —— Met_2 [Aptenodytes forsteri]
1 471 I Met_4 [Thelohanellus kitauei]
384 0.97 Met_1 [Capitella teleta]
351 0.56 |: Arc_1 [uncultured Methanothermobacter sp.]
251 Pla_5 [Physcomitrella patens]
1 Arc_3 [Pyrococcus yayanosii]
1 496 Arc_5 [Thermococcus sp. A501]
489 { Arc_2 [Haloferax mucosum]
084 499 Arc_4 [Haloferax mediterranei ATCC 33500]
171 Pla_1 [Ricinus communis]
0.98
Eub_3 [Burkholderiales bacterium JOSHI_001]
0.01 0.99 434 0.99
- Eub_4 [Ideonella sp. B508-1]
462 478 1
116 H_duj [Hypsibius dujardini]
495
0.5 { Eub_1 [Rubrivivax benzoatilyticus]
0.13 197 Eub_2 [Rubrivivax gelatinosus]
i
o8 0.92 Eub_7 [Massilia]
Eub_10 [Collimonas arenae]
0.94
0.05 420 Eub_6 [Janthinobacterium agaricidamnosum]
74 326 0.95 0.97
Eub_9 [Massilia sp. JS1662
332 0.76 362 ub_9 [ P 1
1 232 { Eub_5 [Massilia niastensis]
344 Eub_8 [Oxalobacteraceae bacterium IMCC9480]
Pla_2 [Ricinus communis]
Pla_4 [Ricinus communis]
.04
0.0 0.01 0.54 0.5 Fun_2 [Beauveria bassiana D1-5]
172 N_vec [Nematostella vectensis]
28 57 0.53
0.02 59 Fun_1 [Beauveria bassiana D1-5]
65 115 Pla_3 [Physcomitrella patens]
0.32 —— Pro_4 [Tetrahymena thermophila SB210]
113 I Pro_5 [Paramecium tetraurelia strain d4-2]
Fun_5 [Pseudogymnoascus pannorum VKM F-4518 (FW-2643)]
0.24 Pro_1 [Pseudomonas]
0.83 Met_5 [Amphimedon queenslandica]
137

325 { Pro_3 [Cyanidium caldarium]
218 Met_3 [Trichuris trichiura]



augustus_masked_scaffold12066_size7863_processed_gene_0.3

methionine aminopeptidase

464

0.96

347

0.52

461

500

0.61

242

476

0.48

0.67 1

244

138 471
0.43

121

331 1 495
432 1 Eub_5

0.37 | Eub_6

193 S

0.91 [ Met_3

493 Met_2

147

|
236 Pro_2

420
0.31

166

213

292 Fun_3

431 L funs

0.98 1 1 G_gal

88 418 496 1
0.64 o1

192 C i
0.98 0.99 -919

86 323 1
439 C_ele

0.99
134 0.53
227

492 1 Pla_3
425 Pla_5

[Methanoplanus limicola]
[Methanoculleus bourgensis]
[Methanocella arvoryzae]
[archaeon GW2011_AR16]
[Trichoplax adhaerens]
[Thermopetrobacter sp. TC1]
[Rhizobiales bacterium Gela4]
[Hypsibius dujardini]
[Hyphomicrobium zavarzinii]
[Salinarimonas rosea]
[Methylocapsa aurea]
[Methylocapsa aurea]
[Methylosinus trichosporium]
[Methylocystis parvus]
[Methylosinus sp. LW4]
[Robiginitomaculum antarcticum]
[Halococcus hamelinensis]
[Serratia sp. M24T3]
[Physcomitrella patens]
[Dendroctonus ponderosae]
[Selaginella moellendorffii]
[Chlamydomonas reinhardtii]
[Chlorella variabilis]
[Saccoglossus kowalevskii]
[Chondrus crispus]

[Coprinopsis cinerea okayama7#130]
[Taphrina deformans PYCC 5710]
[Paracoccidioides sp. 'lutzii' Pb01]
[Absidia idahoensis var. thermophila]
[Mucor circinelloides f. circinelloides 1006PhL]
[Nematostella vectensis]

[Gallus gallus]

[Echinops telfairi]

[Oryctolagus cuniculus]
[Crassostrea gigas]

[Drosophila melanogaster]
[Caenorhabditis elegans]
[Helicosporidium sp. ATCC 50920]
[Acanthamoeba castellanii str. Neff]
[Cucumis melo]

[Nicotiana tomentosiformis]

[Populus trichocarpa]



augustus_masked_scaffold10141_processed_gene_0.1
hypothetical protein EURHEDRAFT_467707

036 0.03
224 58
0.16
128
0.16 0.47
En 248
0.69
225
1
497
0.89
1
391
500
0.96
464
0.97
451
0.47
304
0.99
484
0.24 0.93
102
317 0.86
287
035
110
028 0.91
131
443 0.93
0.85 425
344
0.96
334

N_vec

Met_1

Eub_1

Met_2

Eub_3

Pla_1

Eub_5

Eub_2

Eub_4

Pro_3

Pro_4

Pro_5

Pro_1

Pro_2

Fun_5

Fun_9

Fun_4

H_duj

Fun_2

Fun_10

Fun_3

Fun_7

Fun_8

Fun_1

Fun_6

[Nematostella vectensis]

[Nematostella vectensis]

[Pseudomonas alcaligenes]

[Pan troglodytes]

[Flavobacterium reichenbachii]

[Physcomitrella patens]

[Rivularia sp. PCC 7116]

[Bacteroides]

[Flexibacter litoralis]

[Saprolegnia parasitica CBS 223.65]

[Polysphondylium pallidum PN500]

[Aphanomyces invadans]

[Saprolegnia diclina VS20]

[Saprolegnia diclina VS20]

[Laccaria bicolor S238N-H82]

[Laccaria bicolor S238N-H82]

[Glarea lozoyensis ATCC 20868]

[Hypsibius dujardini]

[Mortierella verticillata NRRL 6337]

[Trametes cinnabarina]

[Torrubiella hemipterigena]

[Torrubiella hemipterigena]

[Metarhizium anisopliae]

[Aspergillus kawachii IFO 4308]

[Penicillium chrysogenum Wisconsin 54-1255]



augustus_masked_scaffold9669_size9263_processed_gene_0.3

3-oxoacyl-ACP synthase

Fun_3

Fun_4

Fun_5

1 Pla_4

299 1 Pla_3

245 0.66 Pla_5

199 Pla_2

0.54 Met_5

141 Arc_4

0.77 0.7 Arc_1

0.98 242 0.56 T: Arc_3

1 330 139 0.85 Arc_2
500 T: Arc_S
1 I Fun_1

427 0.76 297 Pla_1

244 N_vec

0.75

241 1 Pro_5

500 0.69 Pro_4

1 210 1 Pro_1

. 500 14 1 Pro_2
796 500 Pro_3
Eub_3

0.98 Eub_9

398 . Eub_5

302 0.69 [ Eub7
1 . 200 L Eub_10

0.64 272 Eub_8

0.88 129 0.79 Eub_1

170 L e

0.55 [ Eub_2

117 L hdy

C_ele

0.85 1 [ Met_2

202 479 &‘: D_mel

0.53 332 Met_4

247 Met_1

0.33 0.99 G_gal

170 0.19 T: S_kow

121

174

C_gig

[Absidia idahoensis var. thermophila]
[Lichtheimia corymbifera JMRC:FSU:9682]
[acyl-carrier-protein] synthase Il
[acyl-carrier-protein] synthase, mitochondrial isoform X1
[acyl-carrier-protein] synthase, mitochondrial
[acyl-carrier-protein] synthase

[Genlisea aurea]

[Trichoplax adhaerens]

[uncultured crenarchaeote MCG]
[Thermoplasmatales archaeon SCGC AB-539-C06]
[acyl-carrier-protein] synthase II
[acyl-carrier-protein] synthase II

[uncultured marine crenarchaeote HF4000_APKG10120]
[Escherichia coli]

[acyl-carrier-protein] synthase 1
[acyl-carrier-protein] synthase 1-like
[Nematostella vectensis]

[Aureococcus anophagefferens]

[Emiliania huxleyi CCMP1516]

[Guillardia theta CCMP2712]

[Thalassiosira pseudonana CCMP1335]
[acyl-carrier-protein] synthase
[Thermopetrobacter sp. TC1]

[Methylocystis sp. LW5]

[Polymorphum gilvum]

[Methylopila sp. M107]

[Rhodomicrobium udaipurense]
[Azorhizobium doebereinerae]
[Rhodomicrobium vannielii]

[Chelatococcus sp. GW1]

[Rhizobiales bacterium YIM 77505]

[Afifella pfennigii]

[Hypsibius dujardini]

[Caenorhabditis elegans]
[acyl-carrier-protein] synthase, mitochondrial
[Drosophila melanogaster]

[Anopheles sinensis]

[Capitella teleta]

[acyl-carrier-protein] synthase, mitochondrial
[acyl-carrier-protein] synthase, mitochondrial-like
[acyl-carrier-protein] synthase, mitochondrial
[acyl-carrier-protein] synthase, mitochondrial



augustus_masked_scaffold9576_size9323_processed_gene_0.1
hypothetical protein BATDEDRAFT_89188

15
15
14
0.68 5
1
0.43 0.85
1 11
0.21
T 11
10
0.25
1 9
7
0.33
1 3
0.44
1 4
0.28 091 0.65
: 1
T 0.56 2
1 0.76
1
0.66
1 1
0.31 1
1
0.25
3
1 0.14
1
0.86
1
022 0.62
T 1
0.89
3
0.68
7

Pro_3

Pro_1

Pla_3

Pla_2

Pro_4

Pro_5

Pla_1

Fun_2

Pro_2

Fun_5

Fun_3

Fun_4

Arc_4

Arc_5

Arc_3

Arc_1

Arc_2

Pla_4

Eub_1

Eub_5

Eub_2

Eub_3

Eub_4

H_duj

Fun_1

[Phytophthora parasitica]

[Phytophthora sojae]

[Eucalyptus grandis]

[Triticum urartu]

[Saprolegnia diclina VS20]

[Aphanomyces invadans]

[Physcomitrella patens]

[Mortierella verticillata NRRL 6337]

[Dictyostelium discoideum AX4]

[Mixia osmundae |IAM 14324]

[Beauveria bassiana D1-5]

[Batrachochytrium dendrobatidis JAM81]

[Haloquadratum walsbyi]

[Haloterrigena turkmenica]

[Halostagnicola sp. A56]

[Halococcus saccharolyticus]

[Candidatus Halobonum tyrrellensis]

[Cleome hassleriana]

[Methylophaga sp. JAM7]

[Novispirillum itersonii]

[Kiloniella laminariae]

[Rhodovibrio salinarum]

[Cellulomonas carbonis T26]

[Hypsibius dujardini]

[Batrachochytrium dendrobatidis JAM81]



augustus_masked_scaffold3707_size17255_processed_gene_0.4

protein tyrosine phosphatase

Pro_4  [Ectocarpus siliculosus]

Pro_5 [Aureococcus anophagefferens]

Met_3 [Danaus plexippus]

0.48 I— Pro_2  [Nannochloropsis gaditana CCMP526]
102 I— Pro_3 [Thalassiosira oceanica]
0.97 Pla_1  [Ricinus communis]
453 0.92
242 1 Fun_5 [Pseudomonas]
476 Met_2 [Acinetobacter]
0.51 0.12 Met_1 [Trichoplax adhaerens]
138 3 0.13
21 Arc_5 [Methanoregula boonei]
0.28
53 0.34 Pro_1 [Galdieria sulphuraria]
0.17
7 149 Arc_4 [Archaeoglobus sulfaticallidus]
Fun_4 [Batrachochytrium dendrobatidis JAM81]
0.6 0.17
35 Arc_1 [Methanobacterium lacus]
54 0.07
35 0.33 Arc_3  [Methanospirillum hungatei]
148 Arc_2  [Methanoplanus petrolearius]
Eub_10 [Blastopirellula marina]
Eub_8 [Nostoc sp. PCC 7524]
0.73 0.99
73 413 0.39 Eub_9 [Calothrix sp. PCC 7507]
0.92 ub_7 [Mastigocladopsis repens]
155 Eub_5 [Opitutaceae bacterium TAV5]
0.6 Eub_4 [Verrucomicrobia bacterium SCGC AAA164-E04]
136
0.28 Eub_6 [Coraliomargarita akajimensis]
85 Eub_3 [Opitutus terrae]
0.18 0.59
Fun_3 [Pseudogymnoascus pannorum VKM F-4281 (FW-2241)]
24 193 0.98
352 0.71 Fun_2  [Stachybotrys chartarum IBT 40288]
21 253 Fun_1 [Pseudogymnoascus destructans 20631-21]
Eub_1 [Haloferula sp. BYORR071]
0.28

51 L‘: H_duj [Hypsibius dujardini]
253 Eub_2 [Pedosphaera parvula]



augustus_masked_scaffold1821_size45607_processed_gene_0.1

predicted protein

436

449

0.37

0.38

111

44

0.13

444

0.94
400 0.97 Met_3

0.39

12

0.2

0.84

10

0.11

0.45

227

30

0.22

0.55

76

0.79
221 1 Eub_3

471 Eub_5

0.54

15

0.59

0.28 | — Eub_4

56

72 | S N_vec

0.34
73 0.82 Pro_3

228 Pro_5

46

0.09

0.21

443

0.46

231 Fun_4

0.68 [ H_duj

214 | Eub_2
0.98 | E— Fun_3

57

22
0.41

80

350 | Fun_1

406

439 L pas

0.2
154 0.49 Pla_3

219 Pla_1

[Neurospora tetrasperma FGSC 2508]
[Sordaria macrospora k-hell]
[Trichoderma atroviride IMI 206040]
[Acanthamoeba castellanii str. Neff]
[Apis mellifera]

[Acromyrmex echinatior]
[Camponotus floridanus]

[Drosophila melanogaster]

[Gallus gallus]

[Proteobacteria bacterium JGI 0000113-E04]
[Capitella teleta]

[Crassostrea gigas]

[Saccoglossus kowalevskii]
[uncultured marine thaumarchaeote KM3_73_F02]
[Candidatus Micrarchaeum acidiphilum ARMAN-2]
[Caenorhabditis elegans]

[Microvirga lupini]

[Microvirga sp. BSC39]

[Guillardia theta CCMP2712]
[Burkholderia terrae]

[Nematostella vectensis]
[Strongylocentrotus purpuratus]
[Dictyostelium purpureum]
[Phytophthora parasitica P10297]
[Ceriporiopsis subvermispora B]
[Postia placenta Mad-698-R]
[Dichomitus squalens LYAD-421 SS1]
[Trametes cinnabarina]

[Hypsibius dujardini]

[Niabella soli DSM 19437]
[Setosphaeria turcica Et28A]
[Colletotrichum sublineola]

[Malus domestica]

[Pyrus x bretschneideri]

[Morus notabilis]

[Amborella trichopoda]

[Ricinus communis]

[Chlamydomonas reinhardtii]

[Baudoinia compniacensis UAMH 10762]



augustus_masked_scaffold1669_processed_gene_0.3

hypothetical protein mv_R860

Fun_2
Fun_3
1 [ Funs4
499 I— Fun_5
{ -
1 315 Eub_5
500
0.89 Eub_2
0.9 250 I: Eub_4
242
Pro_5
1 0.84 : 2
: Pro
500 405 1 _:
183 500 Pro_3
1 1 Al
394 392 | Pro 4
0.92  Hdu
290 I— Eub_1
Pro_1
! 1
499 413 1 Met_1
0.76 =00
514 Met_2
Fun_1
0.86 Pla_6
1
269
423 1 Pla_2
499 0.99 Pla_7
1 396 Pla_3
492
0.57 '7 Pla_5
203 I— Pla_10
0.41
185 Pla_8
1
462 1 Pla_1
462 1 Pla_4
499 Pla_9

Ajellomyces dermatitidis ATCC 26199]
Ajellomyces capsulatus H88]
Magnaporthe oryzae 70-15]
Trichoderma reesei QM6a]
Mycobacterium phlei]

Firmicutes bacterium CAG:227]
Marinitoga piezophila]
Ruminococcus sp. JC304]
Saprolegnia parasitica CBS 223.65]
Polysphondylium pallidum PN500]
Dictyostelium discoideum AX4]
Marine Group Il euryarchaeote SCGC AB-629-J06]
Guillardia theta CCMP2712]
Hypsibius dujardini]

Ruminococcus sp. JC304]
Coccomyxa subellipsoidea C-169]
Daphnia pulex]

Daphnia pulex]

Mortierella verticillata NRRL 6337]
Vitis vinifera]

Capsella rubella]

Camelina sativa]

Arabis alpina]

Ricinus communis]

Arabis alpina]

Malus domestica]

Prunus mume]

Malus domestica]

Pyrus x bretschneideri]



augustus_masked_scaffold1002_processed_gene_0.4

hypothetical protein BATDEDRAFT_8747

Pla_3 [Cicer arietinum]

Pla_5 [Medicago truncatula]

484

Pla_4 [Theobroma cacao]

0.94

Pla_2 [Brassica napus]

500

469

0.19

276

182

N_vec [Nematostella vectensis]

I
&: S_kow [Saccoglossus kowalevskii]
261 C_ele [Caenorhabditis elegans]

500

0.34

Met_5 [Nasonia vitripennis]
1 Met_4 [Anopheles sinensis]
349 D_mel [Drosophila melanogaster]

— C_gig [Crassostrea gigas]

211

| S Met_3 [Capitella teleta]

G_gal [Gallus gallus]

481

0.88

Pro_2 [Albugo candida]

0.96
335

Pro_4 [Saprolegnia diclina VS20]
0.53 Pro_3 [Phytophthora parasitica]
209 Pro_5 [Saprolegnia diclina VS20]

370

0.47

Fun_6 [Trichoderma reesei QM6a]

0.77 1
276 458

1 0.95

224

450 224

Pla_1 [Zea mays]

0.94
299

Fun_9 [Chaetomium thermophilum var. thermophilum DSM 1495]
1 Fun_7 [Aspergillus fumigatus var. RP-2014]
488 Fun_8 [Aspergillus fumigatus Af293]

0.87
281

0.96

Fun_3 [Absidia idahoensis var. thermophila]
1 Fun_4 [Mortierella verticillata NRRL 6337]
499 Fun_10 [Mortierella verticillata NRRL 6337]

— Fun5 [Geosiphon pyriformis]

329

S Fun_2 [Rhizophagus intraradices]
| — H_duj [Hypsibius dujardini]

0.54
114

446

| S Fun_1 [Batrachochytrium dendrobatidis JAM81]

Met_2 [Ixodes scapularis]

0.2

Eub_5 [Desulfotomaculum kuznetsovii DSM 6115]

0.62 196 " 013
165 143

0.98

Eub_3 [Desulfosporosinus orientis DSM 765]

0.1
132

147

Eub_1 [Desulfitobacterium metallireducens DSM 15288]

Eub_4 [Thermincola potens JR]
0.98 Met_1 [Trichuris trichiura]
249 Eub_2 [Clostridium intestinale]

0.08
109

399

Arc_5 [Candidatus Methanoperedens nitroreducens]

479

0.4

Arc_4 [Methanoplanus petrolearius]
0.8 Arc_3 [Methanocella paludicola]
251 Arc_2 [Methanosaeta concilii]

| — Pro_1 [Guillardia theta CCMP2712]

146

| S Arc_1 [uncultured marine thaumarchaeote KM3_86_F11]



augustus_masked_scaffold847_size34339_processed_gene_0.4
hypothetical protein mv_R860

Met_1 [Daphnia pulex]

Met_2 [Daphnia pulex]

Pro_1 [Coccomyxa subellipsoidea]

Fun_1 [Mortierella verticillata]

1 1 Fun_3 [Magnaporthe oryzae]
500 1 500 Fun_4 [Trichoderma reesei]
496 0.98 Fun_2 [Ajellomyces dermatitidis]
1
412 345 Fun_5 [Uncinocarpus reesii]
1 ,7 H_duj [Hypsibius dujardini]
387 I— Eub_1 [Ruminococcus sp.]
0.92 1 1 '7/-\“:_1 [Marine Group Il euryarchaeote SCGC AB-629-J06]
241 438 341 I— Pro_4 [Guillardia theta]
0.99 Eub_2 [Marinitoga piezophila]
330 1 351 Eub_4 [Butyrivibrio sp.]
500 0.98 Eub_3 [Mycobacterium phlei]
1 349 Eub_5 [Firmicutes bacterium]
0.65 367
184 ) Pro_5 [Saprolegnia parasitica]
411 1 Pro_2 [Polysphondylium pallidum]
499 Pro_3 [Dictyostelium discoideum]
Pla_5 [Ricinus communis]
Pla_8 [Malus domestica]
1 1
Pla_1 [Prunus mume
500 415 1 1 1
431 1 Pla_4 [Malus domestica]
0.61
175 500 Pla_9 [Pyrus x bretschneideri]
Pla_6 [Vitis vinifera]
1
Pla_10 [Cleome hassleriana]
450 1
295 L Pla_2 [Capsella rubella]

480 L‘: Pla_3 [Arabis alpina]
224 Pla_7 [Camelina sativa]



augustus_masked_scaffold634_size5575_processed_gene_0.11
Mannitol-1-phosphate/altronate dehydrogenase

Arc_1 [Halobacterium salinarum]

Pla_3 [Cucumis sativus]

,— Pla_4 [Ricinus communis]

I Pla_5 [Ricinus communis]

Pla_3 [Capitella teleta]

Pla_1 [Cucumis sativus]

L‘: Pla_2 [Cucumis sativus]
287 Met_4 [Acyrthosiphon pisum]

Pro_5 [Emiliania huxleyi]

Pro_4 [Nannochloropsis gaditana)l

1 Pro_1[Saccharina japonica]
T‘: Pro_2 [Ectocarpus siliculosus]

Met_1 [Metaseiulus occidentalis]

L‘: Pro_3 [Trypanosoma grayi]
283 Met_2 [Necator americanus]

Met_5 [Amphimedon queenslandica]

Fun_4 [Phaeosphaeria nodorum]

Fun_5 [Pestalotiopsis fici]

Fun_3 [Byssochlamys spectabilis]

{ Fun_1 [Aspergillus fumigatus]
482 Fun_2 [Neosartorya fischeri]

—— Eub_5 [Tolypothrix bouteillei]

I— Eub_7 [Microcoleus vaginatus]

L‘: Eub_6 [Salinisphaera hydrothermalis]
285 Eub_9 [Halomonas sp.]

L‘: Eub_10 [Isoptericola variabilis]
258 Eub_8 [Arthrobacter sp.]

Eub_3 [Haliangium ochraceum]

1
492
1
1 490 0.64
500 279
1 1
462 450 0.64
232
0.98 1
272 347
0.67
0.99
108 1
274
492 1
492 1
390
0.96
153
1
500
0.33
1
111
500
0.58
191 1
418
1
472

{ Eub_2 [Janthinobacterium lividum]
375 Eub_4 [Janthinobacterium sp.]

0.7 —— H_duj [Hypsibius dujardini]

220 |—Eub_1 [bacterium UASB14]



Gene trees — associated information



Tardgrade sequence Accession Taxon label in tree
snap_masked-scaffold2263_size22100-processed-gene-0.5 ETN85160.1 Met_1
ELT98931.1 Met_2
EGT36150.1 Met_3
EYC08770.1 Met_4
EYC08771.1 Met_5
ADK93999.1 D_mel
NP_001024899.1 [C_ele
EKC41578.1 C_gig
XP_002734727.1 |S_kow
XP_007831537.1 [Fun_1
XP_658924.1 Fun_2
KDN63488.1 Fun_3
CBF87724.1 Fun_4
KGQ13279.1 Fun_5
EWM25928.1 Pro_1
XP_001759460.1 |Pla_1
WP_012186262.1 |Arch_1
WP_015789392.1 |Arch_2
WP_006665629.1 |Arch_3
WP_006882641.1 |Arch_4
WP_006825181.1 |Arch_5
YP_005059695.1 |Eub_1
CDG83135.1 Eub_2
WP_013579287.1 |Eub_3
WP_020719291.1 (Eub_4
YP_005058755.1 |Eub_5
WP_026389091.1 |Eub_6
YP_006421272.1 |Eub_7
WP_028556452.1 [Eub_8
WP_011682943.1 |Eub_9
WP_013568038.1 |Eub_10
maker-scaffold187 size82271-snap-gene-0.46 XP_003343631.1 |Fun_1
XP_001744264.1 |Pro_1
YP_589610.1 Eub_1
YP_002754580.1 |Eub_2
WP_020722206.1 |Eub_3
WP_013578580.1 [Eub_4
WP_011688571.1 [Eub_5
YP_005059566.1 |[Eub_6
WP_020712994.1 |Eub_7
WP_006978381.1 |Eub_8
WP_012376870.1 |Eub_9
YP_001821414.1 |Eub_10
snap_masked-scaffold16703_size5213-processed-gene-0.5 XP_003391632.1 |Met_1




XP_002405928.1 |Met_2
CDW59243.1 Met_3
XP_002434443.1 |Met_4
XP_003469451.2 [Met_5
KGQ12990.1 Fun_1
ELRO3114.1 Fun_2
KGQ13718.1 Fun_3
XP_002617391.1 |Fun_4
ELQ40159.1 Fun_5
YP_002048675.1 |Pro_1
EMH73293.1 Pro_2
EKG06894.1 Pro_3
ESS63401.1 Pro_4
XP_004153787.1 |Pla_1
KFK36644.1 Pla_2
XP_007207021.1 |Pla_3
WP_018034704.1 |Arc_1
WP_008365813.1 |Arc_2
YP_007912694.1 |Eub_1
WP_013945660.1 |Eub_2
YP_003754151.1 ([Eub_3
WP_026867960.1 |Eub_4
WP_023785623.1 [Eub_5
KAI95030.1 Eub_6
YP_004010392.1 |Eub_7
WP_028162525.1 |Eub_8
WP_024584553.1 |Eub_9
WP_027279200.1 |Eub_10
maker-scaffold16610_size5253-snap-gene-0.7 XP_009009293.1 |Met_1
CBY12957.1 Met_2
KFM58494.1 Met_3
XP_004227501.1 |Met_4
XP_009057605.1 |Met_5
NP_001247377.1 |D_mel
NP_001021293.2 [C_ele
EKC31672.1 C_gig
XP_006819680.1 |S_kow
NP_001025511.1 |G_gal
CCH23110.1 N_vec
CCH44043.1 Fun_1
XP_007757298.1 |Fun_2
CEF77135.1 Fun_3
XP_388900.1 Fun_4
EYB29890.1 Fun_5
EPY28623.1 Pro_1




XP_009845357.1 |(Pro_2
XP_008893292.1 (Pro_3
ETO73763.1 Pro_4
XP_008893294.1 |Pro_5
XP_002534659.1 (Pla_1
XP_004150911.1 |Pla_2
XP_009351296.1 |Pla_3
AEK86563.1 Pla_4
XP_004290707.1 |Pla_5
WP_006882632.1 |Arc_1
KDE57447.1 Arc_2
WP_008095220.1 |Arc_3
WP_004974838.1 |Arc_4
WP_004969548.1 |Arc_5
WP_016715768.1 [Eub_1
YP_606197.1 Eub_2
WP_025754029.1 |Eub_3
AIN61587.1 Eub_4
WP_028689034.1 [Eub_5
WP_009685235.1 [Eub_6
AHD12543.1 Eub_7
AIL59673.1 Eub_8
WP_024086160.1 [Eub_9
WP_016484610.1 |Eub_10
maker-scaffold1034_size31628-snap-gene-0.53 XP_003390807.1 |Met_1
XP_003390808.1 [Met_2
CDW55151.1 Met_3
XP_003390336.1 |Met_4
ETN83556.1 Met_5
NP_730301.3 D_mel
NP_493041.1 C_ele
EKC17257.1 C_gig
XP_006815639.1 (S_kow
XP_422330.3 G_gal
XP_001618124.1 [N_vec
KGQ11105.1 Fun_1
KGQ13405.1 Fun_2
KGQ13406.1 Fun_3
KGQ02342.1 Fun_4
KGQ13942.1 Fun_5
YP_009051152.1 |Pro_1
NP_848950.1 Pro_2
YP_009020823.1 |Pro_3
NP_045139.1 Pro_4
YP_005089900.1 |Pro_5




EEC68421.1 Pla_1
XP_004151223.1 |Pla_2
EEC68416.1 Pla_3
XP_004154075.1 |Pla_4
XP_002538475.1 |Pla_5
WP_021044468.1 |Arc_1
WP_008441535.1 |Arc_2
WP_017344028.1 |Arc_3
WP_007345288.1 |Arc_4
WP_008367388.1 |Arc_5
YP_004987465.1 |Eub_1
CDN66896.1 Eub_2
YP_003524199.1 |Eub_3
WP_026074386.1 [Eub_4
WP_027010394.1 [Eub_5
WP_018273463.1 [Eub_6
WP_018111969.1 |Eub_7
WP_028333378.1 [Eub_8
YP_001642290.1 |Eub_9
WP_018273463.1 |Eub_10
maker-scaffold115_size79125-snap-gene-0.80 CDW60463.1 Met_1
CDW59420.1 Met_2
XP_003389916.1 [Met_3
XP_003088060.1 [(Met_4
AAX33608.1 D_mel
NP_509205.2 C_ele
EKC17175.1 C_gig
XP_006814548.1 |(S_kow
XP_418636.4 G_gal
XP_001618124.1 |N_vec
KGQ13962.1 Fun_1
KGQ11115.1 Fun_2
KGQ13055.1 Fun_3
KGQ06063.1 Fun_4
KGQ06104.1 Fun_5
WP_013875775.1 |Pro_1
WP_008006286.1 (Pro_2
WP_015790313.1 |Pro_3
WP_008526693.1 (Pro_4
WP_009377651.1 [Pro_5
EEC78702.1 Pla_1
XP_004151395.1 [Pla_2
XP_004153905.1 (Pla_3
XP_002534826.1 |Pla_4

EAY93131.1

Pla_5




WP_013875775.1

Arc_1

WP_008006286.1

Arc_2

WP_015790313.1

Arc_3

WP_008526693.1

Arc_4

WP_004977793.1

Arc_5

WP_013875711.1

Arc_6

WP_007694542.1

Arc_7

WP_013875807.1

Arc_8

WP_008526858.1

Arc_9

WP_006883492.1

Arc_10

AIS52208.1 Eub_1
WP_016742738.1 [Eub_2
WP_026042936.1 [Eub_3
YP_002769818.1 (Eub_4
WP_031416280.1 [Eub_5
maker-scaffold117_size78986-augustus-gene-0.84 XP_003390883.1 |Met_1
XP_003494811.1 |Met_2
ELU02337.1 Met_3
XP_003389625.1 |Met_4
ELU04438.1 Met_5
KGQ13756.1 Fun_1
KGQ11302.1 Fun_2
XP_006683192.1 (Fun_3
KGQ13060.1 Fun_4
KDN34651.1 Fun_5
YP_001019170.1 |Pro_1
NP_038441.1 Pro_2
YP_636569.1 Pro_3
YP_009105912.1 (Pro_4
YP_009104931.1 |Pro_5
YP_007026185.1 |Pla_1
NP_039346.1 Pla_2
AAG41902.1 Pla_3
NP_777462.1 Pla_4
ABX00569.1 Pla_5
WP_011843494.1 |Arc_1
WP_014404761.1 |Arc_2
WP_014867666.1 |Arc_3
WP_012035702.1 [Arc_4
WP_004037770.1 |Arc_5
YP_003321306.1 |Eub_1
AHY48349.1 Eub_2
WP_029476644.1 |Eub_3
WP_029483079.1 |Eub_4
EYB69185.1 Eub_5




YP_003323049.1

Eub_6

WP_019008837.1 [Eub_7
WP_019902200.1 [Eub_8
YP_645380.1 Eub_9
ETX06459.1 Eub_10
maker-scaffold4690_size14997-snap-gene-0.16 EZA47087.1 Met_1
XP_002161039.2 [Met_2
EGI64323.1 Met_3
XP_009026759.1 |Met_4
XP_003489091.1 [Met_5
NP_476841.1 D_mel
NP_001021584.1 [C_ele
EKC26070.1 C_gig
XP_002731016.1 |(S_kow
NP_001171688.1 |G_gal
XP_001625612.1 [N_vec
CDSs10475.1 Fun_1
CEG65538.1 Fun_2
CDH54952.1 Fun_3
EPB93105.1 Fun_4
ESA16581.1 Fun_5
XP_728665.1 Pro_1
XP_001020979.1 |Pro_2
EAS00734.2 Pro_3
XP_642518.1 Pro_4
AAC47024.1 Pro_5
XP_004516362.1 |Pla_1
XP_010036324.1 |Pla_2
XP_002975564.1 |Pla_3
XP_002973537.1 |Pla_4
EPS69017.1 Pla_5
WP_015052778.1 |Arc_1
BAM69424.1 Arc_2
WP_023845946.1 |Arc_3
WP_013295480.1 |Arc_4
WP_012899880.1 |Arc_5
WP_012036017.1 |Arc_6
3FZI_A Arc_7
WP_015325096.1 |Arc_8
KGK99262.1 Arc_9
WP_013824740.1 |Arc_10
YP_005845493.1 |Eub_1
GAK55472.1 Eub_2
KDR96246.1 Eub_3
WP_029716760.1 |Eub_4




YP_007940929.1

Eub 5

maker-scaffold48_size118896-augustus-gene-0.115 CDJ94783.1 Met_1
EYC21918.1 Met_2
ETN75960.1 Met_3
XP_002643051.1 |Met_4
XP_003104942.1 |Met 5
NP_996292.2 D_mel
NP_741240.1 C_ele
EKC34559.1 C_gig
XP_002736640.1 |S_kow
NP_001025756.1 |G_gal
XP_001636103.1 |N_vec
KFH73944.1 Fun_1
ERZ94672.1 Fun_2
KFH73994.1 Fun_3
EXX59623.1 Fun_4
EPB85777.1 Fun_5
XP_005708640.1 (Pro_1
EJK73213.1 Pro 2
XP_002296439.1 (Pro_3
XP_009837732.1 |(Pro_4
XP_009837727.1 |Pro_5
XP_001753431.1 |Pla_1
XP_003637575.1 (Pla_2
XP_004498000.1 |Pla_3
XP_008341037.1 |Pla_4
CDP07619.1 Pla_5
WP_014587630.1 |Arc_1
WP_013717995.1 |Arc_2
WP_008389279.1 |Arc_3
WP_014052983.1 |Arc_4
WP_010867008.1 |Arc_5
BAL59919.1 Eub_1
ETW96694.1 Eub_2
ETW95828.1 Eub_3
YP_003373270.1 (Eub_4
EYFO1151.1 Eub_5
YP_008153959.1 (Eub_6
YP_001617056.1 |Eub_7
YP_003704627.1 [Eub_8
BA018428.1 Eub_9
WP_027070836.1 |Eub_10

snap_masked-scaffold5085_size14234-processed-gene-0.8 XP_003694894.1 |Met_1
XP_003494199.1 |Met_2

CDW59144.1

Met_3




EYB84565.1

Met_4

EYB84563.1

Met_5

AAL90373.1

D_mel

NP_001022623.1

C ele

EKC18878.1

C_gig

XP_002741112.1

S_kow

NP_001025820.1

G_gal

XP_001619345.1

N_vec

ESX01276.1

Fun_1

EIF46696.1

Fun_2

KGQ11347.1

Fun_3

KGK39536.1

Fun_4

EPE08492.1

Fun_5

YP_002049425.1

Pro 1

CCF72996.1

Pro 2

XP_008914162.1

Pro_3

XP_002499891.1

Pro_4

XP_002997444.1

Pro_5

XP_002966250.1

Pla_1

XP_004297956.1

Pla_2

XP_010464585.1

Pla_3

XP_002310663.1

Pla_4

XP_002960579.1

Pla_5

YP_001330666.1

Arc_1

YP_004577128.1

Arc_2

YP_001324133.1

Arc 3

NP_987577.1

Arc_4

YP_004742098.1

Arc_5

YP_004051077.1

Eub_1

YP_005097518.1

Eub_2

YP_003497009.1

Eub_3

KHE92173.1

Eub 4

WP_008695554.1

Eub 5

YP_003967466.1

Eub_6

YP_003804037.1

Eub_7

WP_020613878.1

Eub_8

WP_023050069.1

Eub_9

YP_004602945.1

Eub_10

maker-scaffold6957_size11554-snap-gene-0.14

XP_007330372.1

Fun_1

XP_006459325.1

Fun_2

KFA62214.1

Fun_3

XP_004333766.1

Pro_1

WP_011020160.1

Arc_1

AHL21712.1

Arc_2

WP_014787927.1

Arc_3




KDE54630.1 Arc_4
WP_004037443.1 |Arc_5
AHL22815.1 Arc_6
WP_013683942.1 |Arc_7
WP_018154833.1 |Arc_8
KDE56031.1 Arc 9
WP_007043923.1 |Arc_10
WP_027713684.1 [Eub_1
YP_004863204.1 |Eub_2
YP_007094641.1 |Eub_3
YP_001276859.1 |Eub_4
YP_004660744.1 |Eub_ 5
maker-scaffold7284 size11211-snap-gene-0.10 NP_248482.1 Arc_ 1
YP_003458392.1 (Arc_2
YP_003668298.1 |[Arc_3
WP_023845917.1 |Arc_4
YP_002307070.1 |Arc_5
WP_008547787.1 |Eub_1
YP_005097508.1 |Eub_2
WP_019952117.1 (Eub_3
YP_005083038.1 (Eub_4
WP_029480120.1 [Eub_5
WP_019995162.1 [Eub_6
WP_019586149.1 |Eub_7
YP_005097712.1 |Eub_8
YP_002940899.1 |Eub_9
ETP70520.1 Eub_10
snap_masked-scaffold8624 size10011-processed-gene-0.6 XP_005805776.1 |Met_1
XP_008394756.1 [Met_2
XP_004081219.1 |Met_3
XP_002600037.1 [Met_4
XP_002166751.1 |Met 5
NP_610308.2 D_mel
NP_506570.1 C ele
EKC30553.1 C_gig
XP_006817025.1 |(S_kow
XP_421193.1 G_gal
XP_001639113.1 |N_vec
EPB85547.1 Fun_1
EIE85905.1 Fun_2
ERZ95212.1 Fun_3
KFH72802.1 Fun_4
CCX04229.1 Fun_5
XP_008905649.1 |Pro_1
XP_008905636.1 |Pro_2




XP_008607143.1 |Pro_3
KDO35686.1 Pro_4
XP_009520519.1 |Pro_5
CDP12036.1 Pla_1
XP_009340056.1 |Pla_2
NP_001242868.1 |Pla_3
XP_009350917.1 |(Pla_4
AFK43129.1 Pla_5
WP_009377807.1 |Arc_1
WP_008384804.1 |Arc_2
WP_004969557.1 |Arc_3
YP_004036030.1 |Arc_4
WP_004062390.1 |Arc_5
WP_008575891.1 |Arc_6
YP_003536606.1 |Arc_7
WP_007275314.1 |Arc_8
WP_008095241.1 |Arc_9
WP_008427553.1 |Arc_10
YP_003392872.1 |Eub_1
YP_003299425.1 |Eub_2
CEG30478.1 Eub_3
KFN08388.1 Eub_4
YP_001959196.1 |Eub_5
maker-scaffold7913-snap-gene-0.8 XP_004144976.1 (Pla_1
KEH16990.1 Pla_2
XP_010239583.1 |Pla_3
XP_009388207.1 |(Pla_4
KGN47269.1 Pla_5
XP_008645343.1 |[Pla_6
KEH17348.1 Pla_7
KD039227.1 Pla_8
XP_003614397.1 |Pla_9
XP_008664051.1 [Pla_10
WP_004837891.1 |Eub_1
WP_021994825.1 |Eub_2
EZU73576.1 Eub_3
CDW61305.1 Met_1
KFD59988.1 Met_2
CDI98843.1 Met_3
CDS25675.1 Met_4
CDS25763.1 Met_5
CDQ01417.1 Met_6
XP_003370857.1 |Met_7
CCI50950.1 Pro_1
XP_009539700.1 |Pro_2




XP_008881610.1 (Pro_3
XP_005855606.1 |(Pro_4
CBJ33763.1 Pro_5
EJK58439.1 Pro_6
EJY66653.1 Pro_7
EJY65597.1 Pro_8
CDW75723.1 Pro_9
XP_009037769.1 (Pro_10
snap_masked-scaffold9447 size9412-processed-gene-0.6 XP_004431947.1 |Met_1
XP_006872217.1 |Met_2
XP_004717516.1 |Met_3
XP_004271695.1 |Met_4
XP_006211575.1 |Met_5
NP_733183.1 D_mel
NP_741083.1 C_ele
EKC37583.1 C_gig
XP_002730825.1 |S_kow
NP_990000.1 G_gal
XP_001639716.1 [N_vec
XP_001271754.1 |Fun_1
EYE99742.1 Fun_2
NP_594582.1 Fun_3
XP_002562117.1 |Fun_4
KFY73827.1 Fun_5
XP_002776755.1 |Pro_1
CCW63390.1 Pro_2
XP_008862815.1 (Pro_3
EJY79302.1 Pro_4
CCl41049.1 Pro_5
XP_002982106.1 |[Pla_1
AlL24123.1 Pla_2
EYU29514.1 Pla_3
XP_004293797.1 (Pla_4
XP_006354427.1 |Pla_5
WP_020863737.1 |Arc_1
WP_007109524.1 |Arc_2
WP_014863331.1 |Arc_3
CDK39042.1 Arc_4
WP_006433147.1 |Arc_5
WP_018132764.1 [Eub_1
EWG10330.1 Eub_2
WP_028397584.1 [Eub_3
WP_026567516.1 [Eub_4
WP_019122321.1 |Eub_5
WP_026041785.1 |Eub_6




AHV96308.1 Eub_7
WP_033844031.1 |Eub_8
WP_031410118.1 |Eub_9
WP_033022690.1 |Eub_10
maker-scaffold100_size92086-snap-gene-0.59 XP_001965764.1 |Met_1
XP_004208221.1 |Met_2
XP_004210584.1 |Met_3
CDQ74194.1 Met_4
XP_008182148.1 |Met_5
EXX54610.1 Fun_1
EXX71234.1 Fun_2
EXX77471.1 Fun_3
EXX60617.1 Fun_4
ERZ95335.1 Fun_5
EXX55650.1 Fun_6
EXX71964.1 Fun_7
XP_007768175.1 |Fun_8
EXX75000.1 Fun_9
EXX67829.1 Fun_10
ETK82390.1 Pro_1
ETM45973.1 Pro_2
XP_002905980.1 |Pro_3
XP_009534719.1 (Pro_4
ETL88842.1 Pro_5
XP_008647179.1 |Pla_1
XP_003611303.1 |Pla_2
XP_008441705.1 |Pla_3
XP_008675648.1 |Pla_4
XP_006828689.1 |Pla_5
augustus_masked-scaffold1002_size32014-processed-gene-0.4 [CDW58869.1 Met_1
XP_002412211.1 |Met_2
ELT98791.1 Met_3
KFB45413.1 Met_4
XP_001600500.3 |Met_5
NP_001097800.1 |D_mel
NP_495761.2 C_ele
EKC37511.1 C_gig
XP_006819255.1 [S_kow
NP_001004370.1 |G_gal
XP_001632486.1 |N_vec
XP_006675041.1 |Fun_1
CAI54276.1 Fun_2
CDS03250.1 Fun_3
KFH72372.1 Fun_4
AGO45862.1 Fun_5




XP_006969358.1

Fun_6

KEY81006.1

Fun_7

XP_752458.1

Fun_8

XP_006695675.1

Fun_9

KFH65919.1

Fun_10

XP_005835793.1

Pro_1

CCl10344.1

Pro 2

ETM00112.1

Pro_3

XP_008604566.1

Pro_4

XP_008615359.1

Pro_5

NP_001130547.1

Pla_1

CDY68393.1

Pla_2

XP_004500249.1

Pla_3

XP_007016118.1

Pla_4

KEH34256.1

Pla_5

AlF19380.1

Arc_1

WP_013719253.1

Arc_2

WP_012899337.1

Arc_3

WP_013329202.1

Arc_4

KCZ72341.1

Arc_5

AHF06106.1

Eub_6

WP_021803882.1

Eub_7

YP_004968539.1

Eub_8

YP_003639472.1

Eub_9

YP_004518633.1

Eub_10

augustus_masked-scaffold10141 _size8958-processed-gene-0.1

XP_001635316.1

Met_1

XP_009435878.1

Met_2

XP_001625497.1

N_vec

GAA87885.1

Fun_1

KFH63080.1

Fun_2

CEJ86814.1

Fun_3

XP_008084311.1

Fun_4

XP_001886371.1

Fun_5

XP_002561833.1

Fun_6

CEJ90243.1

Fun_7

KFG79844.1

Fun_8

XP_001875527.1

Fun_9

CD068660.1

Fun_10

XP_008619938.1

Pro_1

XP_008612269.1

Pro 2

KDO34045.1

Pro 3

EFA75896.1

Pro_4

XP_008864995.1

Pro_5

XP_001783997.1

Pla_1

WP_021219852.1

Eub_1




WP_031532596.1

Eub 2

KFF04636.1 Eub_3
YP_006434332.1 (Eub_4
YP_007059441.1 |Eub_5
maker-scaffold104_size84685-augustus-gene-0.25 XP_001662061.1 |Met_1
XP_001334403.2 |Met_2
XP_007238911.1 |Met_3
XP_002426005.1 |Met_4
ERG83250.1 Met_5
EKC23290.1 C_gig
XP_002738912.1 |S_kow
CAG32330.1 G_gal
XP_001627527.1 [N_vec
EXX67466.1 Fun_1
ERZ98239.1 Fun_2
EXX64054.1 Fun_3
EXX64053.1 Fun_4
ESA22219.1 Fun_5
EXX55225.1 Fun_6
ESA22357.1 Fun_7
EXX78894.1 Fun_8
EPE05478.1 Fun_9
EXX78161.1 Fun_10
XP_642017.1 Pro_1
XP_003290267.1 |Pro_2
XP_003286087.1 |Pro_3
XP_004361490.1 |Pro_4
XP_004366680.1 |Pro_5
XP_001768654.1 |Pla_1
XP_001778634.1 |Pla_2
XP_008338155.1 (Pla_3
CDY51560.1 Pla_4
XP_006430002.1 |Pla_5
WP_011278022.1 |Arc_1
41HQ_A Arc_2
WP_013718158.1 |Arc_3
WP_011225183.1 |Arc_4
WP_009989409.1 |Arc_5
EEH95729.1 Eub 1
WP_007372230.1 |Eub_2
WP_022091661.1 |Eub_3
WP_021977185.1 |Eub_4
WP_025486789.1 [Eub_5
maker-scaffold1055_size34456-augustus-gene-0.19 NP_504814.1 Met_1
XP_002596094.1 |Met_2




AFV15454.1

Met_3

NP_001091293.1

Met_4

XP_002632079.1

Met_5

AAB17283.1

D_mel

NP_001255596.1

C_ele

EKC23483.1

C_gig

XP_002739828.1

S_kow

NP_990221.1

G_gal

KDR72546.1

Fun_1

XP_001884841.1

Fun_2

XP_007333711.1

Fun_3

XP_007263537.1

Fun_4

XP_002910275.1

Fun_5

XP_007313627.1

Fun_6

XP_006463956.1

Fun_7

EMD34865.1

Fun_8

BAJO4704.1

Fun_9

KDQ10248.1

Fun_10

XP_004357764.1

Pro_1

XP_003284991.1

Pro 2

EFA78019.1

Pro 3

XP_644535.1

Pro_4

XP_004344552.1

Pro_5

BAJ91418.1

Pla_1

XP_008227235.1

Pla_2

XP_004288836.1

Pla_3

XP_006406907.1

Pla_4

XP_007212738.1

Pla_5

AlF11336.1

Arc_1

AlF01706.1

Arc_2

EHR76326.1

Arc_3

CEE11519.1

Eub 1

KER10060.1

Eub 2

WP_014244994.1

Eub_3

KHD88229.1

Eub_4

WP_002773346.1

Eub_5

maker-scaffold10741_size8634-snap-gene-0.6

no hits

snap_masked-scaffold10791_size8602-processed-gene-0.2

no hits

maker-scaffold1092_size30908-snap-gene-0.25

no hits

maker-scaffold1114_size30693-snap-gene-0.20

XP_002412211.1

Met_1

CDW58869.1

Met_2

XP_008557991.1

Met_3

XP_002070486.1

Met_4

KFB45413.1

Met_5

NP_001097800.1

D_mel




NP_508784.1

C ele

EKC37511.1

C_gig

XP_002736983.1

S_kow

NP_989795.1

G_gal

XP_001632486.1

N_vec

XP_006675041.1

Fun_1

KFH72372.1

Fun_2

CBY77922.1

Fun_3

CEG84518.1

Fun_4

AGM18795.1

Fun_5

KGQ02839.1

Fun_6

KHJ35111.1

Fun_7

XP_008602503.1

Fun_8

EPB81245.1

Fun_9

CAI54276.1

Fun_10

XP_005826511.1

Pro_1

XP_008604566.1

Pro_2

CCl10344.1

Pro_3

XP_008900549.1

Pro_4

XP_005828005.1

Pro_5

NP_001130547.1

Pla_1

CAN68179.1

Pla_2

XP_010030862.1

Pla_3

XP_002314106.1

Pla_4

XP_006848199.1

Pla_5

WP_013329202.1

Arc_1

WP_023992546.1

Arc_2

WP_015052990.1

Arc_3

KCZ72341.1

Arc_4

WP_012964887.1

Arc_5

WP_015311955.1

Eub_1

WP_011697598.1

Eub 2

WP_013809672.1

Eub_3

WP_013378647.1

Eub_4

WP_018702598.1

Eub_5

maker-scaffold1218_size29458-augustus-gene-0.15

XP_003087518.1

Met_1

XP_003494242.1

Met_2

XP_003087253.1

Met_3

XP_006572634.1

Met_4

AET07638.1

D_me

NP_493642.1

C ele

EKC35130.1

C_gig

XP_002835661.1

Fun_1

XP_002146366.1

Fun_2

KEQ95620.1

Fun_3




CCX04382.1

Fun_4

XP_007681732.1

Fun_5

XP_002582987.1

Fun_6

XP_001594706.1

Fun_7

XP_007782065.1

Fun_8

XP_001213488.1

Fun_9

XP_003851279.1

Fun_10

XP_001581214.1

Pro_1

XP_001318849.1

Pro_2

XP_001307179.1

Pro_3

XP_001313378.1

Pro_4

ESL05032.1

Pro_5

XP_001786771.1

Pla_1

XP_009350059.1

Pla_2

XP_004153096.1

Pla_3

XP_004150450.1

Pla_4

AAT46463.1

Pla_5

WP_011447997.1

Arc_1

WP_006107949.1

Arc_2

WP_026178011.1

Arc_3

WP_013644835.1

Arc_4

WP_021058250.1

Arc_5

WP_010864105.1

Eub_1

EUJ18999.1

Eub_2

WP_003770993.1

Eub_3

WP_026676254.1

Eub 4

WP_021259541.1

Eub 5

snap_masked-scaffold1229 size29343-processed-gene-0.12

ELT89484.1

Met_1

XP_008189204.1

Met_2

XP_004210003.1

Met_3

XP_003252027.1

Met_4

XP_008010030.1

Met_5

EFX05599.1

Fun_1

XP_007386223.1

Fun_2

KFX93406.1

Fun_3

KG046259.1

Fun_4

XP_001273792.1

Fun_5

EME42006.1

Fun_6

EKG22580.1

Fun_7

GAD96370.1

Fun_8

XP_007584845.1

Fun_9

XP_002481616.1

Fun_10

XP_004351783.1

Pro_1

EFA76876.1

Pro_2

XP_004357599.1

Pro_3




EFA81931.1

Pro 4

CDI184718.1

Pro 5

XP_002536383.1

Pla_1

XP_006433080.1

Pla_2

XP_009145312.1

Pla_3

XP_004150799.1

Pla_4

XP_004135660.1

Pla_5

WP_015302305.1

Arc_1

WP_007693300.1

Arc_2

WP_011034822.1

Arc_3

WP_009365802.1

Arc_4

WP_012034641.1

Arc_5

WP_012925026.1

Eub_1

WP_026449801.1

Eub 2

WP_009195208.1

Eub_3

WP_012324524.1

Eub_4

WP_020407949.1

Eub_5

augustus_masked-scaffold1669_size25481-processed-gene-0.3

EFX73537.1

Met_1

EFX90311.1

Met_2

KFH65094.1

Fun_1

EQL38503.1

Fun_2

EGC45789.1

Fun_3

XP_003709515.1

Fun_4

XP_006962669.1

Fun_5

XP_005648551.1

Pro_1

EFA78705.1

Pro 2

XP_640495.2

Pro 3

XP_005829071.1

Pro_4

KD0O28577.1

Pro_5

XP_008244013.1

Pla_1

XP_006279531.1

Pla_2

KFK31719.1

Pla_3

XP_008374728.1

Pla_4

XP_002515916.1

Pla_5

CBI23616.3

Pla_6

XP_010481865.1

Pla_7

XP_008385722.1

Pla_8

XP_009348085.1

Pla_9

KFK25558.1

Pla_10

WP_018035917.1

Arc_1

WP_019163754.1

Eub_1

WP_014295917.1

Eub_2

WP_003890357.1

Eub_3

WP_026518421.1

Eub_4

WP_022304042.1

Eub_5




snap_masked-scaffold2358 size21708-processed-gene-0.4 EFX90311.1 Met_1
EFX73537.1 Met_2
KFH65094.1 Fun_1
EER44529.1 Fun_2
EPS98363.1 Fun_3
XP_010759782.1 [Fun_4
XP_007797619.1 |Fun_5
XP_640495.2 Pro_1
XP_005648551.1 (Pro_2
EFA78705.1 Pro_3
XP_003283190.1 |(Pro_4
XP_004358933.1 |Pro_5
XP_002671820.1 (Pla_1
XP_006299070.1 |Pla_2
XP_010468470.1 |Pla_3
XP_004301068.1 (Pla_4
KFK25559.1 Pla_5
BAB02888.1 Pla_6
XP_010490121.1 [Pla_7
XP_009596006.1 (Pla_8
XP_006299602.1 [Pla_9
XP_004299227.1 |(Pla_10
WP_018035917.1 |Arc_1
WP_019163754.1 |Eub_1
WP_015554366.1 |Eub_2
KFZ25997.1 Eub 3
WP_022213626.1 [Eub_4
WP_003890357.1 [Eub_5
maker-scaffold301_size53378-augustus-gene-0.31 EFX90311.1 Met_1
EFX73537.1 Met_2
XP_798930.2 Met_3
KFH65094.1 Fun_1
EEH10820.1 Fun_2
XP_010759782.1 |Fun_3
EPS98363.1 Fun_4
EEQ88435.1 Fun_5
XP_640495.2 Pro_1
XP_005648551.1 (Pro_2
EFA78705.1 Pro 3
XP_002671820.1 |(Pro_4
XP_008612699.1 (Pro_5
XP_002883559.1 [Pla_1
XP_006299070.1 (Pla_2
XP_004301068.1 (Pla_3
KFK25559.1 Pla_4




NP_189122.1 Pla_5
XP_010490121.1 (Pla_6
NP_196825.1 Pla_7
XP_009596006.1 |Pla_8
XP_004299227.1 |Pla_9
XP_008244015.1 [Pla_10
WP_018035917.1 |Arc_1
WP_015554366.1 [Eub_2
KFZ25997.1 Eub_3
WP_003890357.1 [Eub_4
WP_022213626.1 |Eub_5
maker-scaffold3259 size18493-snap-gene-0.15 EFX73537.1 Met_1
EFX90311.1 Met_2
EFX73673.1 Met_3
KFH65094.1 Fun_1
EMT60789.1 Fun_2
EEH10820.1 Fun_3
EHK50424.1 Fun_4
XP_002583201.1 [Fun_5
XP_004358933.1 (Pro_1
XP_640495.2 Pro_2
KD033253.1 Pro_3
XP_008612536.1 (Pro_4
EFA78705.1 Pro_5
XP_008812490.1 |Pla_1
XP_006365776.1 |Pla_2
XP_006402029.1 (Pla_3
KCW60647.1 Pla_4
XP_007211020.1 |Pla_5
XP_002980512.1 |Pla_6
CBI38184.3 Pla_7
CDY22349.1 Pla_8
NP_001058232.1 |Pla_9
XP_010481865.1 (Pla_10
WP_018035917.1 |Arc_1
WP_019163754.1 (Eub_1
WP_022229781.1 |Eub_2
WP_027870105.1 |Eub_3
WP_014295917.1 (Eub_4
WP_013485158.1 [Eub_5
maker-scaffold5591 size22739-augustus-gene-0.10 EFX73537.1 Met_1
EFX90311.1 Met_2
XP_003775165.1 [Met_3
KFH65094.1 Fun_1
EEH10820.1 Fun_2




XP_010759782.1

Fun_3

XP_002789744.1

Fun_4

EFW17364.1

Fun_5

XP_005648551.1

Pro_1

XP_004358933.1

Pro_2

EFA78705.1

Pro 3

XP_002671820.1

Pro_4

KD0O28577.1

Pro 5

CDY60899.1

Pla_1

XP_010494325.1

Pla_2

XP_006279531.1

Pla_3

XP_002863659.1

Pla_4

XP_006403245.1

Pla_5

XP_009596006.1

Pla_6

XP_004299227.1

Pla_7

XP_006419628.1

Pla_8

XP_010522481.1

Pla_9

XP_010243133.1

Pla_10

WP_018035917.1

Arc_1

WP_019163754.1

Eub_1

WP_015554366.1

Eub 2

WP_014295917.1

Eub_3

WP_031542772.1

Eub_4

WP_022213626.1

Eub_5

maker-scaffold7537_size10937-snap-gene-0.9

no hits

augustus_masked-scaffold847_size34339-processed-gene-0.4

EFX73537.1

Met_1

EFX90311.1

Met_2

KFH65094.1

Fun_1

EQL38503.1

Fun_2

XP_003709515.1

Fun_3

XP_006962669.1

Fun_4

XP_002583201.1

Fun_5

XP_005648551.1

Pro_1

EFA78705.1

Pro 2

XP_640495.2

Pro_3

XP_005829071.1

Pro_4

KDO28577.1

Pro_5

XP_008244013.1

Pla_1

XP_006279531.1

Pla_2

KFK31719.1

Pla_3

XP_008374728.1

Pla_4

XP_002515916.1

Pla_5

CBI23616.3

Pla_6

XP_010481865.1

Pla_7

XP_008385722.1

Pla_8




XP_009348085.1 (Pla_9
XP_010522481.1 (Pla_10
WP_018035917.1 |Arc_1
WP_019163754.1 |Eub_1
WP_014295917.1 |Eub_2
WP_003890357.1 (Eub_3
WP_026518421.1 [Eub_4
WP_022304042.1 [Eub_5
maker-scaffold10_size447749-snap-gene-2.50 XP_003494297.1 |Met_1
XP_002401716.1 |Met_2
4KCA_A Met_3
CDW58502.1 Met_4
XP_003747944.1 |Met_5
NP_572212.1 D_mel
NP_001256208.1 |C_ele
EKC21560.1 C_gig
XP_006822377.1 |S_kow
XP_001620462.1 |G_gal
NP_990784.1 N_vec
ESZ95345.1 Fun_1
BA0O41368.1 Fun_2
XP_001523405.1 |Fun_3
CCU97737.1 Fun_4
XP_719372.1 Fun_5
XP_001698467.1 |Pro_1
YP_008965792.1 |Pro_2
CBJ27065.1 Pro_3
XP_005706177.1 |(Pro_4
XP_005838337.1 (Pro_5
XP_002456987.1 |[Pla_1
XP_010537268.1 |Pla_2
AGT16574.1 Pla_3
XP_010063856.1 (Pla_4
XP_004496464.1 |Pla_5
WP_011696309.1 |Arc_1
WP_004266945.1 |Arc_2
WP_012617691.1 |Arc_3
WP_005558848.1 |Arc_4
WP_008012525.1 |Arc_5
WP_013688259.1 [Eub_1
WP_013666464.1 [Eub_2
WP_029331895.1 (Eub_3
WP_010518977.1 |Eub_4
WP_028890024.1 [Eub_5
WP_027065741.1 |Eub_6




WP_008244206.1

Eub_7

WP_027412590.1 |Eub_8
WP_012794719.1 |Eub_9
WP_025763979.1 |Eub_10
maker-scaffold10072_size9001-snap-gene-0.11 EFX60142.1 Met_1
XP_008189189.1 |Met_2
XP_002806096.1 |Met_3
XP_008189318.1 |Met_4
XP_003731889.1 |Met_5
KGQ13328.1 Fun_1
KGQ13007.1 Fun_2
KGQ02324.1 Fun_3
XP_003343047.1 (Fun_4
ELR02842.1 Fun_5
XP_002536388.1 |Pla_1
XP_004150795.1 |Pla_2
XP_002534793.1 |Pla_3
XP_004151615.1 |Pla_4
XP_002536543.1 [Pla_5
AIF12159.1 Arc_2
KGM41405.1 Eub_1
KFB77454.1 Eub_2
WP_018077583.1 [Eub_3
WP_011764342.1 |Eub_4
WP_011112626.1 |Eub_5
WP_015833036.1 |Eub_6
WP_004307530.1 |Eub_7
WP_013149194.1 |Eub_8
WP_015829816.1 [Eub_9
WP_027457926.1 |Eub_10
augustus_masked-scaffold634_size55776-processed-gene-0.11 |XP_003738667.1 |Met_1
ETN82745.1 Met_2
ELU02595.1 Met_3
XP_008188580.1 |Met_4
XP_003390062.1 |Met_5
XP_751388.1 Fun_1
XP_001266605.1 |Fun_2
GAD97714.1 Fun_3
XP_001800184.1 [Fun_4
XP_007830094.1 |Fun_5
AGN55416.1 Pro_1
CBJ29121.1 Pro_2
XP_009311423.1 |Pro_3
EWM26995.1 Pro_4
XP_005776122.1 |Pro_5




XP_004151165.1 |Pla_1
XP_004150801.1 [Pla_2
XP_004153282.1 |Pla_3
XP_002538957.1 |Pla_4
XP_002536519.1 |Pla_5
AAS80142.1 Arc_1
WP_022540841.1 |Arc_2
WP_026177860.1 |Arc_3
AlJ06331.1 Arc_4
WP_015017668.1 |Arc_5
GAK50919.1 Eub_1
EZP35449.1 Eub 2
WP_012829633.1 (Eub_3
WP_017876566.1 [Eub_4
KGG72191.1 Eub_5
KEZ76615.1 Eub_6
WP_006634116.1 [Eub_7
WP_026265016.1 [Eub_8
KFC11132.1 Eub 9
WP_013839871.1 |Eub_10
maker-scaffold1864 size33177-snap-gene-0.15 XP_002936263.2 |Met_1
XP_005058356.1 [Met_2
XP_010721642.1 |Met_3
XP_006264954.1 |Met_4
XP_005529981.1 |Met_5
XP_003642627.2 |G_gal
KGQ11337.1 Fun_1
XP_007847524.1 |Fun_2
XP_008035226.1 |Fun_3
XP_002487065.1 |Fun_4
EKV12168.1 Fun_5
XP_001582566.1 |Pro_1
XP_003288844.1 |(Pro_2
EFA83248.1 Pro_3
ET069210.1 Pro_4
CCA27737.1 Pro_5
XP_009622673.1 |[Pla_1
XP_003559419.1 |[Pla_2
XP_009138723.1 (Pla_3
XP_006293189.1 (Pla_4
CDP09158.1 Pla_5
WP_008525790.1 |Arc_1
WP_004052441.1 |Arc_2
WP_008388568.1 |Arc_3
WP_014514219.1 |Arc_4




WP_023395855.1 |Arc_5
ADC36136.1 Eub_1
WP_033378084.1 [Eub_2
KER10627.1 Eub_3
WP_006309209.1 |Eub_4
WP_027311271.1 [Eub_5
AGA60127.1 Eub_6
WP_018280194.1 (Eub_7
WP_033073909.1 [Eub_8
WP_013634099.1 (Eub_9
WP_025863140.1 |Eub_10
maker-scaffold2739 size20194-snap-gene-0.9 XP_005099835.1 |Met_1
EGT36150.1 Met_2
ETN85160.1 Met_3
ELT98931.1 Met_4
EYC08769.1 Met_5
NP_001024899.1 (C_ele
EKC19968.1 C_gig
XP_002734727.1 [S_kow
XP_001231457.2 |G_gal
XP_007831537.1 |Fun_1
KFH48506.1 Fun_2
XP_658924.1 Fun_3
KFA62644.1 Fun_4
KGQ13279.1 Fun_5
XP_005768404.1 (Pro_1
EWM25928.1 Pro_2
XP_001432411.1 (Pro_3
EWM29697.1 Pro_4
XP_625638.1 Pro_5
XP_002536305.1 (Pla_1
CDP00545.1 Pla_2
XP_001759460.1 [Pla_3
XP_010477896.1 |(Pla_4
XP_010551319.1 |Pla_5
WP_012186262.1 |Arc_1
WP_015789392.1 |Arc_2
WP_013881653.1 |Arc_3
WP_006665629.1 |Arc_4
WP_023392761.1 |Arc_5
WP_014267536.1 [Eub_1
CDG83135.1 Eub_2
WP_014266599.1 [Eub_3
WP_002652980.1 [Eub_4
BAL53258.1 Eub_5




WP_011682943.1

Eub_6

WP_010586830.1

Eub_7

WP_028056784.1

Eub_8

WP_032750987.1

Eub_9

WP_020719291.1

Eub_10

maker-scaffold5875_size12964-augustus-gene-0.12

XP_008119646.1

Met_1

XP_005439707.1

Met_2

XP_009566128.1

Met_3

XP_010574610.1

Met_4

XP_010721642.1

Met_5

EKC22647.1

C_gig

XP_006823392.1

S_kow

XP_003642627.2

G_gal

KGQ11337.1

Fun_1

KEQ89829.1

Fun_2

XP_007926532.1

Fun_3

XP_002565392.1

Fun_4

XP_007267977.1

Fun_5

XP_001582566.1

Pro_1

XP_629427.1

Pro 2

EFA83248.1

Pro 3

XP_004338410.1

Pro_4

CBN79266.1

Pro_5

XP_002538818.1

Pla_1

XP_004151490.1

Pla_2

XP_010253611.1

Pla_3

CBI19138.3

Pla_4

EYU23226.1

Pla_5

WP_020936057.1

Arc_1

WP_004052441.1

Arc_2

WP_015788806.1

Arc_3

WP_014514219.1

Arc_4

WP_013303407.1

Arc_5

ADC36136.1

Eub_1

WP_012936867.1

Eub 2

WP_014855432.1

Eub_3

WP_007224926.1

Eub_4

WP_029286826.1

Eub_5

KER10627.1

Eub 6

WP_013445511.1

Eub_7

WP_015394375.1

Eub_8

WP_025145736.1

Eub_9

WP_020214487.1

Eub_10

maker-scaffold653_size38539-augustus-gene-0.27

XP_009017213.1

Met_1

XP_001604463.1

Met_2




4INE_A

Met_3

EGI59206.1

Met_4

XP_003690071.1

Met_5

NP_728647.2

D_mel

NP_504248.1

C_ele

EKC35520.1

C_gig

XP_002739709.1

S_kow

XP_001232694.1

G_gal

XP_001634000.1

N_vec

XP_001593795.1

Fun_1

EXL98237.1

Fun_2

ES792947.1

Fun_3

KFY71418.1

Fun_4

XP_007831558.1

Fun_5

XP_001580573.1

Pro_1

XP_005713374.1

Pro_2

XP_005773499.1

Pro_3

CBN78409.1

Pro_4

EWM24131.1

Pro_5

XP_002968407.1

Pla_1

XP_003579980.1

Pla_2

XP_009348175.1

Pla_3

EMT16365.1

Pla_4

XP_008669256.1

Pla_5

WP_012186229.1

Arc_1

WP_007983554.1

Arc_2

WP_013775078.1

Arc_3

WP_012617787.1

Arc_4

WP_006107239.1

Arc_5

WP_010298206.1

Eub_1

EKE10074.1

Eub_2

WP_010298216.1

Eub 3

CEG55859.1

Eub_4

WP_019215882.1

Eub_5

WP_016641614.1

Eub_6

ABK51300.1

Eub_7

WP_030668919.1

Eub_8

CEG59739.1

Eub_9

ABK51304.1

Eub_10

augustus_masked-scaffold16703_size5213-processed-gene-0.3

XP_002006305.1

Met_1

AID66689.1

Met_2

KFB50133.1

Met_3

EGI61493.1

Met_4

XP_001648219.1

Met_5

NP_610910.1

D_me




NP_499156.1

C ele

EKC25144.1

C_gig

XP_002733386.1

S_kow

NP_001264324.1

G_gal

XP_001632083.1

N_vec

EPZ33336.1

Fun_1

CDH51333.1

Fun_2

KFH69078.1

Fun_3

CEG78357.1

Fun_4

XP_006677806.1

Fun_5

XP_002896725.1

Pro_1

XP_002185363.1

Pro 2

XP_008619731.1

Pro 3

XP_009827265.1

Pro_4

XP_004361016.1

Pro 5

XP_002978957.1

Pla_1

XP_001776046.1

Pla_2

ACN34888.1

Pla_3

EMT23733.1

Pla_4

XP_010693603.1

Pla_5

WP_009989350.1

Arc_1

WP_018031782.1

Arc_2

BAK54799.1

Arc_3

WP_012020349.1

Arc_4

EZQ01785.1

Arc_5

ADI23429.1

Eub 1

WP_023785595.1

Eub 2

WP_031310303.1

Eub_3

WP_012334335.1

Eub_4

WP_012115283.1

Eub_5

WP_027314507.1

Eub_6

WP_019403833.1

Eub 7

KEO57881.1

Eub_8

ADI22862.1

Eub_9

CDI01830.1

Eub_10

snap_masked-scaffold15732_size5688-processed-gene-0.5

XP_005844806.1

Pro_1

XP_001701647.1

Pro_2

XP_003062187.1

Pro_3

XP_002507857.1

Pro_4

XP_005646648.1

Pro_5

XP_010255398.1

Pla_1

XP_007040225.1

Pla_2

AFF18844.2

Pla_3

XP_010053262.1

Pla_4

XP_002965328.1

Pla_5




WP_026069031.1 |Arc_1
WP_012067963.1 |Arc_2
WP_013719810.1 |Arc_3
WP_012107187.1 |Arc_4
WP_023788514.1 |Eub_1
WP_029349626.1 [Eub_2
GAK45010.1 Eub_3
WP_018389422.1 (Eub_4
WP_025898136.1 [Eub_5
WP_008968192.1 [Eub_6
WP_019401656.1 [Eub_7
WP_012171491.1 [Eub_8
WP_024082207.1 (Eub_9
WP_020184280.1 |Eub_10
maker-scaffold35_size141275-augustus-gene-0.60 XP_003087253.1 |Met_1
XP_006572634.1 [(Met_2
XP_003494242.1 |Met_3
CDJ94564.1 Met_5
AAR88535.1 D_mel
NP_493662.1 C_ele
EKC28549.1 C_gig
XP_006823203.1 (S_kow
XP_424658.4 G_gal
XP_001632614.1 |N_vec
CCU97940.1 Fun_1
XP_002835661.1 |[Fun_2
XP_002478659.1 |Fun_3
KEQ95620.1 Fun_4
XP_007928828.1 |Fun_5
XP_007782065.1 |Fun_6
KEQ77816.1 Fun_7
XP_001240362.1 (Fun_8
XP_007916978.1 (Fun_9
XP_003851279.1 |[Fun_10
XP_001313378.1 (Pro_1
EKF37720.1 Pro_2
XP_009527058.1 |Pro_3
XP_004338893.1 (Pro_4
XP_001786771.1 |[Pla_1
XP_009350059.1 (Pla_2
XP_004153096.1 (Pla_3
AAT46463.1 Pla_4
KEH25560.1 Pla_5
WP_011447997.1 |Arc_1
WP_006107949.1 |Arc_2




WP_026178011.1 |Arc_3
WP_008417650.1 |Arc_4
WP_021050036.1 |Arc_5
WP_011701593.1 |Eub_1
WP_009883770.1 |Eub_2
WP_029519205.1 (Eub_3
WP_014096474.1 [Eub_4
WP_018978261.1 [Eub_5
maker-scaffold6361_size12239-augustus-gene-0.6 KDR15437.1 Met_1
XP_003699567.1 [Met_2
EFX81873.1 Met_3
BAN67992.1 Met_4
AHA15412.1 Met_5
AAY33507.1 D_mel
NP_001255321.1 |C_ele
EKC34158.1 C_gig
XP_006812248.1 |S_kow
XP_417192.4 G_gal
XP_001621855.1 [N_vec
XP_007413493.1 [Fun_1
XP_007754244.1 |Fun_2
XP_007677021.1 |Fun_3
EPS45179.1 Fun_4
EWC44178.1 Fun_5
XP_007304919.1 |Fun_6
EGX44973.1 Fun_7
KEF57337.1 Fun_8
BAA24288.1 Fun_9
XP_009551060.1 ([Fun_10
XP_008873559.1 |Pro_1
XP_008621529.1 |Pro_2
XP_005717470.1 |Pro_3
ETP45559.1 Pro_4
XP_008873560.1 |[Pro_5
EAZ37398.1 Pla_1
CBI24374.3 Pla_2
EMS54718.1 Pla_3
XP_008657378.1 |Pla_4
XP_010261207.1 [Pla_5
WP_009378229.1 |Arc_1
WP_006091359.1 |Arc_2
WP_007997629.1 |Arc_3
WP_013199551.1 |Arc_4
WP_008385348.1 |Arc_5
WP_020553760.1 |Eub_1




WP_020545881.1

Eub 2

WP_014376096.1 [Eub_3
WP_010490673.1 [Eub_4
EZP77682.1 Eub_5
snap_masked-scaffold11172_size8401-processed-gene-0.10 XP_005296939.1 |Met_1
XP_003759590.1 [Met_2
EHJ65205.1 Met_3
ERG78783.1 Met_4
XP_007055214.1 [Met_5
XP_010022303.1 |D_me
NP_499752.2 C_ele
EKC36665.1 C_gig
XP_002733329.1 (S_kow
NP_001006571.1 |G_gal
XP_001629906.1 [N_vec
KGQ06105.1 Fun_1
XP_006680366.1 [Fun_2
CEG80401.1 Fun_3
EPB91067.1 Fun_4
KFH68662.1 Fun_5
CCl48665.1 Pro_1
XP_008896359.1 (Pro_2
XP_008875209.1 |Pro_3
XP_643924.1 Pro_4
AFA43560.1 Pro_5
XP_004151081.1 |Pla_1
XP_008380600.1 [Pla_2
CDX79511.1 Pla_3
XP_007225742.1 |(Pla_4
XP_009376354.1 |[Pla_5
WP_018194565.1 |Arc_1
AIF16890.1 Arc_2
AlY89150.1 Arc_3
WP_006651380.1 |Arc_4
WP_010878693.1 |Arc_5
WP_018991769.1 (Eub_1
WP_019140074.1 |Eub_2
WP_008055001.1 (Eub_3
WP_003651130.1 (Eub_4
KHL68010.1 Eub_5
WP_011236874.1 [Eub_6
WP_012696471.1 [Eub_7
KER68500.1 Eub_8
WP_027823665.1 [Eub_9
WP_020676134.1 |Eub_10




maker-scaffold1372_size27931-augustus-gene-0.18 XP_002652421.1 |Fun_1
XP_007693131.1 |Fun_2
EXK77392.1 Fun_3
CCF36248.1 Fun_4
EHK21831.1 Fun_5
AIF84065.1 Arc_1
WP_008415190.1 |Arc_2
WP_013328432.1 |Arc_3
AHG49912.1 Eub_1
WP_013442119.1 |Eub_2
WP_012929377.1 |Eub_3
WP_026848803.1 |Eub_4
WP_028071295.1 |Eub_5
WP_016478841.1 |Eub_6
EWS60166.1 Eub_7
WP_026211259.1 |Eub_8
WP_026224969.1 |Eub_9
WP_011659296.1 |Eub_10

snap_masked-scaffold15974 size5576-processed-gene-0.4 GAA58079.1 Met_1
CDQ06444.1 Met_2
KI164380.1 Met_3
KIl60428.1 Met_4
ESA04763.1 Fun_1
XP_002778525.1 |Pro_1
XP_005714299.1 |Pro_2
XP_002261981.1 |Pro_3
YP_003734590.1 |Pro_4
ABV70075.1 Pro_5
EEC77198.1 Pla_1
XP_002539765.1 |Pla_2
CBI138526.3 Pla_3
XP_002538226.1 |Pla_4
WP_018204489.1 |Arc_1
KHO49811.1 Arc_2
KCZ72093.1 Arc_3
KHO49864.1 Arc_4
WP_008085101.1 |Arc_5
WP_011478777.1 |Eub_1
WP_025224447.1 |Eub_2
WP_036301985.1 |Eub_3
WP_024296699.1 |Eub_4
WP_019899701.1 |Eub_5
WP_029148793.1 |Eub_6
WP_013818233.1 |Eub_7

KFB74853.1

Eub_8




WP_005372856.1

Eub 9

AAK73287.1 Eub_10
snap_masked-scaffold21250_size3389-processed-gene-0.4 ETN71917.1 Met_1
ELT98248.1 Met_2
XP_009280520.1 |Met_3
CDW59419.1 Met_4
EFX60659.1 Met_5
XP_001621431.1 [N_vec
KGQ13765.1 Fun_1
CC032341.1 Fun_2
XP_003034240.1 |Fun_3
CDS09559.1 Fun_4
EJT48035.1 Fun_5
EMH77043.1 Pro_1
NP_050679.1 Pro_2
YP_009019547.1 |Pro_3
YP_002049106.1 |Pro_4
YP_007627321.1 |Pro_5
XP_001786429.1 |[Pla_1
XP_002536709.1 |Pla_2
XP_010423240.1 |Pla_3
QOLYP5.3 Pla_4
WP_007912399.1 (Eub_1
WP_012191727.1 |Eub_2
AIE84789.1 Eub_3
WP_012548320.1 (Eub_4
WP_016483317.1 [Eub_5
WP_012257866.1 [Eub_6
WP_004094729.1 [Eub_7
WP_007932110.1 |Eub_8
WP_007290102.1 |Eub_9
WP_038669286.1 |Eub_10
maker-scaffold5005_size27369-snap-gene-0.11 XP_001625497.1 |N_vec
EYE90242.1 Fun_1
KFH63080.1 Fun_2
KDQ07441.1 Fun_3
EGX52233.1 Fun_4
KDR69753.1 Fun_5
KDQ08968.1 Fun_6
EHA25061.1 Fun_7
KFH74029.1 Fun_8
XP_002584863.1 |[Fun_9
KDR84407.1 Fun_10
XP_008619938.1 |Pro_1
KD0O34045.1 Pro_2




KDO25464.1

Pro 3

XP_008877743.1

Pro_4

EFA75896.1

Pro_5

XP_001783997.1

Pla_1

WP_034340452.1

Eub_1

WP_012240424.1

Eub 2

WP_031532596.1

Eub_3

WP_012234898.1

Eub_4

WP_015159832.1

Eub_5

snap_masked-scaffold10028_size9034-processed-gene-0.12

EFX61835.1

Met_1

XP_002399538.1

Met_2

ETN82707.1

Met_3

XP_003087310.1

Met_4

XP_003248492.1

Met_5

XP_001617728.1

N_vec

KGQ11045.1

Fun_1

XP_003343367.1

Fun_2

XP_006683255.1

Fun_3

KGQ13747.1

Fun_4

KGQ13011.1

Fun_5

YP_007878145.1

Pro 1

YP_008144745.1

Pro_2

YP_063524.1

Pro_3

YP_007627306.1

Pro_4

YP_009029538.1

Pro_5

XP_002536382.1

Pla_1

XP_004151145.1

Pla_2

XP_002535661.1

Pla_3

XP_004151325.1

Pla_4

XP_002534694.1

Pla_5

WP_013100526.1

Arc_1

WP_011973413.1

Arc 2

WP_015733022.1

Arc_3

WP_011019850.1

Arc_4

WP_011869438.1

Arc_5

WP_034158682.1

Eub_1

WP_017977919.1

Eub_2

WP_029868197.1

Eub_3

WP_010544673.1

Eub 4

WP_033921186.1

Eub 5

WP_010125067.1

Eub_6

WP_011241478.1

Eub_7

KHS46558.1

Eub_8

WP_021224583.1

Eub_9

WP_011444994.1

Eub_10




maker-scaffold15817 size10713-snap-gene-0.13

XP_003384219.1

Met_1

XP_008188578.1

Met_2

AEN94429.1

Met_3

ACZ34284.1

Met_4

KHN82288.1

Met_5

KGQ13967.1

Fun_1

XP_003350552.1

Fun_2

XP_001877863.1

Fun_3

KFH71571.1

Fun_4

XP_003662939.1

Fun_5

KFM23834.1

Pro_1

XP_005644798.1

Pro 2

XP_002780169.1

Pro 3

CBK25268.2

Pro_4

ADI46896.1

Pro 5

XP_002972200.1

Pla_1

XP_002518167.1

Pla_2

XP_001757872.1

Pla_3

XP_009758422.1

Pla_4

XP_004239873.1

Pla_5

AlF69214.1

Arc_1

WP_004066086.1

Arc_2

WP_018153845.1

Arc_3

WP_011868217.1

Arc_4

WP_010885242.1

Arc_5

CEG56315.1

Eub 1

CEG59884.1

Eub 2

WP_010654134.1

Eub_3

WP_014714452.1

Eub_4

WP_018575757.1

Eub_5

WP_011006174.1

Eub_6

WP_014944796.1

Eub 7

AHE67034.1

Eub_8

WP_011096893.1

Eub_9

WP_014943697.1

Eub_10

maker-scaffold4964_size23147-snap-gene-0.19

XP_001863560.1

Met_1

XP_009859733.1

Met_2

ETN64199.1

Met_3

XP_005101843.1

Met_4

XP_001655105.1

Met_5

AAK93491.1

D_me

NP_505590.1

C ele

EKC23984.1

C_gig

XP_006811586.1

S_kow

NP_990423.1

G_gal




XP_001627844.1

N_vec

XP_007418648.1

Fun_1

XP_007338082.1

Fun_2

XP_008088124.1

Fun_3

XP_007265168.1

Fun_4

AEE37279.1

Fun_5

XP_008710540.1

Fun_6

CDS03471.1

Fun_7

KFY32162.1

Fun_8

CCM05158.1

Fun_9

NP_595070.1

Fun_10

XP_002951308.1

Pro_1

CCA23797.1

Pro 2

XP_005646096.1

Pro 3

XP_001701046.1

Pro_4

KFM26394.1

Pro_5

XP_002966050.1

Pla_1

XP_001764010.1

Pla_2

XP_004151682.1

Pla_3

XP_003630404.1

Pla_4

CD098669.1

Pla_5

WP_023395609.1

Arc_1

WP_004054285.1

Arc_2

WP_006671834.1

Arc_3

WP_013880559.1

Arc_4

WP_008893704.1

Arc_5

WP_008599630.1

Eub_1

WP_015148708.1

Eub_2

WP_027714125.1

Eub_3

WP_015199377.1

Eub_4

WP_015203442.1

Eub_5

maker-scaffold1195_ size29765-augustus-gene-0.13

CCF36248.1

Fun_1

EXK77392.1

Fun_2

EQB47608.1

Fun_3

KEF54943.1

Fun_4

ERT01442.1

Fun_5

WP_012694949.1

Eub_1

WP_026224969.1

Eub_2

EWS60166.1

Eub 3

WP_012929377.1

Eub_4

WP_011659296.1

Eub 5

WP_032003234.1

Eub_6

WP_013442119.1

Eub_7

EW(C91883.1

Eub_8

AHGA49912.1

Eub_9




WP_028111420.1

Eub_10

augustus_masked-scaffold3707_sizel7255-processed-gene-0.4 |XP_002111309.1 |Met_1
XP_003087040.1 [Met_2
EHI77374.1 Met_3
ELRO4516.1 Fun_1
KFA81525.1 Fun_2
KFY27804.1 Fun_3
XP_006679297.1 |(Fun_4
EXX77460.1 Fun_5
XP_005702535.1 (Pro_1
XP_005854422.1 |Pro_2
EJK75808.1 Pro 3
CBN75524.1 Pro_4
XP_009040352.1 (Pro_5
XP_002539044.1 |Pla_1
WP_013645432.1 |Arc_1
WP_013328829.1 |Arc_2
WP_011447903.1 |Arc_3
WP_015591536.1 [Arc_4
WP_011991228.1 |Arc_5
WP_035601819.1 [Eub_1
WP_007418610.1 [Eub_2
WP_012376477.1 |Eub_3
WP_020147014.1 |Eub_4
AHF89923.1 Eub_5
WP_013043507.1 [Eub_6
WP_017315687.1 [Eub_7
WP_015137331.1 [Eub_8
WP_015126572.1 [Eub_9
WP_002650501.1 |Eub_10

augustus_masked-scaffold5948_size12860-processed-gene-0.1 [WP_010594873.1 |Eub_1
CDI81106.1 Pro_1
XP_005111876.1 |Met_1

maker-scaffold6486_size12099-snap-gene-0.18 XP_003390335.1 |Met_1
ELU12484.1 Met_2
KGQ02393.1 Fun_1
KGQ13406.1 Fun_2
KGQ02342.1 Fun_3
KGQ13404.1 Fun_4
KGQ02394.1 Fun_5
EEC76774.1 Pla_1
XP_010911353.1 (Pla_2
WP_007541015.1 |Arc_2
WP_012944029.1 |Arc_3
WP_008607546.1 |Arc_4




WP_006055763.1 |Arc_5
WP_006018912.1 (Eub_1
WP_011471316.1 |Eub_2
All86748.1 Eub_3
WP_012187081.1 |Eub_4
WP_015014915.1 [Eub_5
WP_020279833.1 [Eub_6
WP_018130303.1 [Eub_7
WP_037375066.1 [Eub_8
AFV25996.1 Eub_9
WP_011288498.1 |Eub_10
maker-scaffold936_size32981-augustus-gene-0.15 AFX93751.1 Met_1
KDR09962.1 Met_2
XP_003490817.1 [Met_3
XP_006614807.1 |Met_4
CDW60486.1 Met_5
XP_001640909.1 |N_vec
EIF45432.1 Fun_1
KGQ13002.1 Fun_2
ELQ74691.1 Fun_3
CEG65883.1 Fun_4
KGG50167.1 Fun_5
XP_002176228.1 |Pro_1
XP_009826895.1 |Pro_2
XP_002499746.1 |Pro_3
ETK94526.1 Pro_ 4
XP_005651543.1 |[Pro_5
XP_002539349.1 |Pla_1
XP_010520015.1 [Pla_2
XP_009601586.1 |(Pla_3
XP_006399478.1 |Pla_4
AAL08291.1 Pla_5
WP_006089579.1 |Arc_1
WP_007700009.1 |Arc_2
WP_008010667.1 |Arc_3
KDE59489.1 Arc_4
AHG03927.1 Arc_5
WP_027322509.1 |Eub_1
WP_019391572.1 [Eub_2
WP_034305480.1 [Eub_3
WP_018931782.1 [Eub_4
WP_013282559.1 [Eub_5
WP_014974776.1 |Eub_6
WP_023956523.1 [Eub_7
WP_019880535.1 |Eub_8




WP_036718162.1

Eub 9

WP_011419514.1

Eub_10

maker-scaffold13328_size7081-snap-gene-0.6

XP_002593443.1

Met_1

AFN10620.1

Met_2

XP_004033436.1

Met_3

XP_008963953.1

Met_4

NP_525007.1

D_me

XP_001631296.1

C ele

XP_002735096.1

S_kow

XP_426504.2

G_gal

XP_001631296.1

N_vec

XP_005761116.1

Pro_1

XP_005649452.1

Pro 2

KD027278.1

Pro 3

EJK73538.1

Pro_4

XP_005649451.1

Pro_5

BAK00429.1

Pla_1

EMS60087.1

Pla_2

ACN28695.1

Pla_3

XP_006664936.1

Pla_4

KDP27744.1

Pla_5

WP_006165993.1

Arc_1

WP_023844498.1

Arc_2

Q8TTI10.2

Arc_3

WP_011020504.1

Arc_4

WP_035082641.1

Eub 1

WP_033289318.1

Eub 2

WP_026152055.1

Eub_3

WP_007920028.1

Eub_4

WP_028429931.1

Eub_5

maker-scaffold3315_size18320-snap-gene-0.10

ERG81996.1

Met_1

XP_001897006.1

Met_2

XP_003140874.1

Met_3

XP_003031842.1

Met_4

EJW80422.1

Met_5

XP_003031842.1

Fun_1

XP_001836593.2

Fun_2

KDQ25016.1

Fun_3

XP_007844786.1

Fun_4

CCA71030.1

Fun_5

XP_007508888.1

Pro 1

XP_002508499.1

Pro_2

XP_005704929.1

Pro_3

XP_009042022.1

Pro_4

XP_005844860.1

Pro_5




BINJI2.1 Pla_1
XP_010023871.1 |Pla_2
EYU18298.1 Pla_3
XP_006354455.1 |Pla_4
EPS70702.1 Pla_5
ERH04195.1 Arc_1
EGQ40327.1 Arc_2
WP_010979030.1 |Arc_3
WP_012433147.1 (Eub_1
WP_012005966.1 [Eub_2
WP_020443882.1 |Eub_3
WP_007745917.1 (Eub_4
WP_012776286.1 [Eub_5
GAF60402.1 Eub_6
WP_010808883.1 [Eub_7
WP_020204195.1 [Eub_8
WP_036846445.1 [Eub_9
WP_028834723.1 |Eub_10
maker-scaffold301_size53378-augustus-gene-0.28 XP_002835661.1 |Fun_1
KEQ95620.1 Fun_2
XP_007782065.1 |Fun_3
EYE97134.1 Fun_4
XP_002478659.1 [Fun_5
XP_003851279.1 |Fun_6
XP_007928828.1 |Fun_7
XP_007916978.1 |(Fun_8
XP_007804270.1 |[Fun_9
XP_007681732.1 |[Fun_10
WP_034515623.1 [Eub_1
maker-scaffold12736_size7442-augustus-gene-0.15 XP_003391334.1 |Met_1
ELT99311.1 Met_2
XP_002118984.1 [(Met_3
XP_002411344.1 |[Met_4
ETN83290.1 Met_5
NP_730301.3 D_mel
NP_506927.2 C_ele
EKC17818.1 C_gig
XP_006814548.1 |S_kow
CDM63411.1 G_gal
XP_001618124.1 [N_vec
KGQ13492.1 Fun_1
KGQ13060.1 Fun_2
KGQ06042.1 Fun_3
KGQ11395.1 Fun_4

XP_006683391.1

Fun_5




YP_009106192.1 |Pro_1
YP_009020823.1 |Pro_2
YP_003058285.1 |Pro_3
YP_009105588.1 (Pro_4
NP_045832.1 Pro_5
Q9G4F5.1 Pla_1
KEH15262.1 Pla_2
AET49971.1 Pla_3
AET49981.1 Pla_4
AET49973.1 Pla_5
WP_013413695.1 |Arc_1
WP_014866799.1 |Arc_2
WP_011306046.1 |Arc_3
KGK99254.1 Arc_4
WP_012617740.1 |Arc_5
WP_012455626.1 [Eub_1
WP_035609984.1 [Eub_2
WP_006390394.1 (Eub_3
WP_027475316.1 (Eub_4
WP_012496813.1 [Eub_5
WP_025138012.1 [Eub_6
WP_028249628.1 [Eub_7
WP_010807914.1 (Eub_8
WP_009518683.1 [Eub_9
KCB36226.1 Eub_10
snap_masked-scaffold23_size182404-processed-gene-0.32 XP_003390005.1 |Met_1
AGG09876.1 Met_2
XP_003493077.1 [(Met_3
XP_003738673.1 |Met_4
GAA58105.1 Met_5
XP_001639437.1 |N_vec
KDQ54527.1 Fun_1
XP_007347977.1 |Fun_2
XP_007864003.1 |Fun_3
XP_007263351.1 (Fun_4
EJT48046.1 Fun_5
XP_004344050.1 |Pro_1
XP_002957711.1 |Pro_2
KD0O25841.1 Pro 3
YP_002048931.1 (Pro_4
ETM55730.1 Pro_5
XP_006349441.1 |Pla_1
XP_002299283.1 |Pla_2
XP_009616638.1 (Pla_3

XP_004308673.1

Pla_4




XP_007034443.1

Pla_5

WP_019265124.1

Arc_1

BAM70565.1

Arc_2

WP_012794906.1

Arc_3

WP_015324088.1

Arc_4

WP_007044926.1

Arc_5

WP_038104505.1

Eub_1

WP_013409982.1

Eub_2

WP_008503908.1

Eub_3

WP_020528805.1

Eub_4

WP_028665191.1

Eub_5

WP_018614696.1

Eub 6

WP_019941946.1

Eub_7

WP_014219091.1

Eub_8

WP_019654887.1

Eub_9

WP_019668624.1

Eub_10

maker-scaffold74_size115697-snap-gene-0.80

XP_003476522.2

Met_1

XP_005074917.1

Met_2

XP_008980014.1

Met_3

XP_004419830.1

Met_4

CCD51607.1

Fun_1

KEZ42133.1

Fun_2

KDR70855.1

Fun_3

EXM13308.1

Fun_4

ERZ98251.1

Fun_5

KFM28438.1

Pro_1

XP_009525286.1

Pro 2

XP_002954015.1

Pro_3

XP_005645567.1

Pro_4

XP_006433979.1

Pla_1

EPS68601.1

Pla_2

XP_001770974.1

Pla_3

XP_006665175.1

Pla_4

WP_018031669.1

Arc_1

WP_013898711.1

Arc_2

AJB42102.1

Arc_3

WP_006666899.1

Arc_4

WP_013328338.1

Arc_5

WP_034469967.1

Eub 1

WP_024004493.1

Eub 2

WP_034849348.1

Eub_3

WP_030612374.1

Eub_4

WP_036594895.1

Eub_5

WP_020673966.1

Eub_6

WP_010558786.1

Eub_7




WP_037067205.1

Eub_8

EUB98133.1 Eub_9
WP_015102096.1 |Eub_10
maker-scaffold741_size41061-snap-gene-0.36 ERG81996.1 Met_1
XP_001897006.1 |Met_2
XP_003140874.1 |Met_3
EJW80422.1 Met_4
ABR10533.1 Met_5
XP_003031842.1 |Fun_1
XP_001836593.2 (Fun_2
KDQ25016.1 Fun_3
XP_007844786.1 |Fun_4
CCA71030.1 Fun_5
XP_007508888.1 |Pro_1
XP_002508499.1 |Pro_2
XP_005704929.1 |Pro_3
XP_009042022.1 |Pro_4
XP_005844860.1 |Pro_5
BONJI2.1 Pla_1
XP_010023871.1 |Pla_2
EYU18298.1 Pla_3
XP_006354455.1 |Pla_4
EPS70702.1 Pla_5
WP_023505025.1 |Arc_1
ERHO4195.1 Arc_2
EGQ40327.1 Arc_3
WP_015020597.1 |Arc_4
WP_010979030.1 |Arc_5
WP_012433147.1 (Eub_1
WP_012005966.1 [Eub_2
GAK25757.1 Eub_3
WP_020443882.1 |Eub_4
WP_012776286.1 [Eub_5
WP_010808883.1 |Eub_6
WP_020204195.1 |Eub_7
WP_008112803.1 [Eub_8
WP_028834723.1 |Eub_9
WP_006216888.1 |Eub_10
maker-scaffold1707_size25220-snap-gene-0.20 XP_003731678.1 |Met_1
XP_008189390.1 |Met_2
ETN78939.1 Met_3
CEF64082.1 Met_4
KHJ89365.1 Met_5
NP_504589.1 C_ele
EIE85093.1 Fun_1




EIE87794.1

Fun_2

CEI86637.1

Fun_3

EPB83410.1

Fun_4

CDH56944.1

Fun_5

XP_005703492.1

Pro_1

XP_005645176.1

Pro 2

KDD75725.1

Pro 3

XP_002673099.1

Pro_4

ETP23068.1

Pro_5

XP_006656771.1

Pla_1

XP_004964872.1

Pla_2

XP_009362376.1

Pla_3

XP_004155438.1

Pla_4

KDP45639.1

Pla_5

WP_012107096.1

Arc_1

WP_012034393.1

Arc_2

WP_011305459.1

Arc_3

WP_004594272.1

Arc_4

WP_007274653.1

Arc_5

WP_031294976.1

Eub_1

WP_024275156.1

Eub 2

WP_003588285.1

Eub_3

WP_028207412.1

Eub_4

WP_006018784.1

Eub_5

WP_024574813.1

Eub_6

WP_027583392.1

Eub 7

WP_014619199.1

Eub_8

WP_036112488.1

Eub_9

WP_035361153.1

Eub_10

maker-scaffold1303_size28699-snap-gene-0.21

XP_002806104.1

Met_1

XP_002192539.2

Met_2

XP_005419195.1

Met_3

XP_006978840.1

Met_4

XP_002593243.1

Met_5

NP_610527.1

D_me

NP_509293.1

C ele

EKC37376.1

C_gig

XP_006817962.1

S_kow

XP_004938622.1

G_gal

XP_001617488.1

N_vec

KFH62725.1

Fun_1

EPZ32472.1

Fun_2

XP_007390932.1

Fun_3

XP_006681728.1

Fun_4

CDS03933.1

Fun_5




YP_002049302.1

Pro 1

XP_001617488.1

Pro_2

XP_005710624.1

Pro_3

ACX71633.1

Pro_4

XP_002957277.1

Pro_5

XP_002308127.1

Pla_1

AHN05002.1

Pla_2

XP_010106943.1

Pla_3

XP_006286189.1

Pla_4

XP_010533062.1

Pla_5

WP_013295310.1

Arc_1

WP_015732954.1

Arc 2

WP_012067872.1

Arc_3

WP_023991902.1

Arc_4

WP_012955649.1

Arc_5

WP_018616254.1

Eub_1

WP_026763945.1

Eub_2

WP_028787142.1

Eub_3

WP_038106951.1

Eub 4

WP_014216622.1

Eub 5

AHF16791.1

Eub_6

WP_012789332.1

Eub_7

WP_039142427.1

Eub_8

WP_018628351.1

Eub_9

WP_026897004.1

Eub_10

maker-scaffold1970_size23533-snap-gene-0.24

EXL66283.1

Fun_1

CCF36248.1

Fun_2

XP_002652421.1

Fun_3

XP_003190649.1

Fun_4

XP_007915781.1

Fun_5

ET154099.1

Pro_1

AIF84065.1

Arc_1

WP_008894305.1

Arc_2

WP_006107378.1

Arc_3

WP_013328432.1

Arc_4

AHG49912.1

Eub_1

WP_012694949.1

Eub_2

WP_026224969.1

Eub_3

WP_035141167.1

Eub 4

WP_012929377.1

Eub 5

WP_028111420.1

Eub_6

WP_028771385.1

Eub_7

WP_032003234.1

Eub_8

WP_013995789.1

Eub_9

EWS60166.1

Eub_10




maker-scaffold714 size37228-augustus-gene-0.11

CDQ90276.1

Met_1

XP_002411894.1

Met_2

XP_005171639.1

Met_3

XP_010901437.1

Met_4

KFP89560.1

Met_5

NP_001012711.1

G_gal

XP_001635175.1

N_vec

EPT06168.1

Fun_1

EPB90531.1

Fun_2

XP_007328597.1

Fun_3

EJT50757.1

Fun_4

KDQ27630.1

Fun_5

XP_003064880.1

Pro_1

XP_005833326.1

Pro 2

XP_005646672.1

Pro_3

XP_004339910.1

Pro_4

XP_005705278.1

Pro_5

XP_006409693.1

Pla_1

XP_009112246.1

Pla_2

XP_004242768.1

Pla_3

XP_010467174.1

Pla_4

XP_006297991.1

Pla_5

XP_009601472.1

Pla_6

NP_001169715.1

Pla_7

EYU34983.1

Pla_8

XP_002448043.1

Pla_9

XP_010533132.1

Pla_10

WP_004156226.1

Eub_1

WP_008254071.1

Eub_2

WP_035709327.1

Eub_3

WP_007398271.1

Eub_4

WP_028480955.1

Eub 5

maker-scaffold23270 size2748-snap-gene-0.5

XP_002118984.1

Met_1

XP_003391334.1

Met_2

ELT99311.1

Met_3

XP_003699130.1

Met_4

CDW58876.1

Met_5

NP_649002.2

D_me

131617

C ele

EKC17818.1

C_gig

XP_006815639.1

S_kow

XP_419578.3

G_gal

XP_001618124.1

N_vec

KGQ13756.1

Fun_1

KGQ13060.1

Fun_2




KGQ11395.1 Fun_3
XP_006683391.1 (Fun_4
KGQ11088.1 Fun_5
NP_038429.1 Pro_1
YP_001019096.1 |Pro_2
YP_009104843.1 |Pro_3
YP_009105303.1 (Pro_4
YP_009057862.1 |Pro_5
Q9G4F5.1 Pla_1
AET49991.1 Pla_2
AET49983.1 Pla_3
AET49973.1 Pla_4
AET50438.1 Pla_5
WP_014734334.1 |Arc_1
AlU70275.1 Arc_2
AIF69503.1 Arc_3
WP_013303172.1 |Arc_4
WP_020863289.1 |Arc_5
WP_014198142.1 [Eub_1
WP_027135204.1 [Eub_2
WP_011940683.1 [Eub_3
WP_036811241.1 (Eub_4
BAO84414.1 Eub_5
WP_011478976.1 |Eub_6
WP_006977611.1 |Eub_7
WP_002718400.1 [Eub_8
WP_014743767.1 [Eub_9
WP_014253865.1 |Eub_10
maker-scaffold6300_size12324-augustus-gene-0.6 XP_002604501.1 |Met_1
XP_002159609.1 [Met_2
XP_005095151.1 [Met_3
XP_002164963.2 |(Met_4
XP_009057420.1 |Met_5
EKC23227.1 C_gig
XP_002737725.1 |S_kow
XP_001628381.1 [N_vec
XP_007794286.1 |Fun_1
XP_007275825.1 |Fun_2
KFY77670.1 Fun_3
XP_007306115.1 [Fun_4
XP_001547379.1 |Fun_5
ETO07630.1 Pro_1
XP_002953862.1 |Pro_2
XP_003287902.1 |Pro_3

KFM27798.1

Pro_4




XP_005837090.1 (Pro_5
XP_001772057.1 |Pla_1
XP_008227861.1 |Pla_2
XP_006848003.1 (Pla_3
XP_002526188.1 |Pla_4
XP_004152260.1 [Pla_5
WP_012966226.1 |Arc_1
WP_014289847.1 |Arc_2
WP_021789437.1 |Arc_3
WP_011022499.1 |Arc_4
WP_006184198.1 |Arc_5
WP_004462863.1 [Eub_1
WP_010742748.1 [Eub_2
WP_028445519.1 [Eub_3
WP_011669200.1 [Eub_4
WP_011163473.1 [Eub_5
GAF38603.1 Eub_6
WP_038450915.1 (Eub_7
WP_021270991.1 (Eub_8
WP_002771241.1 (Eub_9
WP_011333596.1 |Eub_10
augustus_masked-scaffold12066_size7863-processed-gene-0.3 |XP_002118959.1 |Met_1
ERL83435.1 Met_2
ERL83750.1 Met_3
XP_004703334.1 |Met_4
XP_008265796.1 [Met_5
NP_651281.1 D_mel
NP_500396.2 C_ele
EKC28295.1 C_gig
XP_002741459.1 |S_kow
NP_001026322.1 |G_gal
XP_001629231.1 |N_vec
XP_001833294.1 (Fun_1
CCG82054.1 Fun_2
XP_002791658.1 |Fun_3
CDS05260.1 Fun_4
EPB84866.1 Fun_5
XP_004345355.1 |Pro_1
XP_005849584.1 (Pro_2
XP_005717384.1 (Pro_3
KDD74654.1 Pro_4
XP_001697738.1 |[Pro_5
EDQ48391.1 Pla_1
XP_008438188.1 (Pla_2

XP_009628694.1

Pla_3




XP_002963527.1

Pla_4

ABK93110.1

Pla_5

WP_010612452.1

Arc_1

WP_004076747.1

Arc_2

KHO51084.1

Arc_3

WP_014867498.1

Arc_4

WP_012035049.1

Arc 5

WP_020084145.1

Eub_1

WP_036261259.1

Eub_2

BAQ17180.1

Eub_3

WP_038035648.1

Eub_4

WP_003608822.1

Eub 5

WP_017930323.1

Eub_6

WP_029032151.1

Eub_7

WP_012591085.1

Eub_8

WP_016919432.1

Eub_9

WP_026191148.1

Eub_10

maker-scaffold668_size38133-augustus-gene-0.18

CCT75179.1

Fun_1

XP_007915781.1

Fun_2

CEG03788.1

Fun_3

ENH86162.1

Fun_4

XP_002652421.1

Fun_5

AlF84065.1

Arc_1

WP_013328432.1

Arc_2

WP_008321774.1

Arc_3

WP_014406894.1

Arc_4

WP_005554895.1

Arc 5

WP_012929377.1

Eub_1

WP_019615394.1

Eub_2

WP_022841236.1

Eub_3

WP_026554862.1

Eub_4

WP_026224969.1

Eub 5

WP_028764304.1

Eub_6

WP_032552964.1

Eub_7

WP_033092365.1

Eub_8

WP_012155435.1

Eub_9

KDN27447.1

Eub_10

snap_masked-scaffold5501_size13528-processed-gene-0.4

XP_002115370.1

Met_1

XP_784834.3

Met_2

XP_003385092.1

Met_3

XP_009859233.1

Met_4

XP_002595879.1

Met_5

ABY20525.1

D_me

NP_001122771.1

C ele

EKC25349.1

C_gig




XP_002735842.1

S_kow

XP_001639606.1 [N_vec
KDQ21556.1 Fun_1
XP_007766348.1 |Fun_2
XP_006689693.1 |Fun_3
XP_500422.1 Fun_4
CD093299.1 Fun_5
GAM25728.1 Pro_1
EFA79031.1 Pro_2
XP_641412.1 Pro_3
XP_004350946.1 |Pro_4
AlG56123.1 Pro_5
XP_006361557.1 |[Pla_1
XP_009779158.1 |Pla_2
EYU25916.1 Pla_3
XP_010248964.1 |(Pla_4
XP_002315613.1 |Pla_5
WP_014866607.1 |Arc_1
WP_014866613.1 |Arc_2
WP_009366644.1 |Arc_3
WP_038008578.1 [Eub_1
WP_018612052.1 [Eub_2
WP_018630286.1 [Eub_3
WP_014222462.1 |Eub_4
AHF15920.1 Eub_5
WP_018616504.1 [Eub_6
WP_026768040.1 [Eub_7
WP_008511674.1 [Eub_8
WP_027303192.1 (Eub_9
WP_015333223.1 |Eub_10
maker-scaffold80_size93979-augustus-gene-0.47 XP_007353035.1 |Fun_1
XP_007341488.1 |Fun 2
EPT02934.1 Fun_3
ESA00332.1 Fun_4
EPT02936.1 Fun_5
CCX29845.1 Fun_6
EIT75643.1 Fun_7
EWC44163.1 Fun_8
CCX12997.1 Fun_9
WP_024543877.1 [Eub_1
WP_036538167.1 [Eub_2
WP_022421141.1 (Eub_3
maker-scaffold81_size93674-augustus-gene-0.43 XP_001635316.1 |Met_1
XP_001625497.1 |N_vec
CCA67478.1 Fun_1




XP_011113843.1 |Fun_2
EYE90242.1 Fun_3
KFH63080.1 Fun_4
XP_011119164.1 |Fun_5
KFH62165.1 Fun_6
XP_001396119.1 |Fun_7
KDQO7441.1 Fun_8
XP_007308597.1 |[Fun_9
XP_007784710.1 |[Fun_10
XP_008619938.1 |Pro_1
XP_009846803.1 |Pro_2
XP_008612269.1 |Pro_3
KD0O25464.1 Pro_4
XP_008864995.1 (Pro_5
XP_001783997.1 |Pla_1
WP_020477589.1 [Eub_1
WP_012234898.1 |Eub_2
WP_031532596.1 [Eub_3
WP_034340452.1 (Eub_4
WP_021219852.1 [Eub_5
augustus_masked-scaffold18573 size4385-processed-gene-0.0 [GAA58059.1 Met_1
ELU00505.1 Met_2
CDW58870.1 Met_3
KGQ13804.1 Fun_1
EQB46837.1 Fun_2
WP_018998016.1 (Eub_1
WP_035550939.1 [Eub_2
WP_027837242.1 [Eub_3
WP_018148267.1 [Eub_4
WP_022694509.1 |Eub_5
WP_023430577.1 |Eub_6
WP_025315741.1 [Eub_7
WP_024515802.1 [Eub_8
ESQ80264.1 Eub_9
WP_016848080.1 |Eub_10
snap_masked-scaffold126_size77140-processed-gene-0.47 CEF69733.1 Met_1
XP_010873377.1 |Met_2
EYB85258.1 Met_3
CDJ89535.1 Met_4
XP_002126015.1 [Met_5
NP_728287.1 D_mel
NP_502129.1 C_ele
CAJ28912.1 C_gig
XP_002735158.1 |S_kow

XP_001625748.1

G_gal




XP_425746.3 N_vec
KGQ03886.1 Fun_1
NP_593344.2 Fun_2
EIE92264.1 Fun_3
XP_003850503.1 |Fun_4
XP_006960118.1 |Fun_5
XP_001302152.1 |Pro_1
XP_002953022.1 |Pro_2
XP_004338851.1 (Pro_3
XP_003285028.1 |Pro_4
ETM39756.1 Pro_5
024357.1 Pla_1
BAK22407.1 Pla_2
AAD11426.1 Pla_3
XP_010689260.1 |Pla_4
XP_009601968.1 |Pla_5
KHO54121.1 Arc_1
EGQ40083.1 Arc_2
WP_012911419.1 [Eub_1
WP_015941895.1 |Eub_2
WP_012256405.1 |Eub_3
WP_008680665.1 |Eub_4
CAJ71041.1 Eub_5
WP_002652772.1 |Eub_6
WP_007906484.1 |Eub_7
WP_012120368.1 |Eub_8
WP_015167768.1 |Eub_9
WP_006529261.1 |Eub_10
snap_masked-scaffold1017_size31835-processed-gene-0.17 EFX83905.1 Met_1
XP_003494251.1 |Met_2
XP_010559354.1 [Met_3
XP_004378960.1 |Met_4
XP_001617862.1 [N_vec
KGQ13982.1 Fun_1
XP_003177581.1 |Fun_2
XP_007579619.1 |Fun_3
EME44586.1 Fun_4
XP_003025685.1 [Fun_5
YP_002049168.1 (Pro_1
XP_004185929.1 |Pro_2
XP_002678007.1 |Pro_3
XP_004355659.1 |Pro_4
EFA83374.1 Pro_5
WP_014435670.1 |Eub_1
WP_029631427.1 |Eub_2




WP_024789515.1

Eub_3

WP_015902762.1

Eub_4

WP_007474590.1

Eub_5

WP_024787326.1

Eub_6

WP_010048263.1

Eub_7

WP_026441932.1

Eub 8

WP_027069470.1

Eub 9

WP_035354558.1

Eub_10

maker-scaffold6668_size11878-snap-gene-0.12

CCF36248.1

Fun_1

EXL66283.1

Fun_2

ENH75308.1

Fun_3

EQB47608.1

Fun_4

EKG12172.1

Fun_5

XP_002904646.1

Pro 1

WP_009745183.1

Eub_1

WP_028111420.1

Eub_2

WP_013995789.1

Eub_3

WP_035141167.1

Eub_4

AHG49912.1

Eub 5

EWS60166.1

Eub_6

WP_011659296.1

Eub_7

WP_026224969.1

Eub_8

WP_024954492.1

Eub_9

GAL64436.1

Eub_10

snap_masked-scaffold815_size34909-processed-gene-0.7

ACD54692.1

Met_1

AAH68857.1

Met_2

XP_008940981.1

Met_3

KFO12952.1

Met_4

KFP27437.1

Met_5

XP_002736730.1

S_kow

NP_001025816.1

G_gal

KEQ78741.1

Fun_1

EWZ29179.1

Fun_2

CEG03928.1

Fun_3

CEI86337.1

Fun_4

XP_002624644.1

Fun_5

XP_002680137.1

Pro_1

XP_005850260.1

Pro_2

XP_007508961.1

Pro 3

XP_003287526.1

Pro_4

XP_001416652.1

Pro_5

XP_009348165.1

Pla_1

EPS64191.1

Pla_2

XP_002536733.1

Pla_3

XP_002870963.1

Pla_4




WP_006077964.1 |Arc_1
WP_006882253.1 |Arc_2
WP_006091860.1 |Arc_3
WP_006056181.1 |Arc_4
WP_013446601.1 |Arc_5
WP_012166267.1 [Eub_1
KFE72029.1 Eub_2
WP_032391925.1 (Eub_3
WP_034486151.1 [Eub_4
WP_026630463.1 [Eub_5
AHJ95389.1 Eub_6
EMF30820.1 Eub_7
WP_039545154.1 (Eub_8
WP_037286586.1 [Eub_9
KIA77623.1 Eub_10
maker-scaffold3236_size18566-augustus-gene-0.14 XP_001863560.1 |Met_1
ETN64199.1 Met_2
XP_002053679.1 [Met_3
XP_009859733.1 |Met_4
XP_003402903.1 [Met_5
XP_006811586.1 |(S_kow
AAS49609.1 G_gal
XP_007418648.1 |Fun_1
XP_007338082.1 [Fun_2
XP_007265168.1 |Fun_3
XP_008088124.1 (Fun_4
KFA79683.1 Fun_5
XP_002951308.1 (Pro_1
CCA23797.1 Pro_2
CCA26038.1 Pro_3
XP_005851515.1 |Pro_4
XP_005646097.1 |Pro_5
CCl48539.1 Pro_6
XP_001701046.1 |(Pro_7
CCla8547.1 Pro_8
EZG51530.1 Pro_9
XP_009517353.1 (Pro_10
XP_002971447.1 |Pla_1
XP_001764010.1 [Pla_2
XP_002971446.1 |Pla_3
XP_004151682.1 (Pla_4
XP_003630404.1 |Pla_5
WP_023395609.1 |Arc_1
WP_006671834.1 |Arc_2
WP_013880559.1 |Arc_3




WP_004054285.1

Arc_4

AHF98631.1

Arc_5

WP_017664906.1

Eub_1

WP_015148708.1

Eub_2

WP_039337939.1

Eub_3

WP_031552011.1

Eub 4

KHS42262.1

Eub 5

snap_masked-scaffold1455_size27142-processed-gene-0.8

XP_002115537.1

Met_1

XP_010718094.1

Met_2

XP_002603534.1

Met_3

XP_006268481.1

Met_4

XP_008937854.1

Met_5

AAM?29426.1

D_me

NP_499917.2

C ele

EKC32886.1

C_gig

XP_006814856.1

S_kow

NP_001026638.1

G_gal

CEG64385.1

Fun_1

EPB83705.1

Fun_2

EIE81750.1

Fun_3

KFH71279.1

Fun_4

CDS06587.1

Fun_5

KD032230.1

Pro_1

XP_008870509.1

Pro_2

XP_003294319.1

Pro_3

ETI49395.1

Pro_4

XP_004333082.1

Pro_5

ABR17689.1

Pla_1

XP_006648248.1

Pla_2

XP_010090722.1

Pla_3

XP_004144903.1

Pla_4

Q43768.1

Pla_5

WP_016358804.1

Arc_1

WP_013466491.1

Arc_2

WP_013867239.1

Arc_3

WP_011849820.1

Arc_4

WP_012955740.1

Arc_5

WP_018627148.1

Eub_1

WP_038094260.1

Eub 2

AHF16500.1

Eub_3

WP_018617247.1

Eub_4

WP_028787825.1

Eub_5

WP_039138237.1

Eub_6

WP_026772903.1

Eub_7

WP_014221767.1

Eub_8




WP_026764122.1

Eub 9

WP_014682200.1

Eub_10

snap_masked-scaffold878_size33947-processed-gene-0.18

XP_002129957.1

Met_1

XP_003698677.1

Met_2

EHJ72678.1

Met_3

XP_006860411.1

Met_4

XP_008198812.1

Met_5

CAR94311.1

D_me

NP_508282.2

C ele

EKCA42344.1

C_gig

NP_001171815.1

S_kow

NP_990274.1

G_gal

XP_001635838.1

N_vec

KDE05724.1

Fun_1

EMS20429.1

Fun_2

EJT99034.1

Fun_3

KDE09740.1

Fun_4

KDE09741.1

Fun_5

XP_004338019.1

Pro_1

XP_005643770.1

Pro 2

XP_005838806.1

Pro 3

XP_001699466.1

Pro_4

XP_005781104.1

Pro_5

ACG33336.1

Pla_1

XP_003579583.1

Pla_2

XP_009392607.1

Pla_3

XP_002311727.2

Pla_4

XP_009616064.1

Pla_5

WP_008604896.1

Arc_1

KCZ70710.1

Arc_2

WP_004572392.1

Arc_3

WP_015589685.1

Arc_4

WP_014513017.1

Arc_5

WP_038200730.1

Eub_1

WP_016848406.1

Eub 2

WP_011442952.1

Eub_3

WP_008738951.1

Eub_4

WP_019573144.1

Eub_5

WP_011952448.1

Eub 6

WP_008905418.1

Eub_7

WP_006575808.1

Eub_8

WP_013395406.1

Eub_9

WP_021003504.1

Eub_10

maker-scaffold6104_size12615-augustus-gene-0.9

XP_008313450.1

Met_1

XP_008701134.1

Met_2




KFP53927.1 Met_3
XP_006127784.1 |Met_4
XP_006031586.1 [Met_5
NP_648343.1 D_mel
NP_001022323.2 (C_ele
EKC43186.1 C_gig
XP_002740401.1 |(S_kow
XP_416454.1 G_gal
XP_001634094.1 [N_vec
XP_002150272.1 |Fun_1
EYE94461.1 Fun_2
GAD92769.1 Fun_3
GAM38162.1 Fun_4
XP_007783288.1 |Fun_5
EER41860.1 Fun_6
XP_001820034.2 (Fun_7
XP_002483992.1 |Fun_8
XP_007699789.1 |Fun_9
XP_002837790.1 (Fun_10
XP_001016402.1 (Pro_1
CCA19296.1 Pro_2
XP_008612667.1 |(Pro_3
XP_002905635.1 (Pro_4
CCl11072.1 Pro_5
EGQ39855.1 Arc_1
WP_013295280.1 |Arc_2
WP_013267068.1 |Arc_3
WP_018033477.1 |Arc_4
WP_012310243.1 |Arc_5
WP_015353645.1 [Eub_1
WP_002694015.1 |Eub_2
WP_027885864.1 [Eub_3
WP_033094148.1 (Eub_4
AHI31487.1 Eub_5
snap_masked-scaffold2280 size22025-processed-gene-0.10 ACD54692.1 Met_1
AAH68857.1 Met_2
XP_008940981.1 [Met_3
KFP27437.1 Met_4
KFO12952.1 Met_5
XP_002736730.1 |(S_kow
NP_001025816.1 |G_gal
KEQ78741.1 Fun_1
EWZ29179.1 Fun_2
CEG03928.1 Fun_3
CEI86337.1 Fun_4




XP_002624644.1

Fun_5

XP_002680137.1

Pro_1

XP_005850260.1

Pro_2

XP_003287526.1

Pro_3

EFA85925.1

Pro_4

XP_007508961.1

Pro_5

XP_009348165.1

Pla_1

EPS64191.1

Pla_2

XP_010673662.1

Pla_3

XP_007218282.1

Pla_4

XP_002536733.1

Pla_5

WP_006077964.1

Arc_1

WP_006882253.1

Arc_2

WP_006091860.1

Arc_3

WP_004051141.1

Arc_4

WP_012942676.1

Arc_5

WP_012166267.1

Eub_1

KFE72029.1

Eub_2

WP_032391925.1

Eub 3

WP_034486151.1

Eub_4

WP_026630463.1

Eub 5

AHJ95389.1

Eub_6

EMF30820.1

Eub_7

WP_037286586.1

Eub_8

WP_039545154.1

Eub_9

WP_006341105.1

Eub_10

maker-scaffold505_size42588-augustus-gene-0.26

CDW58869.1

Met_1

XP_002412211.1

Met_2

XP_002429700.1

Met_3

XP_008557991.1

Met_4

XP_001600500.3

Met_5

NP_001097800.1

D_me

NP_508784.1

C ele

EKC32808.1

C_gig

XP_006819255.1

S_kow

NP_989795.1

G_gal

XP_001633856.1

N_vec

XP_006675041.1

Fun_1

KFH72372.1

Fun_2

XP_003047675.1

Fun_3

EGU79127.1

Fun_4

CEG84518.1

Fun_5

XP_001825252.1

Fun_6

XP_002585229.1

Fun_7

KEY64896.1

Fun_8




KGQ02839.1 Fun_9
XP_006969358.1 |Fun_10
XP_008604566.1 |Pro_1
CCl10344.1 Pro_2
XP_009520062.1 |Pro_3
XP_008900549.1 |Pro_4
KD031096.1 Pro_5
NP_001130547.1 |Pla_1
XP_006414895.1 |Pla_2
XP_008441797.1 |Pla_3
AEZ06603.1 Pla_4
NP_176658.1 Pla_5
WP_015018905.1 |Arc_1
AlC14428.1 Arc_2
AIF85373.1 Arc_3
AlG98750.1 Arc_4
WP_013295862.1 |Arc_5
WP_036760862.1 [Eub_1
WP_013787785.1 [Eub_2
WP_039746122.1 |Eub_3
WP_014759056.1 |Eub_4
WP_034122822.1 |Eub_5
augustus_masked-scaffold9576_size9323-processed-gene-0.1 [XP_006679675.1 |Fun_1
KFH70558.1 Fun_2
KGQ13027.1 Fun_3
XP_006683186.1 |Fun_4
GAA99771.1 Fun_5
XP_009534325.1 |Pro_1
XP_644484.1 Pro_2
ETK91235.1 Pro_3
XP_008605341.1 (Pro_4
XP_008876749.1 |Pro_5
XP_001760648.1 [Pla_1
EMS63829.1 Pla_2
WP_006078928.1 |Arc_1
WP_023394045.1 |Arc_2
KDE60150.1 Arc_3
WP_021055597.1 |Arc_4
WP_012942239.1 |Arc_5
WP_014704038.1 |Eub_1
WP_020593968.1 |Eub_2
WP_037256093.1 |Eub_3
KGM11498.1 Eub_4
WP_019645166.1 [Eub_5
maker-scaffold1407_size27578-augustus-gene-0.17 XP_001601958.2 |Met_1




XP_009017213.1

Met_2

NP_001087172.1

Met_3

XP_011064524.1

Met_4

EFN63332.1

Met_5

4INE_A

C_ele

EKC35398.1

C_gig

XP_002739709.1

S_kow

XP_001232694.1

G_gal

XP_001634000.1

N_vec

XP_007596830.1

Fun_1

XP_002569186.1

Fun_2

EWG54069.1

Fun_3

XP_001593795.1

Fun_4

XP_459613.2

Fun_5

XP_001580573.1

Pro_1

XP_005713374.1

Pro_2

XP_005773499.1

Pro_3

EWM24131.1

Pro_4

CBN78409.1

Pro_5

XP_002968407.1

Pla_1

XP_009348175.1

Pla_2

XP_003579980.1

Pla_3

AlU50555.1

Pla_4

EMT16365.1

Pla_5

WP_012186229.1

Arc_1

WP_012617787.1

Arc_2

WP_013775078.1

Arc_3

WP_007983554.1

Arc_4

WP_008296858.1

Arc_5

WP_019215882.1

Eub_1

WP_010298206.1

Eub_2

WP_008347973.1

Eub 3

WP_031498896.1

Eub_4

ABM63527.1

Eub_5

WP_022585625.1

Eub_6

WP_016641614.1

Eub_7

WP_029057614.1

Eub_8

BAP56505.1

Eub_9

augustus_masked-scaffold9669 size9263-processed-gene-0.3

ELT97960.1

Met_1

KDR09741.1

Met_2

KFM68371.1

Met_3

KFB43555.1

Met_4

XP_002118651.1

Met_5

AAN71524.1

D_me

NP_001021098.1

C_ele




EKC26712.1

C_gig

XP_002731411.1

S_kow

XP_418755.2

G_gal

XP_001618992.1

N_vec

2CDH_A

Fun_1

KGQ11405.1

Fun_2

CDS08812.1

Fun_3

CDH56624.1

Fun_4

EPB82703.1

Fun_5

XP_005823341.1

Pro_1

XP_002295282.1

Pro_2

XP_002184832.1

Pro 3

XP_005757743.1

Pro_4

XP_009035098.1

Pro_5

XP_004154138.1

Pla_1

EPS57968.1

Pla_2

XP_009609922.1

Pla_3

XP_010247079.1

Pla_4

XP_010099482.1

Pla_5

WP_004557741.1

Arc_1

KHO46614.1

Arc_2

KHO44920.1

Arc_3

ACD50086.1

Arc_4

ABZ710239.1

Arc_5

WP_019402450.1

Eub_1

WP_026380570.1

Eub 2

WP_038035251.1

Eub_3

WP_029006643.1

Eub_4

WP_013650826.1

Eub_5

WP_037019720.1

Eub_6

WP_026363019.1

Eub_7

WP_002717667.1

Eub 7

WP_013420191.1

Eub_8

WP_026599453.1

Eub_9

WP_037234575.1

Eub_10

snap_masked-scaffold9056_size9691-processed-gene-0.3

XP_006531193.1

Met_1

XP_008985607.1

Met_2

XP_003148136.1

Met_3

XP_007488547.1

Met_4

XP_003915030.1

Met_5

NP_648188.2

D_me

NP_496557.1

C ele

EKC21635.1

C_gig

XP_006812871.1

S_kow

XP_001626743.1

N_vec




EJT51597.1

Fun_1

EPZ35788.1

Fun_2

XP_006460072.1

Fun_3

CEG63676.1

Fun_4

XP_003851660.1

Fun_5

XP_002260871.1

Pro_1

XP_005702511.1

Pro 2

XP_005535085.1

Pro_3

XP_002142822.1

Pro_4

XP_009690068.1

Pro_5

EEE69722.1

Pla_1

XP_010090007.1

Pla_2

NP_001063201.2

Pla_3

XP_007008769.1

Pla_4

KHG22370.1

Pla_5

WP_019176442.1

Arc_1

WP_020448503.1

Arc_2

AlF01059.1

Arc_3

AlF20386.1

Arc_4

WP_013304288.1

Arc_5

WP_014559534.1

Eub_1

WP_012475834.1

Eub_2

WP_012909357.1

Eub_3

WP_024124480.1

Eub_4

WP_008274272.1

Eub_5

WP_014787305.1

Eub 6

WP_035404323.1

Eub_7

WP_035359167.1

Eub_8

WP_012509487.1

Eub_9

WP_026386373.1

Eub_10

snap_masked-scaffold3_size1208507-processed-gene-1.67

KGQ11486.1

Fun_1

XP_003342548.1

Fun_2

WP_006301239.1

Eub_1

WP_011689073.1

Eub 2

WP_021169337.1

Eub_3

WP_038673988.1

Eub_4

WP_009438161.1

Eub_5

WP_029890012.1

Eub_6

WP_007289605.1

Eub 7

EFC91998.1

Eub_8

WP_009851450.1

Eub 9

WP_033297033.1

Eub_10

snap_masked-scaffold1340_size28252-processed-gene-0.28

ACD54626.1

Met_1

ACD54645.1

Met_2

XP_001893058.1

Met_3




CDQO3277.1 Met_4
EJD74412.1 Met_5
NP_730974.1 D_mel
NP_497031.1 C_ele
EKC38462.1 C_gig
XP_002734132.1 |S_kow
XP_420669.1 G_gal
XP_001636143.1 |N_vec
KIH93225.1 Fun_1
XP_001226343.1 |Fun_2
KFY39086.1 Fun_3
CDK25302.1 Fun_4
XP_007791962.1 |Fun_5
XP_004343968.1 |Pro_1
CBN74948.1 Pro_2
GAM16829.1 Pro_3
XP_001700799.1 |Pro_4
XP_008619723.1 |Pro_5
NP_001291332.1 |Pla_1
XP_010674766.1 |Pla_2
EYU34848.1 Pla_3
XP_009769381.1 |Pla_4
XP_002517192.1 |Pla_5
WP_006077499.1 |Arc_1
WP_007997796.1 |Arc_2
WP_006065817.1 |Arc_3
WP_007551724.1 |Arc_4
WP_021058435.1 |Arc_5
WP_007910273.1 |Eub_1
WP_007915149.1 |Eub_2
GAMO09081.1 Eub_3
WP_013795904.1 |Eub_4
WP_013659948.1 |Eub_5
WP_015830888.1 |Eub_6
WP_027075673.1 |Eub_7
WP_015023955.1 |Eub_8
WP_014219737.1 |Eub_9
WP_007092866.1 |Eub_10
snap_masked-scaffold962_size32525-processed-gene-0.12 XP_007833246.1 |Fun_1
XP_007761072.1 |Fun_2
EGE08625.1 Fun_3
KEF52212.1 Fun_4
XP_003013217.1 |Fun_5
XP_001580573.1 |Pro_1
XP_007833246.1 (Pro_2




XP_004991255.1

Pro 3

XP_007761072.1

Pro_4

EGE08625.1

Pro_5

XP_004137342.1

Pla_1

AFW56731.1

Pla_2

XP_003598143.1

Pla_3

EMT02962.1

Pla_4

WP_022532643.1

Arc_1

WP_015504788.1

Arc_2

WP_006628133.1

Arc_3

WP_008386083.1

Arc_4

WP_011499002.1

Arc_5

CEG55859.1

Eub_1

WP_016211643.1

Eub 2

ABK51300.1

Eub_3

WP_031415136.1

Eub_4

WP_030668919.1

Eub_5

CEG59739.1

Eub_6

WP_031498896.1

Eub 7

BAP56505.1

Eub_8

WP_011134776.1

Eub 9

WP_029057614.1

Eub_10

WP_020554441.1

Eub_11

WP_010298206.1

Eub_12

WP_019350309.1

Eub_13

WP_020519747.1

Eub_14

CDR33214.1

Eub_15

WP_008347973.1

Eub_16

WP_024807775.1

Eub_17

WP_014397962.1

Eub_18

WP_019903222.1

Eub_19

AlG81138.1

Eub 20

augustus_masked-scaffold1821_size45607-processed-gene-0.1

XP_003728116.1

Met_1

ELT95020.1

Met_2

XP_011059306.1

Met_3

XP_394075.2

Met_4

EFN66599.1

Met_5

NP_650955.1

D_me

NP_509306.2

C ele

EKC34455.1

C_gig

XP_002740933.1

S_kow

NP_001012912.1

G_gal

XP_001634142.1

N_vec

KDN68924.1

Fun_1

XP_002472258.1

Fun_2




XP_008024997.1

Fun_3

CD073769.1

Fun_4

EMD40491.1

Fun_5

EHK40673.1

Fun_6

XP_007365091.1

Fun_7

XP_009851670.1

Fun_8

XP_007675050.1

Fun_9

XP_003351183.1

Fun_10

XP_004335502.1

Pro_1

XP_001701010.1

Pro_2

XP_003294847.1

Pro_3

XP_005838680.1

Pro_4

ETP33338.1

Pro_5

XP_002522468.1

Pla_1

XP_008389453.1

Pla_2

XP_006827316.1

Pla_3

XP_010108696.1

Pla_4

XP_009356318.1

Pla_5

EET89913.1

Arc_1

AlF16351.1

Arc_2

WP_028833180.1

Eub_1

AHF17277.1

Eub_2

WP_036351736.1

Eub_3

EIM93886.1

Eub_4

WP_036353620.1

Eub_5

maker-scaffold962_size32525-snap-gene-0.37

XP_002619069.1

Fun_1

XP_003851796.1

Fun_2

XP_007375689.1

Fun_3

CDK29424.1

Fun_4

XP_003869357.1

Fun_5

XP_004334482.1

Pro_1

WP_011163281.1

Eub 1

EQC48417.1

Eub 2

WP_013965635.1

Eub_3

WP_025223565.1

Eub_4

WP_035939087.1

Eub_5

WP_009386051.1

Eub_6

WP_020183501.1

Eub_7

WP_010508354.1

Eub 8

WP_035152282.1

Eub 9

WP_035120695.1

Eub_10

snap_masked-scaffold4287 sizel5745-processed-gene-0.5

no hits

snap_masked-scaffold4718_size14934-processed-gene-0.15

CDW59746.1

Met_1

XP_002119052.1

Met_2

3DKN_A

Met_3




XP_009681318.1 |Met_4
XP_009881313.1 |Met_5
NP_609034.1 D_mel
NP_001255838.1 [C_ele
EKC26790.1 C_gig
XP_006816377.1 |S_kow
XP_424024.4 G_gal
XP_001628073.1 |N_vec
KGQ02389.1 Fun_1
EXX53139.1 Fun_2
CD068422.1 Fun_3
EJT48324.1 Fun_4
ESW99430.1 Fun_5
YP_009027579.1 (Pro_1
NP_050786.1 Pro_2
YP_001293597.1 (Pro_3
P38397.1 Pro_4
NP_053907.1 Pro_5
XP_009350065.1 |Pla_1
CDP02922.1 Pla_2
KDP34242.1 Pla_3
XP_007138413.1 |Pla_4
XP_010048699.1 (Pla_5
WP_012310215.1 |Arc_1
WP_012965661.1 |Arc_2
WP_011012942.1 |Arc_3
WP_011832482.1 |Arc_4
WP_040681599.1 |Arc_5
WP_014438266.1 |Eub_1
WP_015244086.1 |Eub_2
WP_013628404.1 |Eub_3
CAJ73737.1 Eub_4
WP_007221923.1 |Eub_5
WP_013564967.1 |Eub_6
WP_002649732.1 |Eub_7
WP_002655454.1 |Eub_8
WP_010587091.1 |Eub_9
WP_020476317.1 |Eub_10
snap_masked-scaffold10640_size8688-processed-gene-0.5 ELU11586.1 Met_1
XP_002609272.1 |Met_2
XP_007766017.1 |Fun_1
XP_008032395.1 |Fun_2
XP_011102440.1 |Fun_3
XP_001396961.1 |Fun_4
XP_007838045.1 [Fun_5




XP_007513564.1

Pro 1

XP_005784428.1

Pro_2

XP_009035520.1

Pro_3

XP_007508281.1

Pro_4

CDY68131.1

Pla_1

CDP02924.1

Pla_2

XP_006657848.1

Pla_3

XP_009387336.1

Pla_4

XP_007014012.1

Pla_5

WP_020863576.1

Arc_1

WP_010866657.1

Arc_2

WP_013481327.1

Arc 3

AIC15656.1

Arc_4

WP_022541922.1

Arc 5

BAL53572.1

Eub_1

WP_014559711.1

Eub_2

WP_015896494.1

Eub_3

WP_014203411.1

Eub_4

WP_001026493.1

Eub 5

WP_013764674.1

Eub_6

WP_014781258.1

Eub_7

WP_015845731.1

Eub_8

BAL58415.1

Eub_9

WP_027421227.1

Eub_10

maker-scaffold10066_size9005-snap-gene-0.15

XP_003087098.1

Met_1

YP_002048979.1

Pro_1

XP_002536861.1

Pla_1

WP_011830907.1

Eub_1

WP_019559810.1

Eub_2

WP_029000600.1

Eub_3

WP_035035329.1

Eub_4

WP_009552958.1

Eub 5

WP_022981865.1

Eub_6

WP_012348488.1

Eub_7

WP_019375169.1

Eub_8

WP_037485812.1

Eub_9

WP_015012782.1

Eub_10

maker-scaffold642_size38736-augustus-gene-0.18

XP_001943310.1

Met_1

EHJ63886.1

Met_2

XP_007345748.1

Fun_1

XP_003031610.1

Fun_2

XP_007347991.1

Fun_3

KDD75720.1

Pro_1

EJY78055.1

Pro_2

CDW90346.1

Pro_3




XP_009530917.1 |(Pro_4
XP_001579287.1 |(Pro_5
XP_004151369.1 |Pla_1
XP_002537984.1 |[Pla_2
XP_001786589.1 |Pla_3
XP_006663972.1 (Pla_4
XP_008660435.1 [Pla_5
AHF99242.1 Arc_1
WP_015789150.1 |Arc_2
WP_006883391.1 |Arc_3
WP_004971927.1 |Arc_4
WP_009367567.1 |Arc_5
WP_039451872.1 (Eub_1
WP_013073700.1 [Eub_2
WP_036725502.1 [Eub_3
WP_020531984.1 (Eub_4
WP_035684664.1 [Eub_5
WP_015027914.1 |Eub_6
WP_015311875.1 [Eub_7
WP_036676929.1 [Eub_8
WP_027125087.1 [Eub_9
WP_034862220.1 |Eub_10
maker-scaffold6505_size12078-augustus-gene-0.8 XP_009052269.1 |Met_1
XP_009052268.1 [Met_2
XP_005111403.1 |Met_3
EHJ77786.1 Met_4
XP_001655874.1 [Met_5
ADG57801.1 D_mel
NP_510594.1 C_ele
EKC41751.1 C_gig
XP_002740991.1 |S_kow
NP_001026459.1 |G_gal
XP_001636998.1 [N_vec
KDQ07936.1 Fun_1
KIJ63201.1 Fun_2
EPE10440.1 Fun_3
XP_001222477.1 |Fun_4
CC036641.1 Fun_5
KFA60784.1 Fun_6
XP_001823632.1 |(Fun_7
CEL55975.1 Fun_8
XP_002379056.1 |[Fun_9
KIK55609.1 Fun_10
XP_005774063.1 |Pro_1
EFA85653.1 Pro_2




XP_002672231.1

Pro 3

XP_002946174.1

Pro_4

GAM22201.1

Pro_5

XP_001753121.1

Pla_1

XP_001774865.1

Pla_2

XP_002986513.1

Pla_3

NP_001142298.1

Pla_4

XP_002994600.1

Pla_5

WP_013898607.1

Arc_1

AHG02284.1

Arc_2

WP_006089530.1

Arc_3

WP_008422764.1

Arc_4

WP_008012272.1

Arc_5

WP_028378880.1

Eub_1

WP_027221611.1

Eub 2

WP_019232553.1

Eub_3

KFJ64412.1

Eub_4

WP_038216498.1

Eub_5

snap_masked-scaffold7608_size10871-processed-gene-0.11

CDW58870.1

Met_1

ELT91826.1

Met_2

XP_003693465.1

Met_3

GAA58058.1

Met_4

XP_001620267.1

N_vec

YP_002049422.1

Pro_1

AlF15384.1

Arc_1

WP_014433065.1

Eub 1

BAL58009.1

Eub 2

WP_012874254.1

Eub_3

WP_025748671.1

Eub_4

WP_003869947.1

Eub_5

WP_003867375.1

Eub_6

WP_017815717.1

Eub 7

WP_008476413.1

Eub_8

WP_039043167.1

Eub_9

WP_021619697.1

Eub_10

snap_masked-scaffold10_size447749-processed-gene-1.21

XP_010081449.1

Met_1

KFQ87123.1

Met_2

KFV62490.1

Met_3

XP_009908243.1

Met_4

XP_008049841.1

Met_5

NP_730250.1

D_me

NP_491165.2

C ele

EKC25512.1

C_gig

XP_002741203.1

S_kow

XP_004939779.1

G_gal




XP_001632616.1 |N_vec
EIE80123.1 Fun_1
EPB90189.1 Fun_2
KFH68520.1 Fun_3
K1J38474.1 Fun_4
XP_003038563.1 |Fun_5
XP_004340807.1 |Pro_1
XP_005822221.1 |Pro_2
XP_002505472.1 |Pro_3
XP_003082962.1 |Pro_4
XP_003292084.1 |Pro_5
XP_010931245.1 (Pla_1
XP_008777200.1 |Pla_2
EPS71434.1 Pla_3
EMT04659.1 Pla_4
EEC79350.1 Pla_5
WP_018035257.1 |Arc_1
AlIF20054.1 Arc_2
WP_018035131.1 |Arc_3
WP_011019246.1 |Arc_4
WP_015491691.1 |Arc_5
WP_037360570.1 |Eub_1
WP_037369803.1 |Eub_2
WP_037352617.1 |Eub_3
WP_033411345.1 |Eub_4
WP_035465307.1 |Eub_5
WP_039137089.1 |Eub_6
WP_014221908.1 |Eub_7
WP_028787176.1 |Eub_8
AHF16047.1 Eub_9
WP_026902710.1 |Eub_10
snap_masked-scaffold10028_size9034-processed-gene-0.14 XP_005774972.1 |Pro_1
ABI13173.1 Pro_2
XP_004334991.1 |Pro_3
XP_008611830.1 |Pro_4
XP_008228548.1 |Pla_1
ABK35747.1 Pla_2
XP_007217721.1 |Pla_3
XP_008228546.1 |Pla_4
XP_008228549.1 |Pla_5
AJF62674.1 Arc_1
WP_015283288.1 |Arc_2
WP_015019187.1 |Arc_3
WP_013467005.1 |Arc_4
AlY90136.1 Arc_5




WP_038663484.1

Eub_1

WP_037534949.1

Eub_2

WP_017977922.1

Eub_3

GAMO01630.1

Eub_4

WP_007403352.1

Eub_5

WP_039096965.1

Eub 6

WP_019371167.1

Eub_7

WP_023837964.1

Eub_8

WP_033926094.1

Eub_9

WP_026090772.1

Eub_10

snap_masked-scaffold10032_size9031-processed-gene-0.5

XP_006572683.1

Met_1

XP_003384413.1

Met_2

XP_008177878.1

Met_3

ELU16414.1

Met_4

XP_006129701.1

Met_5

NP_788477.1

D_me

EKC20330.1

C_gig

XP_006813535.1

S_kow

XP_001640548.1

N_vec

XP_002616817.1

Fun_1

XP_008038010.1

Fun_2

CCG82215.1

Fun_3

CDH53741.1

Fun_4

CDS02868.1

Fun_5

XP_004258806.1

Pro_1

XP_001429450.1

Pro 2

XP_637469.1

Pro 3

XP_001432773.1

Pro_4

CCl48117.1

Pro_5

XP_001776978.1

Pla_1

XP_010264162.1

Pla_2

XP_004506491.1

Pla_3

XP_002319326.2

Pla_4

XP_010518148.1

Pla_5

WP_011009538.1

Arc_1

WP_011900532.1

Arc_2

WP_021062030.1

Arc_3

WP_009376705.1

Arc_4

WP_020445114.1

Arc_5

WP_008504811.1

Eub_1

WP_014166640.1

Eub 2

WP_019988798.1

Eub_3

WP_021191018.1

Eub_4

WP_011585908.1

Eub_5

WP_020594901.1

Eub_6




WP_028978473.1

Eub_7

WP_013927919.1

Eub_8

GAL86272.1

Eub_9

WP_022831195.1

Eub_10

snap_masked-scaffold10_size447749-processed-gene-3.47

XP_312302.3

Met_1

XP_001865713.1

Met_2

XP_011197091.1

Met_3

CEF66560.1

Met_4

ENN77452.1

Met_5

NP_732486.2

D_me

NP_493371.1

C_ele

EKC36313.1

C_gig

NP_001264720.1

G_gal

XP_001633029.1

N_vec

XP_006683531.1

Fun_1

GAA84667.1

Fun_2

XP_003719896.1

Fun_3

AAF70241.1

Fun_4

XP_001905685.1

Fun_5

EMH76643.1

Pro 1

EPY29093.1

Pro 2

XP_005794540.1

Pro_3

XP_003875179.1

Pro_4

XP_002960024.1

Pro_5

BAJ96758.1

Pla_1

XP_002540035.1

Pla_2

XP_002539462.1

Pla_3

KEH15495.1

Pla_4

WP_016358292.1

Arc_1

WP_040681982.1

Arc_2

WP_012021384.1

Arc_3

WP_013775700.1

Arc_4

WP_015581549.1

Arc_5

WP_022830972.1

Eub_1

WP_015028079.1

Eub 2

WP_028667651.1

Eub_3

WP_034257606.1

Eub_4

WP_025864949.1

Eub_5

WP_020601462.1

Eub 6

WP_013444421.1

Eub_7

WP_015329810.1

Eub_8

WP_018620330.1

Eub_9

WP_028730375.1

Eub_10

augustus_masked-scaffold15023_size6066-processed-gene-0.3

ELT98248.1

Met_1

XP_009288522.1

Met_2




CDW59419.1 Met_3
KIl74601.1 Met_4
XP_003390337.1 [Met_5
XP_001620472.1 |N_vec
KGQ13221.1 Fun_1
KGQ13835.1 Fun_2
XP_007406412.1 |Fun_3
XP_003334153.2 (Fun_4
KFY99255.1 Fun_5
EMH77043.1 Pro_1
GAM19526.1 Pro_2
NP_045215.1 Pro_3
EAR81937.2 Pro_4
XP_001460950.1 (Pro_5
XP_002539997.1 |Pla_1
XP_002536709.1 |Pla_2
XP_001786863.1 |(Pla_3
XP_002536685.1 |Pla_4
XP_001786672.1 [Pla_5
AIA86359.1 Arc_1
WP_008321096.1 |Arc_2
WP_013906266.1 |Arc_3
AHZ21692.1 Arc_4
AlU70933.1 Arc_5
WP_009855471.1 |Eub_1
WP_014426505.1 [Eub_2
WP_009549535.1 [Eub_3
WP_026096412.1 [Eub_4
WP_026354497.1 [Eub_5
WP_038494969.1 [Eub_6
WP_036214541.1 |Eub_7
WP_009667571.1 [Eub_8
WP_036237415.1 [Eub_9
WP_038487188.1 |Eub_10
maker-scaffold3763_size17107-snap-gene-0.14 EHA22259.1 Fun_1
EMD32372.1 Fun_2
KEP51556.1 Fun_3
KEP51555.1 Fun_4
KIK36698.1 Fun_5
XP_001261871.1 [Fun_6
KDR79180.1 Fun_7
XP_009551738.1 [Fun_8
EPS99280.1 Fun_9
XP_005651358.1 |Pro_1
XP_002894880.1 |Pro_2




XP_001778913.1

Pla_1

XP_002536324.1

Pla_2

EMT11668.1

Pla_3

WP_014763218.1

Eub_1

WP_008878470.1

Eub_2

KIG17217.1

Eub 3

WP_006727887.1

Eub_4

WP_035072033.1

Eub_5

snap_masked-scaffold8578 size10052-processed-gene-0.10

ETN86856.1

Met_1

XP_003390865.1

Met_2

XP_010724977.1

Met_3

XP_007244265.1

Met_4

XP_010884639.1

Met_5

NP_612044.1

D_me

NP_001021052.1

C ele

EKC25730.1

C_gig

XP_002741389.1

S_kow

XP_416988.1

G_gal

XP_001618871.1

N_vec

XP_006683287.1

Fun_1

XP_006683290.1

Fun_2

XP_002650527.1

Fun_3

CDH53780.1

Fun_4

ERZ94801.1

Fun_5

XP_004184621.1

Pro_1

XP_641641.1

Pro 2

CBK22816.2

Pro 3

GAM23706.1

Pro_4

XP_002293037.1

Pro_5

XP_002540080.1

Pla_1

XP_002539007.1

Pla_2

XP_010109352.1

Pla_3

XP_006484833.1

Pla_4

XP_007215006.1

Pla_5

AIF05098.1

Arc_1

BAP60490.1

Arc_2

WP_011972221.1

Arc_3

WP_010870574.1

Arc_4

WP_007043598.1

Arc_5

WP_040546614.1

Eub_1

WP_020035461.1

Eub 2

ADI22501.1

Eub_3

ADE54680.1

Eub_4

WP_040900913.1

Eub_5

WP_015049434.1

Eub_6




WP_009851810.1

Eub_7

WP_018294071.1 [Eub_8
WP_027985653.1 [Eub_9
WP_008516497.1 |Eub_10
maker-scaffold749_size36498-snap-gene-0.17 AGR65713.1 Met_1
XP_002435205.1 [Met_2
XP_002118601.1 [Met_3
XP_008486101.1 |Met_4
ELT91828.1 Met_5
NP_649139.1 D_me
NP_741194.1 C_ele
EKC25219.1 C_gig
XP_006819552.1 (S_kow
NP_001006567.1 |G_gal
XP_001640743.1 [N_vec
EPY49588.1 Fun_1
EPX75052.1 Fun_2
KGK38776.1 Fun_3
XP_002553905.1 (Fun_4
XP_002777738.1 |Fun_5
XP_002140155.1 (Pro_1
XP_002179030.1 (Pro_2
XP_002285941.1 (Pro_3
XP_001293713.1 |Pro_4
XP_009034222.1 |Pro_5
XP_002540194.1 |Pla_1
KHG27573.1 Pla_2
XP_004146302.1 |Pla_3
XP_009120277.1 |(Pla_4
XP_004163726.1 (Pla_5
WP_012956882.1 |Arc_1
AIF83870.1 Arc_2
AIC14683.1 Arc_3
WP_014963178.1 |Arc_4
WP_017981048.1 |Arc_5
WP_009577742.1 (Eub_1
WP_039751929.1 |Eub_2
WP_013453160.1 (Eub_3
WP_038033009.1 [Eub_4
WP_017731758.1 [Eub_5
WP_035726303.1 [Eub_6
WP_026898535.1 [Eub_7
GAL84230.1 Eub_8
WP_037576558.1 [Eub_9
WP_040006875.1 |Eub_10




Genomic PCR — associated
information



reference [ Gene | [Gene 1 best hit Gene | HGT index score __|Gene 1 Putative annotation [Gene 1 BLAST % IT [Gene 1 product length (AA)  [Gene 1 top hit ungnmm [Gene 1 domain_|Gene 1 domain kirfGene | domain ph|Gene 2 e 2 best hit |
a1034 nap-gene-0.53 211544606109 relWP 021044468 257 3| ABC-type branched-chain amino acid transport system. ATPase component 456 PEs) n snap_masked-scalfold 1034 size3 1628-processed-gene-0.19 _|gi(657239407 rel[WP 0293509271
scaffold4690 si nap-gene-0.16 y\iﬂh“%{vi(ﬂ(v\vcﬂ 015052778, 108 53.04 699) n snap_masked-scaffold4690 size14997-processed-gene-0.12__|gil648282025 ref]WP_026063174.1] |
1016957 s p-genc-0.14 1150323 1756/re ] WP_013466417. 12,5 hypothetical protein 3.37 n snap_masked-scalTold6957 sizel1554-processed-genc-0.6___|ei/654411632re WP_027883142.1 |
1d7284 si 10 wmmmm VP_010870998.1] 74.6[hypothetical protein 5,87 n ker-scafTold7284 sizel 1211 Snap-gnc 011 Bi637375348 X auxmxm \
5[snap_masked-scaffold9447 size9412-proc ene-0.6___|i[526885305 el WP_020863737) 182]aldehyde 0 snap_masked-scaffold9447 size9412- ene S18/rellWP_025
Si2c92086-snap-gene-0.59 £11505484122/gb EXX71234.1] 1895 protein RirG_080310 2859 ungi g snap_masked-scalTold 100 L mc«)znxa processod-genc- uz4 548393238 relXP uuvzcouz u
SOIO0 55020t o e 0. o TSATHBTT D0 ST T 211 {hy pothetical protein BATDEDRAFT_§747 50| g <calold 1002 size32014 % 21657799282 reNXP_008326747.1 |
affold10141_size8958-processed-gene-0.1 |gi[599150731/gb EYE90242.1] 139, protein EURHEDRAFT_467707 34] ungi Ascomycota c 10141 size8958-snap-gene-0.7 211431920328 gbl ELK 18363.1]
caflold104_sizeS468. & 21159 EXX67466.1] y protein RirG_114100 27 ungi scaffold104_size84685 b} [E573874530e1XP_006625647.1]
1055 size3445 2170107261 ref[XP_001SS484T.1] 381|delta 9-fatty acid desaturase protein ungi 41055 size34436-snap- pi) 42412578 14)rel[XP_002404666.1]
d10741_size86 6 134697461 6/¢b EGY 18068.1] 43.7]COPII coat assembly protein SEC16 ungi Ascomycota 410741 _size863 [£1555932151(emb CDI09270.1
7 caffold1092_size30908-snap-gene-0.25 2i1396974616/gb EGY 18068.1] 45 4| COPII coat assembly protein SEC16 ung Ascomycota Scaffold1092_size30908-snap-gene-0. zs v.\wz'xrm 5 BAM3T956.1]
3 41218 _size2945%-augustus-gene-0.15 g .wuxxv\mxr 002835661.1] 600. protein ungi Ascomycota scaffold 1218 _size29438%-s 59089 refIXP_0078954251]
4]snap_masked-scafold1229_sizc29343-processed-gene-0.12 130]including n-acetylases of ribosomal protein ungi Ascomycota 11220 5iz¢293 H\ﬁmmzz re[WP 02585 1328.1]
S[augustus_masked-scaffold1669_size2548 -processed-gene-03 |g nbA 363 in my_RS60 9] n n augustus_masked-scaffold1669_size23481 pmccsw gene-0.2 [4i1536102717 gb|ESO91369.1
16]snap_masked-scaffold2355 51722\70R—nmce\5:d—gene—l]4 o jgblA 326|hypothetic in my_R860 7 n n nasked-scaffold2358_size2 1 708-processed-gene-0.3__|gil321463289 gb|EFX74306.1]
ize53 31 g 326|hypothet in my_RS60 5.4] n o Scallold301_size53378-snap 37 21642933430 e1XP_008197415.1]
18493-snap- 15 R E in my_R860 2 n o K 5250 sizel S493-snup; i 2i/524956701 rel]XP_005078316.1]
5591 size22739-aug: 10 s protein my_R860 98] n n ker-scaffold3391_size22739-augustus-gene-0.9 2156359377 ref[XP_001624746.1]
47537 size 10937 snap-gene-0.9 238520944 1N} 6.6 collagen triple helix repeat protein a0 n o snap Q7537 size10937-processed 3 [ei[1563639675elXP_001626913.1]
augustus_masked-scafloldsd7_siz processed-gene-04 |gi371945242,g 34 protein mv_R860 56 n snap Scaffold847_size34339 processed 1T {@i[443715573 gblELUOTA86.1]
410_sized47 50 211503433598 rel[W 2501 6 31 n snap 220 __[ail652372318,rel[WP_026768274.1] |
makerscallo 10072 5126900 st 0.1 i(589614179/gb EXISS499.1] 91 protein 7] n snap [£1/648545939 reWP_026240690.1]
Id16610_size3253-snap-gene 0.7 211560462602 rel[WP_023629262 [ protein n acteria 165338 1420 relWP_027594387.1 |
snap_masked-scaffold16703 sizeS213-processed: 11505409131 ref] WP_015596233, replication initiator protein DnaA n snap 7 4853 1174)rel[WI
T3-processed-gene-0.3 ai[518233625/ref WP 019403833 53[enoy I-CoA hydratas n snap_mask ssed 7 {ai[64853 1 [ TalreflW
k snap-gene-0.15 /500156209 ref{WP_011830907.1] 520.4]HreA family regulator n acteria__|snap_mask sed. 12 |gil646736188lref
¥ I il 1293334555 ref]NP_001169715.1 207. ansferase/ transferase Viridiplaniae replophyta __|maker-scaflold714_size37228-augustus-gene-0.14 211638907047 relXP Amxﬂbziﬂ 1]
k 144964_size23 147 )ME gene-0.19 i[302776584|ref]XP_002971447.1] 310.9[hypothetical protein SELMODRAFT 96185 [Viridiplantac treptophyta [ maker-scaffold4964_size23147-augustus-gene-0.14 il646715734] )b\Kmex l |
sip_masked-scafod 10028 size9034-processed-gene-0.14__|gi612093306igbEZPSITI2.| 62.6] protein 7 n Proteobacteria__|snap_maske 265792088 7 ref] i
(2612078 augustus-genc-0.8 i{168000835|ref[XP_001753121.1 a Viridiplaniae treptophyta ker-scall [£16525 14837 reWP. uzwuvm i
9031 a 5 v1\495780232h=ﬂ\:\' 003048 11.1] B 0 snap_masked-scaffold 10032 size9031 pmmsed ene 07 211652621534 rel] WP 026995933
ked-scaf d-gene3.47__ai 922 ref|WP_022830972 71.0) n snap_masked-scaffold10_size447749-pr [£1652376869 ref[WP_026772812.1
processed-gene-0.18 ppmm 39/rel[WP_016848406. 67.77] n Proteobacteria__[snap_masked-scafloldS78_size33947 pmumd w.c o w [£1/655955853 reWP_028998712
34-pi d 12 [gil498088963[ref[WP_010403119.1] regulator 48[ | n acteria ke fold 10028 _size9034-a 17 2i[648220936]ref
6 augustus affold12066_siz¢7863-processed-gene-0.3 |ail5 18928270/rel[WP 020084145 222[met ¢ aminopeptidase 52 n Protcobuceria_[snap masked:scalTold 12066 sizeT863-processed-gene 0.10_Jgi652473323 WP 03686801811
caffold3236 _size8566-august ] 211302765258 rel[XP_002966030.1 2 protein SELMODRAFT 266960 382) Viridiplantac trepiophyta ker-scaffold3236 _sizel8566-augus is 4i1597737750,rel[XP_007231107.1
3 s 20 il 25554546/gb EAZ00152.1] 409.6[hypothetical protein Osl_22158 44 Viridiplantae treptophyta ker-scaffold 1707 size25220-snap-gene-0.19 83848263 ref]XP_003699771.1]
6 2i[326521706/dbj BAK00429. 1] ~ 90]predicted protein 9| Viridiplantac treptophyta snap_masked-scalTold13328_size7081-processed-gene-03___ |2il405977621/gb|EKC42063.1
3 augustus-gene-0.18 2il574594755/gb AHGA99 12.1] 166.7[hypothetical protein RLEGI2_03210 7 n ke 01372 size2793 Lsnap-gene-0.24 2il66812782/refIXP_640570.1
Em masked-scaffold2 1250, size3389-processed-gene-04 |01 143525/relWP_012191727.1] 147.5[Fis family transcriptional regulator 318 B [Chioroflexi 0 poceelene 07 [gi65523e4z0re P 02647751 |
1d12736_size7442-augustus-gene-0.15 2il501430956]rel]WP_012455626. ~"7\vn,u ISP LLILS nitrate ABC transporter ATP-binding protein 3) n 10 |gi653047026/ref]WP_027298625.1 |
snap_masked:-scaold8578 size 0052 processed gone-0.10_|wi494655023 WP 007412967 583 biosynthesis protein CapD I n snap masked-scalTold8378 Size 0052 processed-gene 0.9 |ai6362699531el[WF 029215676
423270 size2748-snap-gene-0.5 £1446731019/ref[WP_000808275 522[sulfate ABC transporter ATP-binding protein 603 n pirochactes _[augustus_masked-seaffold23270 size2748-processed-gene-0.0 (657243103 reWP_029354602.1 |
43[maker-scaflold6486_size 2099-snap-gene-0.18 21149287551 1jrelWP_006018912.1] 206|MULTISPECIES: hypothetical protein, 0] n 46456 _size12099-snap-gene-0.17 [2i[657841555 ref]WP_029556654.1 |
augustus_masked-scafold9669_size9263-processed-genc-03 |gil5 18232242 203 3-ox0ncy-ACP synihase 1] 0 2 13p ok sTo0%60 5520 prossed § 15637238520 reWP_029550040.1 |
[snap_masked-scafTold1455_size27142-processed-gene-0.8 2517456375 rc! glutamyl-(RNA synthetase 527| n nap_masked-scaffold1455_siz 'Ml-pmucwcmgcn -0.7 211652355020 re 026751164.1] |
snap_masked-scaffold126_size77140-processed-gene-047__[ail502675676rcf elucose-G-phosphate. n gt maskedsea TG [40-processed-gene-0.11 [i[631321998 el WP_026446380.1] |
Snap_masked-scaffold 7608 _size 087 -processed-gene-0.11__|gi/504245963 el 212.7|recombinase RecR n Chioroflext maker-scaffold7608_size 087 1-augustus-gene-0.12 1639906071 e 7590131 |
augustus ke scafod 5055 5i266066-processed-gene-0.3 [i[497541273}re 250.1|ferredoxin-NADP reductase n augustus_masked-scaffold15023 size60 d-gene0.5 H\(x57(x59227u P029463146.1] |
augustus_masked-scaffold9576 _size9323-processed-gene-0.1 |gil575480762|r 115 3[myosin heavy chain variant C Fungi Ci augustus_masked-scaffold9576 slzt‘)}Z}—pmcc,scd—ucnc—O0 211234204034 gb ACQUT2T L 1]
scaffold1970_size23533-sna 24 [574594753(2b AHG49912.1] 219]hypothetical protein RLEGI2_0: n Proteobacteria__|snap masked-scaffold1970_size23533-processed-gene-0.8 __|gil568288 mwwmxmu
435 size141275-augustus-gene-0.60 £1465792700/cmbiCCU97940.1] 7957 unnamed protein product Fungi Scaflold35_size 41275-snap-gene-0.80 21545224666 5eIXP_005612821.1]
1074 size 1569 #il571918195|gb[ETR74744. 1 116.9alphabeta hydrolase n Protcobssteria_|snap_ masked:scalloldT4_szel15697-processed-gene 028 a3 0SG5S eIXP 0052870311
er-scaffold3315_size18320-snap-gene-0.10 (50140158 ref{WP_012433 anate hydsase n ia__[augustus_masked-scaffold3315 size 8320 2 [2il28076987ref]NP_082081.1]
105005 _si227369-snap-gene-0.11 £11526196795(gb EPS3SI31.1] 320.1 [nypothetic \nm\cm HO72 8118 Fungi Ascomyeola__Jaugustus_masked-scaffold5005_size27369- pmmm wcnz k.\msmso reflXP_685992.2]
Scaffold2739_size20194-snap 211504033542 rel[WP_014267536. 319.3[alpha et i dobact Scaffold2739_size20194 il 211241680325 relIXP_002412676.1]
1505 size42588-ug, ane 11575471496 ref[XP_006675041.1 309 |hypothetical nmtun BATDEDRAFT 8747 Fungi c o 4505 1742588 4 ane-020 i nlx%x:&»‘l@m(;M‘ﬂﬂ‘ 1]
c 26381 g 5 SAlrelWP 012929377 714, protein n 0668 size38133 7 [2i1443685203/gblELTS8896. 1]
G301 size333 S gi2964T 1859/re1XP_002835661.1 51 protein 5 Fungi Ascomycota 301 size33378-snap 37 411642933430 rel[XP_O08197415.1]
Si7e38736-aug (4982892 18 ref]WP_010603374, 221 4[glycoside hydrolase family 3 4 n size387 9 2i1340385292 rel[XP_003391144.1
Caffoldd8_size 1 18896 211504400528 relWP_014587630. 391|peptidase 59 n s sizel 18896-augus 116 2i(647304639/reIWP_025745995.1
Scaffold6300_size 2324 vmosxnmmﬂ 004447399 217[DI- /PRI family protein n Spirochactes s 6300 _size12324-s 7 4i1443693424]gb ELT94790.1]
146104 sizel gustus-genc0.9 £i[494831540/gb EON67971.1] 108[hypothetical protein W97 07117 3 Fungi Ascomycota i2612615-snap-genc-0. [£1260798172/refIXP_002594074.1]
5 Scaffold80_size9397 s a7 TSR0 35X O0S0SE] 210, protein 3 Fungi snap_maske rscaffo!dxo 512693970 pmce:sed zene022 2i(657799526/refIXP_008326877.
143763 _size17107-sna 14 1350633895(gb EHA22259.1] 103 ,mem,\wwnm\n 45025 3 Fungi scomycota ker-scaffold3763 sizel 71 15 216429345 10/ref[XP_008197694.1]
7[5 Scaflold 1172 sizeS401 pmmm £ene:0.10__|ail5 17821561 rel[WP_018991769.1 278]acetyl-CoA acetyliransferase n Protcobacteria Jaugustus masked-scaflold 1172 size8401-processed-gene-0.2 [gi}17419984/cmblCBN82020.1
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