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When this paper was first published the artwork for Figures 5 Fig. 5 — Sequence alignments of ceratoplatanin and Sm1/
and 6 were switched in error. They are correctly printed below: Epl1 orthologs. The sequences used to generate the alignment
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1 Ceratoplatanin 100.0% lmm--n
2 Fo_SnodpProt1 30.6% LSGVLSABALTSAVSH > TGDDKSRPMTANSCEDGKNGE I TKIGRKLQGNIBT - KYMGGVNIEER: NGANCEG
37Tr 36.6% MQLENLFKLAFFARARTAD S TGYDDGSREL TANSCEDGPNGE I TRUHWQLIQGQIBKER Y IBGAAAVGE, NCAACET
4 Ta_Epl1 40.1% MoEsLFkLALFTHAVSHAD > TGUODASREL TVNSCEDGANGL I TRYHWQLIQGQIPRER Y IGGVQAVAG! NEPECE)
5 Tasp_Epl1l 37.3% MQLENLFKLALFSBAVSED S TGDDASREL TVUSCEDGTNGE I TRYHWQLIQGQIPR P Y IGGAQAVAG) NSPNCGL
6 Tv_Sml 36.6% MoLENIFTLALFTHAVSHAD 3 TGDNGSRELNDMSCEDGPNGLE TRHWSIQGQIPR P Y IGGAAAVAG: NEASCEL
7 Tvir_Epll 35.2% MoLSsLFKLALFTHAVSHAD > TGUNNGSRELNVISCEDGPNDEE TRYHWS IQGQIRRGR Y I6GVQAVAG, NEASCEL
8 Th_SnodProt1 36.6% MQLESLFKLALFTRAVSADTVEID TGUODGSRELNVIIS CEDEPNBE E TRHWS[IQBQIBRGR Y IGGVQAVAG! NASCELI
9 Nc_CCG-14 37.3% MQLEKILSLFTLATARSATTVED, TGUODPNREL TVIISCEDESNGE I TKFHWNFQNQUKNGR Y IGGVEAVAG NSBNCELI
10 Mo_SnodProt1 38.7% MOENILSEF TLARARQRVE VAT TQ0DGSREL TAUS CEDBANGE I TKIGWQLIQBQIRNGRY IGEVDAVGE NPECaL
11 ct_Epl1 40.1%  MQLEGLVTFESSVAARARVEVET TQIDDGAREL TAUSCEDBVNGE I TKIGWQNQBOUARGRY 1GEADATAGY NSPECALl
12 Ci_Epl1 40.1% MoLEGLITFESSVAARARVEVETD W@LTQSCEW_ITKMMAREVI.TDAM@E
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consensus/70% s1hplhhhsBAsullsoMS DG Er UL el s sUECTGSGLN [+t X pilGe | s pEPLAGE sucEl
81 " 1 . . . ] 144
1 Ceratoplatanin 100.0% WK, (;N-NS: F) R\ DS <R c EEISTE
2 Fo_SnodProt1 30.6% CYRLEY-KGKKENVLATSHAASEZY IGLDAMNAE TNGQAVKLERINAQWY- HANPQJC--'LKK
37Tr 36.6% LSY-SBHTEYVLAIZHAAR YATAT-FNMAVENC--GL--
4 Ta_Epla 40.1% LEY -SBKTEYVLAREHS AL YATAS - --@L--
5 Tasp_Epll 37.3% LY -SBKTEYVLAIZHTAA §SATAS -1 }IAVE* --@L--
6 Tv_Sml 36.6% LQY-SBHTEYVLAUEHAAS SATAT -, C--IL--
7 Tvir_Epl1 35.2% LSY-SBHTEYVLTIZHAAA ATAS -, "IAVK c--GL--
8 Th_SnodProt1 36.6% LSY-SGHTEYVL A SATAS {8 vxﬁc--||.--
9 Nc_CCG-14 37.3% sy -TeKTENELAISHAGE LMEAQVQ-{S C--GL--
10 Mo_SnodProt1 38.7% cfoLiv- KBNVLAIinA-s AIEAQSQ-FMGENAC--BL--
11 Ct_Epl1 40.1% cfoLpv- KBNVLAIEHAGS AIBAQAT -MGENAC - -BL - -
12 Ci_Epl1 40.1% coLpy- KENVLAIIHAGS N AIAQAT -SMGENAC- -BL - -
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are: six Trichoderma sequences (Tr, T. reesei XP_006970000.1;
Ta_Epll, T. atroviride XP_013937770; Tasp_Epl1, T. asperellum
CAL80753.1; Tv_Sml1, T. virens XP_013959806.1; Tvir_Epl1 T. vir-
ide CAL80756; Th_Snod-Protl, T. harzianum KKP05841.1), cera-
toplatanin itself (Ceratocystis platani AGQ22226.1), and
predicted Sm1/Epll orthologs from other Sordariomycetes
(Fo_SnodProt1, Fusarium oxysporum XP_018240137; Nc_CCG-
14, Neurospora crassa XP_958708.1; Mo_SnodProt1, Magnaporthe
oryzae XP_003710181.1; Ct_Epll, Colletotrichum tofieldiae
KZL71046.1; Ci_Epl1, Colletotrichum incanum KZL84107.1). The
alignment was generated by MUSCLE at www.phylogeny. fr
and plotted by EMBO MView online tool at http://www.ebi.a-
c.uk/Tools/msa/mview/; colour coding is by identity and
amino acid chemical properties.
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Fig. 6 — Similarity of some Trichoderma secreted proteins
to expansins. Domain analyses of: a typical plant expansin
(Zea mays NP_001288510.1 expansin-B1 precursor), T. reesei
swollenin (CAB92328.1), ceratoplatanin (Ceratocystis fimbriata,
AGQ22233.1), T. virens Sm1 (XP_013959806.1), and T. virens
MRSP1 (XP_013952052.1). The maps are shown in descending
order with respect to their expansin-like properties, from a
plant expansin down to MRSP1, whose only hint of similarity
to expansins is the double j/b-barrel (DPBB_1) fold (expansin
Domain 1, grey). Prediction of domain structures: for expan-
sin B1 and swollenin, Prosite (http://prosite.expasy.org/); for
ceratoplatanin and Sm1, Pfam (CP domain is apparently not
in the Prosite database); for MRSP1, coordinates generated
by JGI's automated pipeline were taken from the protein
page (Prosite and Pfam scans did not detect the DPBB_1
fold; which was originally detected by a combination of
other methods (see Horwitz et al. (2013)). Combined graphics
were generated by the Prosite domain drawing tool
(via ExPasy).



