Supporting information
Supplemental Figure S1.  
[image: image1.png]Alignment of Tec1 DNA-binding domain across yeast ascomycetes lineages

.albicans
.dubliniensis
.tropicalis
.stipitis
.hansenii
.elongisporus
.guilliermondii
.globosa
.nidulans
.lipolytica
.cerevisiae
.pastorianus

|

.bayanus
mikatae

.gossypii

el

. thermotolerans
.lactis

.polyspora

I

.rouxii

AN RO MRIUBDNMOONO

.glabrata

Consensus:

DIWSDDVEEAFEEVLRLIPKSGLNKIKIAGRSCGRNELISDYIFAKTGKFRTRKQVSSHIQVI
DIWSDDVEEAFEEVLRLIPKSGLNKIKIAGRSCGRNELISDYIFAKTGKFRTRKQVSSHIQVI
DIWSDDVEQAFEEVLRLIPKNGLNKIKIAGRSCGRNELISDYIFTKTGKYRTRKQVSSHIQVI
DIWSEDVEQAFEEVLNIIPKNGLNKIKISGRSCGRNELISDYIFTKTGKFRTRKQVSSHIQVI
DIWSDDVEMAFEEILAIIPKKSSNKIKISGRSCGRNELVSDYILNKTGKFRSRKQVSSHIQVI
DIWSQDVERAFEHVLQFIPKSNSNKIKIAGRSCGRNELISDYIYAKTGKRRTKKQVSSHIQVI
SIWPEDLEKAFEDVLAIIPKNGLSKIKISGRACGRNELISDYIYTKTGRLRTRKQVSSHIQVI
DVWPDDVEVAFWEALRLIPKLGRRKVLVHGKPCGRNELIADY IERKTGKTRSRKQVSSHIQVL
PVWSDELEDAFQQALEANPPMGRRKWSERGKSYGRNELIAEYIYKLTGKRRTRKQVSSHLQVL
SIWSTDVEQAFMEALKVIPCVGRRKIVINGRTCGRNELISEYIFKKTGKQRTRKQVSSHIQVL
DKWSEKVEEAFLEALRLIMKNGTTKIKIRNANFGRNELISLYIKHKTNEFRTKKQISSHIQVW
DKWSEKVEEAFFEALKLIMKNGTTKIKIRNANFGRNELISLYIKHQTNEFRTKKQISSHIQVW
DKWSEKVEEAFFEALKLIMKNGTTKIKIRNANFGRNELISLYIKHQTNEFRTKKQISSHIQVW
DKWSEKVEGAFFEALRLIMKNGTTKIKIRNANFGRNELISLYIKHKTNEFRTKKQISSHIQVW
DKWPPQVESAFLSALKVIMKNGTSKIKLREKNYGRNELISLFIKHRCGEVRTKKQISSHIQVW
DIWSVPVENAFLAALRIILKKGTAKIKLKDRNYGRNELISLFIHHRVGEYRAKKQISSHIQVW
DKWAPNVETAFINALQLVMKNGTAKIKLKDNNYGRNELISIYIKNKTGEERSKKQISSHIQVW
DKWPSAVENAFLDSLRLITKNGTYKIKIMDKNYGRNELISCYIKYMTGEVRTKKQISSHIQVL
DKWPSQMESAFVSALRIIIKNGTSKFKILDRNYGRNELISLYVEYYTGEVRTKKQISSHIQVW
DKWPYRVESAFTSALRLIIKNGTSKIKIKNKNYGRNELISIYIKYHTGETRTKKQISSHIQVW
* ik kK * R *kkkko . o L. Kiikkokkk o kk

DIWSDDVEEAFEEALRLIPKNGTNKIKIAGRNCGRNELISDYIKAKTGKFRTRKQVSSHIQVI





Supplemental Figure S1 legend

            The amino acid sequences of Tec1 DNA-binding domain were compared among 20 yeast species in the ascomycetes lineage. The sequences were aligned with the Clustal W program [1,2] available at http://www.ebi.ac.uk/clustalw. Identical amino acid residues were denoted by stars ‘*’, while conservative residues were denoted by either ':' (based on similar functional groups) or '.' (based on similar effects on secondary structure). Based on the alignment, a phylogenetic tree for the amino acid sequences in these 20 species was generated. Note, the DNA-binding domain of Tec1 is highly conserved across yeast ascomycetes lineages.
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