Gorfer et al.: Community profiling and gene expression of
fungal assimilatory nitrate reductases in agricultural soil.
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Strain

Ajellomyces dermatitidis ER-3
Ajellomyces dermatitidis SLH14081
Arthroderma benhamiae CBS112371
Arxula adeninivorans LS3
Aspergillus clavatus NRRL 1
Aspergillus flavus NRRL3357
Aspergillus fumigatus

Aspergillus fumigatus A1163
Aspergillus fumigatus Af293
Aspergillus nidulans FGSC A4
Aspergillus niger

Aspergillus niger ATCC 1015
Aspergillus niger CBS513.88
Aspergillus oryzae KBN616
Aspergillus parasiticus ATCC56775
Aspergillus terreus NIH2624
Botryotinia fuckeliana B05.10
Botryotinia fuckeliana T4
Chaetomium globosum CBS148.51
Cochliobolus heterostrophus C5
Cordyceps bassiana Bb147

Fusarium oxysporum f. sp. l[ycopersici
Fusarium oxysporum Fom24
Fusarium oxysporum JCM11502
Fusarium oxysporum M10

Fusarium verticilloides

Gibberella fujikuroi m567

Gibberella zeae PH-1

Leptosphaeria maculans
Magnaporthe grisea 70-15
Metarhizium anisopliae ME1
Microsporum canis CBS 113480
Microsporum gypseum CBS 118893
Monascus purpureus

Mpyceliophthora thermophila ATCC42464
Mpycosphaerella fijiensis
Mycosphaerella graminicola

Nectria haematococca mpV1 77-13-4
Neosartorya fischeri NRRL181
Neurospora crassa 7T40R23-1A
Neurospora crassa OR7T4A
Neurospora discreta FGSC8579 mat A
Neurospora tetrasperma FGSC2508 matA
Paracoccidioides brasiliensis Pb03
Paracoccidioides brasiliensis Pb18
Penicillium camemberti CECT2267
Penicillium chrysogenum

Penicillium chrysogenum Wisconsin 54-1255

Penicillium griseoroseum

Acc. Nr.
EEQ88796 !
EEQ72680 '
EFE34296
CAQ77148
EAWO07550
EED54629
AAL85636
EAWO07550
EAL90615
EAA65574
P36858
208048 (JGI)
CAK45533
BAAO08551
AAC49605
EAU39120
EDN30738
AAC02633
EAQ88219"
113444 (JGI)
CAA59336
FOXG_04181.2 (FGI)
CAA80270
BAG12905
BAG12906
FVEG_07298.3 (FGI) !
CAA62232
XP 382123
P36842
EDJ96311
CAA04554
EEQ28849
MGYG_04402.1 (FGI)
BAB84515
97565 (JGI)
56303 (JGI)
111003 (JGI)
EEU34169
EAW22584
CAA43600
EAA32833
128588 (JGI) !
124300 (JGI) '
EEH17834
EEH46709 '
ACI29313
AAB03900
CAP92210
AAP12556
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Cons.
FGI
FGI
HKI

JCVI
JCVI

JCVI
TIGR
FGI

JGI
DSM

FGI
FGI

FGI
JGI

FGI

FGI

FGI

FGI
FGI

JGI
JGI
JGI
JGI
JCVI

FGI
JGI
JGI
FGI
FGI

Supplementary Table 3

Reference

BDSP

BDSP

DCSP

Boer et al. 2009
Fedorova et al. 2008
ACSP

Fedorova et al. 2008
Nierman et al. 2005
Galagan et al. 2005
Unkles et al. 1992
Baker 2006

Pel et al. 2007
Kitamoto et al. 1995
Chang et al. 1996
ACSP

Levis et al. 1997

Maurer et al. 1997
Ma et al. 2010

Diolez et al. 1993
Fujii and Takaya 2008

Ma et al. 2010
Tudzynski et al. 1996
Ma et al. 2010
Williams et al. 1995
Dean et al. 2005
Screen et al. 1998
DCSP

DCSP

Coleman et al. 2009
Fedorova et al. 2008
Okamoto et al. 1991
Galagan ef al. 2003

PbSP

PbSP

Navarrete et al. 2009
Haas and Marzluf 1995
van den Berg et al. 2008
Pereira et al. 2004
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Penicillium marneffei ATCC 18224
Phaeosphaeria nodorum BS171
Phaeosphaeria nodorum BSm300
Phaeosphaeria nodorum SN15

Pichia angusta NCYC495

Podospora anserina DSM980
Sclerotinia sclerotiorum 1980
Sordaria macrospora k-hell
Talaromyces stipitatus ATCC 10500
Thielavia terrestris

Trichoderma atroviride

Trichoderma reesei

Trichoderma virens Gv29-8
Trichophyton equinum CBS127.97
Trichophyton rubrum CBS118892
Trichophyton tonsurans CBS112818
Trichophyton verrucosum HKI 0517
Tuber borchii

Tuber melanosporum Mel28
Verticillium albo-atrum VaMs.102
Verticillium dahliae VdLs.17
Verticillium fungicola 150-1
Wickerhamomyces anomalus CECT1112
Coprinopsis cinerea okayama 7*130
Hebeloma cylindrosporum hl
Laccaria bicolor S238N-H82
Melampsora larici-populina 98AG31_300
Oryza sativa EST1

Phanerochaete chrysosporium

Postia placenta MAD-698
Sporobolomyces roseus

Ustilago maydis 521

Mucor circinelloides CBS277.49
Phytophthora infestans

Phytophthora ramorum

Phytophthora sojae

Cylindrotheca fusiformis
Phaeodactylum tricornutum CCAP 1055/1
Thalassiosira pseudonana CCMP1335

EEA25715
CAA08857
CAA74005
EAT87086
CAA88925
CAP70343
EDN96957
CBI54944
EED21598

36169 (JGI)

128887 (JGI) !

81955 (JGI) !

33018 (JGI)
TEQG_08349.1 (FGI)
TERG_07816.2 (FGI)
TESG_00729.1 (FGI)
EFE41244
AANG64993
CAZ85382 "

EEY 14658

VDAG 00378 (FGI)
AA063560
AAF28059
EAU81300
CAB60010
EDR02368

33678 (JGI)
translated from AK 110249
136276 (JGI) !

47370 (JGI) !

34275 (IGI)
EAK84753

81522 (JGI)

P39864

71442 (JGI)

140563 (JGI)
AAY59538
EEC44781
EED88244

JCVI

FGI

GS
FGI
RUB
JCVI
JGI
JGI
JGI
JGI
FGI
FGI
FGI
HKI

GS
FGI
FGI

FGI

JGI
JGI

JGI
JGI
JGI
FGI
JGI

JGI
JGI
JGI
JGI
JGI
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Cutler et al. 1998
Cutler et al. 1998

Avila et al. 1995
Espagne et al. 2008

Nowrousian et al. 2010

Martinez et al. 2008

DCSP

DCSP

DCSP

DCSP

Guescini et al. 2003
Martin et al. 2010

Amey et al. 2007
Garcia-Lugo et al. 2000
Stajich et al. 2010
Jargeat et al. 2000
Martin et al. 2008

Kikuchi et al. 2003
Martinez et al. 2004
Martinez et al. 2009

Kamper et al. 2006

Pieterse et al. 1995
Tyler et al. 2006

Tyler et al. 2006

Poulsen and Kroger 2005
Bowler et al. 2008
Armbrust et al. 2004

Supplementary Table 3 Published full-length or nearly full-length nitrate reductase sequences used in our study

Phyl.: phylum or subphylum (A: Ascomycota, B: Basidiomycota, M: Mucoromycotina, O: Oomycota, Bp: Bacillariophyta)

Acc.Nr.: Protein ID at NCBI or the webportals of genome sequencing consortia (JGI: DOE Joint Genome Institute; FGI:

Fungal Genome Initiative at the Broad Institute)

Cons.: Sequencing consortium when data where obtained from whole genome sequencing projects (DSM: DSM, Delft, The
Netherlands; FGI: Fungal Genome Initiative, Broad Institute, MA, USA; GS: Genoscope, France; HKI: Leibniz Institute for
Natural Product Research and Infection Biology - Hans-Kndll-Institute, Germany; JCVI: J. Craig Venter Institute, MD, USA;
JGI: US DOE Joint Genome Initiative, CA, USA; RUB: Ruhr-Universitit Bochum, Germany; TIGR: The Institute for
Genomic Research, MD, USA)

! Protein sequences for multiple alignments were manually edited based on the corresponding genomic sequence.
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