Table S1. List and characteristics of the detected pseudogenes in the 8 studied yeast genomes.

The table is in Lafontaine SupTab.xls

Pseudogenes are named according to their position along the chromosome (from left to right end, see text for nomenclature). Chromosomes,
coordinates and orientation of pseudogenes are given in columns 2-5. The closest functional homolog among the 8 species studied (bestmatch)
and classification of its product into protein families are given in column 6-7. Gene nomenclature refers to (16), family classification refers to
(58).
Columns 8-10: characteristics of pseudogene by comparison to its bestmatch.

R.L: relative length of the pseudogene with respect to its bestmatch length.

D.A: amino acid divergence between the pseudogene and its bestmatch (see METHODS).

D.N: nucleotide divergence between the pseudogene and its bestmatch (see METHODS).
Columns 11-12:

Stop: number of in-frame stop codons according to FASTY

FS: number of frameshifts according to FASTY
Column 13: pseudogene(s) of the same family, with the same pattern of disabling mutations. Pseudogenes with an asterisk are part of a larger
duplicated region including other genes.
Note that a few pseudogenes were already mentioned in the original annotation of C. glabrata, D. hansenii, K. lactis and Y. lipolytica (13), and
the result of the present work served for the recent updates of their annotation, as well as for the annotation of the newly sequenced genomes of
Z. rouxii, S. kluyveri and K. thermotolerans (24).



Table S2. List of gene families (or singletons) with detected pseudogenes.

The table is in Lafontaine SupTab.xls

The phyletic patterns of each family indicate the presence (s, ¢, 1, 1, t, k, d, y) or absence (-) of the pseudogene members (column 2) and of the
active gene members (column 4) in each species. The one-letter abreviations are as follows : ‘s’ for S. cerevisiae, ‘c’ for C. glabrata, ‘r’ for Z.
rouxii, ‘I’ for K. lactis, ‘t’ for K. thermotolerans, ‘k’ for S. kluyveri, ‘d’ for D. hansenii and ‘y’ for Y. lipolytica.

The general annotation of the S. cerevisiae gene members is given in column 7, according to the annotation of the gene indicated in column 6.
The number of pseudogenes is not correlated to the number of their functional paralogs in the same family (from 1 to at least 20 active paralogs
can be found per pseudogene). In addition, 61 pseudogenes have been identified by similarity with genes from another species, because they have
no paralog and are unique in their genome.



Table S3. Pseudogenes with evidence of transcription in S. cerevisiae

Name stops  frameshifts R.L ref
SACEOApl 0 1 1 1
SACE0Ap2 1 0 0.9 1
SACE0Ap7 1 4 0.11° 1
SACEOApI3 0 1 1 1
SACEOBpl 5 15 1 1,2,3
SACEOCP2 2 0.06" |
SACEOCp3 10 7 1 1
SACEODp6 1 0.82 1,2
SACEODp7 5 11 0.57" 1
SACEOHpl 1 0.86 2
SACEOLp4 0 0.55" 3
SACEOPp4 1 0.77 2

The number of disabling mutations within each pseudogene is given in columns 1 and 2. The relative lenght (R.L) of the pseudogene with respect
to its closest functional homolog is indicated in column 3. The asterisk indicates that the pseudogene is truncated.

Last column indicates the data set where evidence of transcription is found (see text for details).

1: (46), 2: (37), 3: (43).



Figure S1. Alignments of some pseudogenes with their bestmatches
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with their bestmatch ZYRO0OG16588g (943 aa). Both pseudogenes have only one conserved frameshift
mutation (it lies within a poorly aligned region of 30 bp). b) Alignments of the truncated pseudogenes
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SAKLOF08734g (638 aa). CAGLODp2 and CAGLOHp3 are truncated from their 5’-end. CAGLOMpS is
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truncated from its 3’-end. CAGLOHp3 and CAGLOMpé6 have intact coding sequences.



Figure S1. Alignments of some pseudogenes with their bestmatches
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truncated from its 3’-end. CAGLOHp3 and CAGLOMpé6 have intact coding sequences.
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