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JGI Whole genome annotation and comparative analysis of whiterot fungus
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resulting 34.3 megabase draft assembly.
Annotation using the JGI Annotation pipeline
yielded over 11,000 gene models.
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sequenced ESTs were mapped to the
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* Clustering and Gene Families\

Phanerochaete chrysosporium, Postia Table 4. Assembly Comparison
placenta, and Laccaria bicolor. Pleurotus | Phanerochaete | Postia Laccaria :\:ilgﬁpsora
ostreatus | chrysosporium | placenta |bicolor | populina All-against-all protein BLAST alignments
(11,603 genes from P. ostreatus)
Scaffolds (Mbp) 34.3 35.1 90.9 64.9 101.1 l
B 5 g q g
e 0.31 2.6 21.9 6.2 3.4 ; ;
»Annotation Plpellne Schematic i, @55 @5y @ty| @5y @ S : Table 6. P. ostreatus Gene Family Clusterlpg
ymmetric MCL Inflation
" 1,'6 0.32 4-96 14.4 49-4 imilarit trix of (clustering stringency)
Repeats (Mbp) (5.7%) (0.91%) | (5.46%) | (22.2%) (48.9%) similarity matrix o
Genome Assembly 20.5 16.8 35.6 31.6 25.0 alignment scores 48 20 85
Gene length (Mbp)* (59.6%) (47.9%) | (39.2%) | (48.7%) (24.7%) # Genes in families 11,603 | 11,603 | 11,603
Repeats - masking #of genes 11,603 10,048| 17,173 20,614 15,410 - # Gene families 9,858 | 8606 | 7,614
e Density 338 286 189 318 152 Tribe MCL # Gene families with >=2 genes 802 | 1154 | 1326
Assembly Date 2008-07 2005-02| 2006-09 | 2006-05 2007-11 clustering | # genes in families with >=2 genes. 2,560 | 4,164 | 5328
mENAS s waining, ~ Parenthesis show percentage of the nuclear assembly. 9% of genes in families with >=2 genes | 22%|  36%|  46%
Table 5. Prediction Methods’ Gene Counts
o B B
e
E E Pleurotus | Phanerochaete Postia Laccaria Me:::?gz)ra o Fu n Ctl on al DO mains
ostreatus | chrysosporium | placenta | bicolor populina
CoENESHE 5 e - = = = Table 7. Most Common Domains in P. ostreatus
Xpresse
" P P P. P. L. PFAM D N
Manual Curation SenilencelMapning ELy @AY @Ay| ©=iy EEY Domain ID o- |placenta |bicolor omaname
5064 3526 7549 13547 8256 sporium
homology (43.6%) (35.1%) | (43.9%) | (66%)* (54%)* PF00067.13 128 110 214 70 [Cytochrome P450
6196 6510 9563 7003 5777 PF00400.23 117 116 142 220 |WD domain, G-beta repeat
ab initio (53.4%) (64.8%) | (55-7%) | (34%) (37.5%) PF00069.16 108 98 125| 111 |Protein kinase domain
“includes counts from EuGene gene predictions. PRO0B46.24 o1 56 125 115 |F-box domain
PF07690.7 76 66 73 40 [Major Facilitator Superfamily
PF00271.22 75 56| 107 98 [Helicase conserved C-terminal domain
PF00096.17 64 38| 125 60 |zinc finger, C2H2 type
S PF00106.16 63 72| 138 41 [short chain dehydrogenase
7 - — . K Phyl ogeny —— Pleurotus ostreatus PF00076.13 58 52 71 60 [RNA recognition motif. (e.g. RRM/RBD/RNP)
“Functional Classifications Agaricales PFO0172.9 46 34 43| 68 [Fungal zn(2)-Cys(6) binuclear cluster domain
(gill mushroofs)
1750 KOG Classes Laccaria bicolor Table 8. Domains Putatively Expanded in P. ostreatus
1500 Pfam 3 P P L PFAM Domain Name
1250 Agari Domain ID |ostreatus |chryso- |placenta |bicolor
sporium
g0 PF06985.2 22 [ [ o] H
3 X ; leterokaryon protein (HET)
= 750 A incert Postia placenta PF00840.11 15 7 0 0| Glycosyl hydrolase family 7
#* 500 .Il;\ice ae PF01609.12 6 1 0 0 [ Transposase DDE domain
250 - sedis PF00544.10 6 0 2 0| Pectate lyase
o -l basidiomycetes PF04616.5 5 2 [ 0 Glycosyl hydrolases family 43
é‘ﬂ *— Phanerochaete PF08531.1 4 0 0 0| Alpha-L- N-terminal domain
£ ch rysospori um PF08519.3 4 0 0 1 | Replication factor RFC1 C terminal domain
g PF04438.7 4 0 0 2 | HIT zinc finger
H PF03211.4 3 0 0 0 Pectate lyase
2 PF05593.5 3 0 0 0| RHS Repeat
§ Pucciniales Melampsora “Domains present in >1 copy in P. ostreatus, compared to median copy number in other
£ (rust fungi) inigl i
H laricis-populina
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