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Species GenBank 1D RNA-seq reads| Genome Number of
from SRA’ size genes in reference
(# reads)
Saccharomyces GCF_000146045.2 SRX495162 12.2 Mbp 5,913
cerevisiae (58.4 1)
(yeast)
Neurospora crassa GCF_000182925.2 SRX042065 41.0 Mbp 10,785
(Ascomycota) (31.3 M)
Schizophyl lum GCF_000143185.1 SRX716964 38.5 Mbp 13,194
commune (56.3 M)
(Basidiomycota)
Rhizopus oryzae GCA_000149305.1 SRX365613 46.1 Mbp 17,459
(Mucoromycot ina) (117.0 M)
Gonapodya prolifera GCA_001574975.1 SRX125310 48.8 Mbp 13,831
(Chytridiomycota) (123.2 M)
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Saccharomyces cerevisiae Al AR o= H7}

Metrics Augustus Braker Maker FunGAP Reference
v3.2.1 v1.8 v2.31.8
Structural  features
- Predicted genes 6,144 5,488 5,523 5,654 5,913
- Median protein length (aa) 381 424 415 411 406
- Single—exon genes 5,416 5,191 4,881 5,275 5,585
- Short genes (<50 aa) 0 0 0 0 69
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a 8 0 0 0 0
- Incomplete genes
- Coding region (Mbp) 8.20 8.26 8.34 8.35 8.78
Evidence-supported
- BLAST hits to protein DBb 5,301 5,371 5,254 5,495 5,710
- BLAST hits to SwissProt 5,327 5,404 5,292 5,534 5,904
- Pfam hits 4,571 4,630 4,535 4,706 4,899
- Pfam domains 7,250 7,310 7,368 7,395 7,728
- Repeat-related Pfam hits 7 7 8 8 100
- Complete BUSCOs 1,400 1,414 1,416 1,419 1,422
- Missing BUSCOs 7 5 1 1 0
- All EST supports 5,242 5,312 5,262 5,499 5,718
— >90% EST supportsc 4,152 4,262 4,012 4,370 4,493
- Matches to reference 4,776 4,793 4,695 5,222 5,913
[0090] a)Existence of internal stop, gap start, short intron, and internal gap
[0091] b)The protein database is a set of protein sequences from relatives.
[0092] C)(Métched length / gene length) * 100
* 3
[0093] Neurospora crassa A% 3 o5 H7}h
Metrics Augustus Braker Maker FunGAP Reference
v3.2.1 vl.8 v2.31.8
Structural features
- Predicted genes 12,211 9,009 10,241 10,130 10,785
- Median protein length (aa) 386 441 414 408 430
- Single—exon genes 2,765 2,322 2,430 2,444 2,293
- Short genes (<50 aa) 0 1 40 40 6
7 11 0 0 0

- Incomplete genesa
- Coding region (Mbp) 13.36 14.05 15.01 15.03 16.90

Evidence—supported

- BLAST hits to protein DB’ 7,930 8,724 9,427 9,768 10,527
- BLAST hits to SwissProt 4,960 5,518 5,393 5,535 6,313
- Pfam hits 5,037 6,151 6,070 6,244 7,100
- Pfam domains 8,813 9,555 9,577 9,705 11,041
- Repeat-related Pfam hits 17 16 18 18 18

- Complete BUSCOs 1,419 1,429 1,418 1,427 1,433
- Missing BUSCOs 1 2 2 1 0

- All EST supports 6,439 6,997 7,169 7,370 8,390
- >90% EST supportsc 3,815 4,618 4,270 4,592 5,488
- Matches to reference 5,276 6,503 5,789 6,642 10,785

[0094] a)Existence of internal stop, gap start, short intron, and internal gap

b) . . . .
[0095] The protein database is a set of protein sequences from relatives.
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[0096] C)CMétched length / gene length) * 100
I 4
[0097] Schizophyllum commune A& FAX o= H7}
Metrics Augustus Braker Maker FunGAP Reference
v3.2.1 v1.8 v2.31.8
Structural features
- Predicted genes 22,428 13,718 13,115 15,337 13,194
- Median protein length (aa) 373 402 442 379 369
- Single—exon genes 4,921 1,097 1,893 2,172 1,469
- Short genes (<50 aa) 0 0 44 40 3
a 20 215 0 0 0
- Incomplete genes
- Coding region (Mbp) 20.37 19.10 21.07 21.41 17.72
Evidence-supported
- BLAST hits to protein DBb 9,551 12,989 11,050 13,643 13,194
- BLAST hits to SwissProt 4,504 6,467 5,300 6,496 6,278
- Pfam hits 5,587 7,744 6,510 7,863 7,446
- Pfam domains 9,427 11,508 11,025 11,797 10,922
- Repeat-related Pfam hits 80 81 113 107 42
- Complete BUSCOs 1,326 1,354 1,332 1,354 1,240
- Missing BUSCOs 14 9 10 9 19
- All EST supports 10,412 12,127 10,724 13,388 11,723
— >90% EST Supportsc 3,948 8,901 4,965 8,410 7,613
- Matches to reference 1,39 3,448 1,896 3,542 13,194
[0098] a)Existence of internal stop, gap start, short intron, and internal gap
[0099] b)The protein database is a set of protein sequences from relatives.
[0100] Y (Matched length / gene length) * 100
5
[0101] Rhizopus oryzae A& A o5 37}
Metrics Augustus Braker Maker FunGAP Reference
v3.2.1 v1.8 v2.31.8
Structural features
- Predicted genes 13,146 13,218 15,971 15548 17,459
- Median protein length (aa) 331.5 345 280 296.0 257
- Single—exon genes 2,313 1,858 1,909 2103 3,923
- Short genes (<50 aa) 0 0 20 18 384
a 17 33 0 0 0
- Incomplete genes
- Coding region (Mbp) 15.33 16.25 16.77 17.49 17.97
Evidence—supported
~ BLAST hits to protein DBb 11,291 12,706 12,439 13,852 17,450
- BLAST hits to SwissProt 7,909 8,757 7,936 8,838 9,034
- Pfam hits 8,469 9,443 8,618 9,596 10,322
— Pfam domains 14,439 15,292 14,863 15,671 16,241
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- Repeat-related Pfam hits 65 74 161 159 1,292
- Complete BUSCOs 1,232 1,268 1,280 1,283 981
- Missing BUSCOs 45 32 33 33 119
- All EST supports 9,301 10,337 9,951 10,965 12,859
— >90% EST supportsc 5,475 6,856 5,355 6,731 6,376
- Matches to reference 3,734 3,826 3,536 4,462 17,459
[0102] a)Existence of internal stop, gap start, short intron, and internal gap
[0103] b)The protein database is a set of protein sequences from relatives.
[0104] C)(Métched length / gene length) * 100
£ 6
[0105] Gonapodya prolifera A%s F+AAF o= H7}
Metrics Augustus Braker Maker FunGAP Reference
v3.2.1 v1.8 v2.31.8
Structural features
- Predicted genes 38,867 15,502 2,1551 21,784 13,831
- Median protein length (aa) 238 394 314 308 334
- Single—exon genes 12,512 1,464 4,996 4,686 1,728
- Short genes (<50 aa) 6 4 15 14 2
a 185 41 0 0 0
- Incomplete genes
- Coding region (Mbp) 26.16 22.12 25.69 26.49 17.15
Evidence—supported
~ BLAST hits to protein DBb 14,756 14,357 14,110 17,319 13,831
- BLAST hits to SwissProt 5,781 8,316 6,992 8,776 7,036
- Pfam hits 7,254 9,725 8,482 10,476 8,172
— Pfam domains 11,988 15,362 14,906 16,546 12,581
- Repeat-related Pfam hits 37 31 52 68 51
— Complete BUSCOs 694 1,157 1,082 1,166 1,058
- Missing BUSCOs 322 123 147 116 150
- All EST supports 15,608 13,249 13,000 15,988 11,876
~ >90% EST supportsc 2,300 8,082 3,813 7,579 7,511
- Matches to reference 554 4,770 2,180 4,980 13,831
[0106] a)Existence of internal stop, gap start, short intron, and internal gap
[0107] b)The protein database is a set of protein sequences from relatives.
[0108] C)CMétched length / gene length) * 100
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Genome assembly
RNA-seq reads
RepeatModeler Hisat / Trinity
Maker::RepeatMasker
+ l
Repeat-masked RNA-seq alignment
assembly RNA-seq assembly
Augustus Maker Braker
v v v
Augustus Maker Braker
Gene prediction Gene prediction Gene prediction
i ¥ ¥
BUSCO BUSCO BUSCO
InterProScan InterProScan InterProScan
BLAST BLAST BLAST
Evidence scores
1 Filtering
Filtered gene models
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* Highest score

Genome assembly
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1 Gene model 1 . tGene model 7 1

! I
1 Gene model 2 Gene model 4 . 'Gene madel 8 !
Esss——— | M
' Gene model 3 Gene model 5 ! ! i
= e ' '
. Gene model 6 | " '
Gene block 1 Gene block 2
Get all combinations
of gene models
Evidence
score
#Comb1 Gene model 1 Gene model 6 50
_ _—
#Comb2 Gene model 2 Gene model 4 80
p— _
#Comb3 Gene model 2 Gene model 5 Gene model 6 70
f— I—
#Comb4 Gene model 3 Gene model 4 50
- P
#Comb5 Gene model 3 Gene model 5 Gene model 8 50
———] " ————

!

Final gene predictions
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EH3
Supercontig !
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