








SUPPLEMENTARY FIGURE LEGENDS 

Fig. S1.  Alignment of Agn1p with the catalytic domain of α-glucanases. Agn1p shows sequence 

similarity to the catalytic domain of α-glucanases (mutanases) from Trichoderma harzianum (Th MutA, 

AAF27911) and Penicillium purporogenum (Pp MutA, AF214481). The complete amino acid sequence of 

Agn1p was aligned with the catalytic domains of T. harzianum MutAp (from 1 to 468) and P. 

purporogenum MutAp (1 to 461) using the CLUSTAL program. Black boxes indicate sequence identities 

and dashes indicate gaps.  

 

Fig. S2.  Domain architecture and alignment of Cfh4p with the S. cerevisiae Csh4p. (A) Domain 

architecture of Cfh4p and Chs4p. Both proteins contain a SEL1 domain, a subfamily of the 

tetratricopeptide repeat (TPR) proteins. (B) Sequence alignment of Cfh4p and Chs4p. Cfh4p shows low 

sequence similarity (17.6% identity) to the S. cerevisiae Chs4p (CAA84882), which is more apparent in 

the SEL1 domain (double underlined). Global alignment of the two sequences was performed using the 

ALIGN program. Black boxes indicate sequence identities and dashes indicate gaps. 

 

Fig. S3.  Domain architecture and similarities of Adg2p. BLAST searches revealed the presence of a 

region at the N-terminal end of Adg2p (amino acids 1 to 130, red box) that shows sequence similarity to 

two S. pombe proteins of unknown function (SPCC553.10p and SPCC1322.10p) and to proteins from 

Aspergillus nidulans (XP_407395) and Neurospora crassa (XP_324909). (A) Domain architecture of 

Adg2p, SPCC553.10p (CAA19262) and SPCC1322.10p (CAA22863). The red box indicates the N-

terminal region common to the three proteins. The orange boxes indicate the position of the five repeats 

present in Adg2p (R1 to R5), and the black box at the C terminus represents the putative GPI attachment 

site. (B) Alignment of the N-terminal region of Adg2p, SPCC553.10p (553.10), SPCC1322.10p 

(1322.10), A. nidulans  (An) and N. crassa (Nc) proteins. The sequences were aligned using the CUSTAL 

program, with black boxes indicating sequence identities and dashes indicating gaps. (C) Alignment of the 
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five repeats of Adg2p. The sequence of the five repeats present in Adg2p were aligned using the CUSTAL 

program, with black boxes indicating sequence identities and dashes indicating gaps. 

 

Fig. S4.  Domain architecture and similarities of Adg3p. (A) Domain architecture of Adg3p and similar 

proteins. Adg3p contains a domain at the N-terminus (amino acids 69-350, red box) that belongs to the 

SUN family of proteins, followed by a large region (amino acids 350-1131) which is Ser/Thr-rich (51% of 

the amino acids). The SUN domain is also present in other fungal proteins, such as S. cerevisiae Sun4p or 

Ymr244wp, or the putative β-glucosidase BglAp of Candida wickerhamii. (B) Alignment of the SUN 

domain of Adg3p and related proteins. The protein sequence of Adg3p was aligned using the CLUSTAL 

program with related proteins from A. nidulans (XM_404863; A.nid), Debaryomyces hansenii 

(XM_462085; D.han), Ashbya gossypii (NM_209901; A.gos), S. cerevisiae (Ymr244p and Sun4p) and C. 

wickerhamii (BglAp). Black boxes indicate sequence identities and dashes indicate gaps. 
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