
Supplementary Table S1 Summary of the analysis of twenty LXR candidates of the 117 
SDRs of the T. reesei genome against the NCBI database, the NCBI T. reesei EST database 
and the Candida guilliermondi database.  
 

Protein ID NCBI 
(BLASTP 

T. reesei 
ESTs 

C.  
guillermondi 

RT PCR 
Gal Ara Glu 

123265 + + + - - - 
81553 + + + +/- +/- - 
52718 + + + - - - 
77202 + + + - - - 
65433 + + + - - - 
46936 + + + + + ++ 
108201 + + + - - - 
22512 + + + - - - 
76114 + + + - - - 
69840 - - + - - - 
54086 + - + ++ ++ + 
120288 + - + - - - 

60033 (lxr3) + - + +++ +++ +/- 
65588 + - + - - - 
62439 + - + + + + 
66175 + - + - - - 
122079 + + + +/- +++ +/- 
123553 - + + - - - 
69502 + - + - - - 
54991 + - + +/- +/- +/- 

 
*Sequences were analyzed by BLASTP against the NCBI database (+ corresponds to e value 
< 1e-80) or C. guilliermondi genome database (+corresponds to e value < 10-30) or for the 
presence (+) or absence (-) in the NCBI EST database of T. reesei. Expression was tested by 
RT PCR after replacement to the indicated carbon source (1 %; Ara, L-arabinose; D-
galactose, Gal; and D-glucose, Glu) after 4 hours. Results indicated the relative level of 
transcription from high (+++) to absent (-).  
  



 

Supplementary Figure 1. Growth test of T. reesei Δlxr3 and RE Δlxr3, a Δlxr3 strain 
retransformed with lxr3 on agar plates. Both strains were grown under the same conditions 
as in Fig. 3 on different carbon sources (1 % w/v) for 3 d.  

  



 F pseudograminearum EKJ75617-1

 G zeae XP 386280-1

 F oxysporum EGU85481-1

 N haematococca XP 003050492-1

 T virens EHK26168-1

 M acridum EFY85020-1

 M anisopliae EFY96110-1

 T reesei LXR3

 T atroviride EHK41724-1

 S macrospora XP 003352214-1

 N crassa XP 961192-1

 N tetrasperma EGO61118-1

 N tetrasperma EGZ74878-1

 M oryzae XP 003711353-1

 C higginsianum CCF44333-1

 G graminicola EFQ29804-1

 P anserina XP 001911993-1

 Z tritici XP 003849978-1

 E dermatitidis EHY54954-1

 M phaseolina EKG18802-1

 T melanosporum XP 002838055-1

 B fuckeliana XP 001555870-1

 S sclerotiorum XP 001597306-1

 M brunnea EKD19511-1

 P brasiliensis EEH42615-1

 P brasiliensis EEH21755-1

 P brasiliensis XP 002793909-1

 A dermatitidis XP 002628346-1

 A capsulatus XP 001543580-1

 A capsulatus EER41261-1

 A capsulatus EEH05490-1

 T virens EHK16321-1

 T atroviride EHK46779-1

 C militaris EGX88960-1

 F oxysporum EGU85309-1

 T reesei EGR44735-1

 T virens EHK19414-1

 T atroviride EHK49430-1

 A oligospora EGX51540-1

 C immitis XP 001242767-1

 C posadasii XP 003069925-1

 U reesii XP 002544259-1

 N haematococca XP 003050714-1

 G clavigera EFX04738-1

 F oxysporum EGU83369-1

 G zeae XP 390201-1

 F pseudograminearum EKJ75289-1

 C thermophilum EGS17423-1

 T terrestris XP 003649641-1

 C globosum XP 001224911-1

 M thermophila XP 003662063-1

 A oryzae XP 001826799-1

 A flavus XP 002385262-1

 P marneffei XP 002147445-1

 T stipitatus XP 002481578-1

 A nidulans XP 682088-1

 A terreus XP 001215689-1

 A niger XP 001391440-1

 A kawachii GAA86193-1

 A clavatus XP 001274115-1

 N fischeri XP 001259750-1

 A fumigatus XP 753699-1

 P chrysogenum XP 002568844-1

 A oryzae XP 001824855-1

 B fuckeliana XP 001547029-1

 A oligospora EGX51932-1

 Z tritici XP 003855350-1

 P teres XP 003296600-1

 P tritici-repentis XP 001932792-1

 L maculans XP 003844938-1

 P nodorum XP 001792243-1

 A niger XP 001394328-1

 A kawachii GAA83916-1

 A terreus XP 001212557-1

 U maydis XP 761399-1

 U hordei CCF49713-1

 A oryzae EIT82843-1

 A oryzae XP 001816604-1

 A flavus XP 002383488-1

 A nidulans XP 663151-1

 P chrysogenum XP 002561630-1

 N haematococca XP 003039744-1

 T virens EHK24787-1

 T atroviride EHK48083-1

 T reesei LXR2

 G graminicola EFQ31296-1

 C higginsianum CCF34009-1

 N haematococca XP 003042630-1

 G zeae XP 384424-1

 F oxysporum EGU85204-1

 F pseudograminearum EKJ71076-1

 M guilliermondii XP 001482446-1

 C lusitaniae XP 002616503-1

 P chrysogenum XP 002564179-1

 A alternata P0C0Y4-2

 A brassicicola AFS35465-1

 A alternata AAO91800-1

 P tritici-repentis XP 001941189-1

 P teres XP 003297353-1

 P nodorum XP 001805634-1

 L maculans XP 003845019-1

 E dermatitidis EHY57007-1

 G zeae XP 385002-1

 F pseudograminearum EKJ75872-1

 F oxypsorum EGU79059-1

 M aniso EFY95578-1

 M acridum EFY87382-1

 N haemato XP 003041661-1

 T virens 110629

 T reesei XLR1

 T atroviride 297930

 Gl gramin EFQ26992-1

 Co higgins CCF44580-1

 V dahliae EGY22144-1

 V albo-atrum XP 003006518-1

 M anisopliae EFZ02045-1

 P anserina XP 001905591-1

 S macrospora XP 003345685-1

 N tetrasperma EGO55052-1

 N crassa XP 958988-1

 Gr clavigera EFX01502-1

 T asahii EJT52286-1

 T asahii EKD04934-1

 G graminis EJT74900-1

 B bassiana ADV16370-1

 Cy militaris EGX89607-1

 A clavatus XP 001275828-1

 A fumigatus XP 755878-1

 A niger XP 001397074-1

 A kawachii GAA90450-1

 A oryzae XP 001727328-1

 A terreus XP 001211583-1

 A nidulans XP 680859-1

 T stipitatus XP 002482622-1

 P marneffei XP 002148368-1

 R emersonii ACR78271-1

 S sclerotiorum XP 001590035-1

 B fuckeliana ABC84216-1

 Z tritici XP 003857773-1

 P fulva AF387300-1

 D tassiana P0C0Y5-1

 G lozoyensis EHK99727-1

 M brunnea EKD17653-1

 P chrysogenum XP 002556984-1

 A otaeXP 002847404-1

 A gypseum XP 003175986-1

 T tonsurans EGD95655-1

 T rubrum XP 003231174-1

 T verrucosum XP 003025225-1

 A benhamiae XP 003010990-1

 T atroviride EHK44288-1

 T virens EHK23861-1

 T reesei LXR4

 M acridum EFY90533-1

 M anisopliae EFZ02598-1

 A clavatus XP 001269252-1

 N fischeri XP 001258599-1

 F pseudograminearum EKJ75288-1

 G zeae XP 390202-1

 F oxysporum EGU83370-1

 G clavigera EFW99125-1

 P marneffei XP 002150126-1

 T stipitatus XP 002484138-1

 N haematococca XP 003051093-1

 E dermatitidis EHY52224-1

 U reesii XP 002585108-1

 A oryzae XP 001825348-1

 P marneffei XP 002151592-1

 T stipitatus XP 002341445-1

 N fischeri XP 001264759-1

 P chrysogenum XP 002560861-1

 A niger XP 001392312-2

 A niger EHA17862-1

 A kawachii GAA89557-1

 A terreus XP 001210256-1

 A fumigatus XP 752376-1

 A nidulans CBF87832-1

 A dermatitidis XP 002627691-1

 A dermatitidis EEQ88078-1

 O parapolymorpha EFW95659-1

 A monospora CAE47547-1

 D bruxellensis EIF45204-1
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Supplementary Figure 2. Phylogenetic analysis of L-xylulose reductases and related 
proteins. The four T. reesei LXR proteins LXR1 (D-mannitol 2-dehydrogenase), LXR2, LXR3 (L-
xylulose reductase) and LXR4 (L-xylo-3-hexulose reductase), and A. niger LxrA were used as a 
query in a BLASTP search against the NCBI database and subjected to a neighbour joining 
analysis. Numbers below nodes indicate the bootstrap value. The bar marker indicates the 
genetic distance, which is proportional to the number of amino acid substitutions. GenBank 
Accession numbers of the respective proteins are indicated.  
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