Additional file 3. Summary of the annotation of the 500 most expressed transcripts®

Ao(Mh) Ao(Hs) Ad(Mh) Ad(Hs) Mc(Hs)

Number of isotigs

UniProt hit 471 473 431 442 444
Pfam domain® 388 373 354 368 370
Secreted 61 63 63 54 69
Orphans 39 38 64 48 46
KOG 369 379 365 364 358
EC numbers 27 28 12 12 14
UniRef50 clusters 436 445 367 393 370
Number of Pfam domains

(Unique Pfam domains) 412 371 371 362 330
(Pfam counts)® 536 475 520 485 500

% The table shows the number of isotigs (i.e. transcripts) among the most highly expressed
transcripts (Top 500 transcripts, c.f. Figure 2 in main text) that were annotated based on
searches to the UniProt database [1], proteins from M. haptotylum [2], the Pfam protein
family database [3], the presence of a predicted secretion signal [4], the KOG database [5] and
the UniRef50 database [6]. Ao(Mh) denotes A. oligospora and M. hapla; Ao(Hs), A.
oligospora and H. schachtii; Ad(Mh), A. dactyloides and M. hapla; Ad(Hs), A. dactyloides
and H. schachtii; and Mc(Hs), M. cionopagum and H. schachtii. A complete list of the isotigs
and their annotations are given in Additional file 4.

Y The total number of transcripts that have Pfam domains among the Top 500 transcripts.

¢ The total number of Pfam domains among the Top500 transcripts. A domain occurring
multiple times in a given isotig was counted once.
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