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HMNANUIN N
2 A
9111318 TD
Nutrient agar (NA) (Merck) 911113 1 L Yszneudie
Meat peptone 345 g
Casein peptone 345 g
Sodium chloride 5.1 g
Agar 13 g
Nutrient broth (NB) (Merck) 9113 1 L Usznovudie
Meat peptone 345 g
Casein peptone 345 g
Sodium chloride 5.1 g

Mueller Hinton agar (MHA) (Difco) 91115 1 L Uszne Uﬁgﬁﬂ

Meat infusion 2.0 g
Casein hydrolysate 175 g
Starch 1.5 g
Agar 15 g

Mueller Hinton broth (MHB) (Difco) 91413 1L szne Uﬁgﬁﬂ

Meat infusion 2.0 g
Casein hydrolysate 175 g
Starch 1.5 g

Sabouraud dextrose agar (SDA) (Difco) 1413 1 L szneudie
Peptone 10 g
D(+) glucose 40 g

Agar 15 g
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Sabouraud dextrose broth (SDB) (Difco) 81¥115 1 L 1/52nauaie
Peptone 10 g

D(+) glucose 40 g

Potato dextrose agar (PDA) (Difco) 911115 1 L Uszne iJGQﬁEJ

Potato infusion 200 g
Bacto dextrose 20 g
Agar 15 g

Potato dextrose broth (PDB) (Difco) 91113 1 L 1/5znaudie

Potato infusion 200 g
Bacto dextrose 20 g
Corn meal agar (CMA) (Difco) ﬁzﬁumﬂﬁ%mz 9113 1 L sznoudie
Corn meal infusion 2.0 g
Agar 15 g
Ampicilin 50 g
Tetracycline 50 g

a

o a an @ ] Ay Y < A
‘mmimumﬂgmuz UM NUBDDINT T@mi@leqmwnmmmmiwumma@

LY

4 Y

Uszana 45-50 °C ndrveavenl§Fuza ) wirldidhvu udRunadlunudsauie
a o [} dﬁl d' a 0 = d‘ [ 4 Lg‘
eI NIHAIzIMIsNFeNguugl 121 °C wu 15 Wil Nanuau 15 Jeud/misiei

~ an - Y v o
mataseNenl ¥ I3uz amplicilin ANMAVNTUIATNY 50 pg/ml
M3LATON stock solution

o v Y 9

%3¢ 1 g aza1elu 0.1 M phosphate buffer pH 7.9 1521105 4 ml 92 ldanududuvos

o ] o { Vg A
#1250 mg/ml 111 TN uSnINGuae gungil -20 'C
M3 1de1 amplicilin 311911115 CMA
X o o & gy L Y v 9
9a©1 1 ml 910 stock solution WeruA v INaY 15190 4 ml 92 ldanmduduaese 5o

' Y
mg/ml 1187349981 0.5 ml HANAY CMA Nrumsaindonds U5us 500 ml
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~ an . Y v 9
MatasaNenFIue tetracycline ANTNTUGANE 50 pg/ml
M3IAT 8N stock solution

Haen 1 g avarwlu 0.1 N HCI U531@5 12 ml 14 1dnnundudiumiiny 83.33 mg/ml
o 3 o AY 1 d A 0
i lUinusnenduands gangii -20 °c
M3 1de tetracycline 291191115 CMA

X o o & yyL o q Y Y v 9
9981 1 ml 910 stock solution WauAUNaY 15150 9 ml azih 1 laanududuve e

' 4
(MU 8.33 mg/ml WarNen 3 ml a4lue111s CMA AR umsaideud11/511as 500 ml

0.1 M Phosphate buffer pH 7.9

K,HPO, 1673 g
KH,PO, 0523 g
WInau 1 L

MSIA3LAUEN amphotericin B
Y v ' 2
A2a1081 amphotericin B 1111190 50 mg Tuihnau151%eU511a5 10 ml 14 laaau
v v A T qun Y ) o S a9 .
g 5 mg/ml Foreas 17 Idaududu 1 mg/ml nawwniuld pipette gaaisazaioe
' . Y P 2 yye v v Y Aa
10 pl HEAAUULFY disc VAU IUEUINA1 6 mm N 1A 1Huds 9z lAurueniinu

1A 10 pg/ml

McFarland Standard
AT NAINAUYDY 0.048 BaCl, (1.175% W/V BaCl,2H,0) 1182 0.36 N H,S0, (1%V/V) 1o

g
TN BaSO, standard %30 McFarland IUBTANG

McFaland Standard 0.5 1 2 3 4 5 6 7 8 9 10

BaCl2 00501 (02 |03 (04 |05 |06 |07 |08 |09 1.0

H2504 995 199 |98 |97 |96 |95 |94 |93 |92 |9l 9.0

Approx. Cell density | 1.5 |3 6 9 12 15 18 21 24 27 30

(x1 0 cfu/ml)
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NANUIN U
A o (Y] a d =
'GﬂilﬂNﬁTﬂiUﬂ1§3!ﬂ§1$ﬁﬂ1\‘i‘ﬂ'ﬂﬁ!ﬁf}ﬂ

Tris EDTA (TE) buffer
(@1 1 M Tris HCI stock, pH 8.0 4311915 1 ml t1a2 0.5 M EDTA, pH 8.0 Y311915 0.2 ml
aslu hnaulsuias 50 m udl5uismasgqaiield1d 100 m udnildaingedn 121 °c
= = o I ¥ Yy 9 Y A .
w15 Wi inmsmienszi i e anududugaiions 10 mM Tris HCI, pH 8.0 1ag 1

mM EDTA, pH 8.0

50X TAE buffer (Tris Acetate EDTA buffer)
1@ Tris base 242 g 1lag glacial acetic acid 151105 57.1 ml uag 0.5 M EDTA, pH 8.0

Usuas 100 ml asluthinauiFunas 500 ml udnl5uilSumsganelila 1,000 mi

7.5 M Ammonium acetate
4
02018 ammonium acetate 11.562 g Tu nanopure water U31195 20 ml 13T AT

71121 °C v 15 WM

Cetyl Trimethyl Ammonium Bromide (CTAB) lysis buffer

AN 5M NaCl Y51195 28 ml, 10%CTAB 151195 20 ml, 5 M Tris HCl Y58195 2 ml
1az 0.5 M EDTA U51na5 5 ml ud203u pr W14 8.4 udanmiuliulSinasgaielild
100 ml v lsinded 121 °C w15 Wit vzl Idanududugaihene 100 mM Tris HCL,

1.4 M NaCl, 25 mM EDTA ltag 2% CTAB.

1% Agarose gel
1AM agarose 1 g @41 1X TAE buffer 100 ml 1182111'11@19U agarose aza1e 1a 9 an

P Y A 9y Ay
agarose aﬂumﬂmmaﬁhmaiﬂﬂ gel YUIANABINIT
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M3ASIVTOUA Y agarose gel
a o . =) Y Y o Y
Wl DNA 1511013 3 pl 11 6X loading dye 1511015 3 pl waralvdnnu uadvesaaslu
LUAAZHQUUDI agarose gel 11190811 gel tank N1AY TAE buffer IUNINLHY agarose gel 11

aszua 'l 100 volts wniuman 30-45 win

MINTIIMBUTIU DNA

fio agarose gel 14@1582819 ethidium bromide (ANMMITUTUGANIY 2.5x10° mg/ml)
< L, 4 . . .
Wunan 10-15 WA as19I%FUaIU DNA melduas UV @2ein309 UV light transilluminator,

v Y
Gel Documentation (Syngene Gene Genius) 1THANANUAY LaZHAVANAVY

6X Loading dye

WA 0.25% bromophenol blue N1 0.25% xylene cyanol FF 11ag 30% glycerol wen v

a

Y o Y I o = 0
LUINU LLﬁ'JLﬂ‘]Jiﬂ‘]&ﬂslu‘ﬂqmﬂﬂiJ 4°C

U



NANUIN A

MIVABEIR AU DNA Yo3a1 ITSI-5.88-ITS2 (ITS) Yo 33 1u0uIa lun 22 isolates Na19a13dugauns uazanshil NMR profile 1haule

W3euneunud e DNA lu order 199 910 GenBank (151311 13, 317 33)

Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces_microspermus_AY34480
Fusarium sp AJ222809

Pythium ultimum AF452163

a3 _ _

A67

A71

D2

Hamigera avellanea AB176604
Eurotium rubrum AY373891
Penicillium citrinum_ AY373904
Aschersonia_s AY225333
Penicillium paxilli AY787847
Aspergillusiaculeatas AJ280004
A59 - -

D14

D44

D50

D55

D65

Hypoxylon serpens AY781226
Pestalosphae elaeidis AF009815
Monograph albescens AJ132509
D15 - -

D53

Podospora_austro_AY999124
Leucostoma_kunzei AY347320
Cryphonectria cubensis_ AY26342
Diaporthe phaseolorum AY577815
D12 - -

D13

GGTGAACCAG
TGAACCAGCG

-GGAAGGATC
CGGAAGGATC
CGGAAGGATC
CGGAAGGATC
CGGAAGGATC
CGGAAGGATC
CGGAAGGATC
TGGTGAACCA
AAGAGGGGAT

CAGCGGAGGG
GTGAACCA--

CGGAAGGATC

CGGAG-GGAT CATTACAGAG
GAGGGATCAT TACCGAGTTT
———————————— CCGAGTTA
-CGA

ATTACCGAGT GA-GGGCCC-
ATTACCGAGT GA-GGGCCC-
ATTACCGAGT GCTGGGTCCT
————————————— GGGCCC-
ATTACCGAGT GC-GGGCCC-
ATTACCGAGT GC-GGGCCCC
ATTACCGAGT GC-GGGCCCC
----CCGAGT GA-GGGCCC-
ATTACCGAGT GCTGGGTCCT
GCGGAGGGAT CATTAAAGAG
AATGCTTTAC GAACGTACCT

ATCATTGCTG
GCGGAGGGAT CATGAAAGGG
ATCATTGCTG GACGCGCCGC

GAACGCGCTT

ATTACCGAGT T--TTGGGTC

TTATCC-AAC
ACAAC-

TCCAA---CT
GTTTACAACT

TTCTA-TAAC
CCGATGCGAG
TTTTC-TAAC
TTTTTACAAC
----AARAAA

---TCAAAAC
TTTTCTAAAC

C-GGCGCACC
TTGCAAGACT
AAGGCGCACC

TCTTCACCGA

TCCCARACC- --CATGTGAA
CCCAAACCC- --CTG-TGAA
CCCAACCCC- --TGT-GAAT
CCCAAACCC- --CATGTGAA
TCCCAAACC- --CATGTGAA
CCCAAACCC- --CTG-TGAA
GCCCAACCT- --CCCAC--C
GTCCAACCT- --CCCAC--C
GTCCAACCT- --CCCAC--C
GCCCAACCT- --CCCAC--C
GTCCAACCT- --CCCAC--C
GTCCAACCT- --CCCAT--C
GCCCAACCT- --CCCAC--C
GCCCAACCT- --CCCAC--C
GTCCAACCT- --CCCAC--C
GCCCAACCT- --CCCAC--C
TCCC-AACC- --CATGTGAA
TGTTACAAC- --TGACTGCA
TCC--AACC- --CTTGAGAA
TCC--ARAC- --CCTGTGAA
CTCCCAACC- --CATGTGAA

AAACC- --CATGTGAA
TCCCAAACC- --CATGTGAA
TCCCAA-CC- --CATGTGAA
TCTCCAAAC- --CATGTGAA
————————————————— GAA
CAGAAACCC- --TTTGTGAA
CCCCTARACC --ATCGTGAA
CAGAAACCC- --TTTGTGAA
CAGATACCC- --TTGGTGAA
CAGAAACCC- --TTTGTGAA
----AACAAG GTCTCCGTAG
GCCCACTCT- --CCAAC--C

CCTATCTCT-
CATA---CCA
TATACCTTTA
CCT-TACCAA
CTTATCTCT-
CATA---CCA
CGTGT-TGCC
CGTGTTTAAC
CGTGTTTAAC
CGTGCTTA-C
CGTGTTTA-T
CGTGTCTATC
CGTGT-TGCC
CGTGT-TGCC
CGTGTTTAAC
CGTGCTTA-C
CATACCT-T-
TTATCCC-C-
CATACCT-A-
CATACCC-T-
CTTACTT-T-
CATACCC-A-
CATACCT-C-
CTTACCT-T-
CTTACCA-C-
CTTATACCTA
CTTATACCTA
CCCACCTCTG
CTTATACCTA
CTTATACCTT
CTTATACCTA
GTGAACCTGC
CTTTGTGTAC

CGAACCTATG
TGTACCT-TG
TGTACCT-TG
CGTACCC-TG
CGTACCT-TG
TGTACCC-TG
CGAACCTATG
CGAACCTATG
TGTACCT-TG
CGTACCC-TG

T-————- CTG
T-————- TTG
AA----— CAG
C-———- ATCG
TTT---ATCG
T TTG
GGAGGGATCA
-CTACCTCTG

TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCTTCGGC
TTGCTTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCTTCGGC
TTGCTTCGGC
TTGCTTCGGC
TTGCTTCGGC
TTGCTTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCTTCGGC
TTGCTTCGGC
TTGCCTCGGC
TAAGGTTAAA
TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGG—
TTGCCTCGGT
TTGCCTCGGC
TTGCCTCGGC
TTGCTTC---
TTGCCTCGGC
TTGCCTCGGC
TTGCCTCGGC
TTACACAAAA
TTGCTTTGGC

90

G--GATCAGC
GCAAGCTA--
G--GATCAGC
G--GGACTTC
G--GGATGCC
GCAAGTA---
G--GATCAGC
GGGCCC----
GGGCCCGCCT
GGGCCCGCCT
GGGCCCGCCC
GGGCCCGCCG
GTGGCT----
GGGCCC—-——
GGGCCC—-——
GGGCCCGCCT
GGGCCCGCCT

AGCTTTAAGA
GG----ACTT
AGGTGCACCT

GCAGGCCGGC
GTAGGCCGGC
GCTGGCTGCC
GCCGA--GCC
GTAGGCCGGC
AAATATGAAG
GGGCCGCGGT

100

124!



M76

Bipolaris_sorokiniana_ AY372677
Cochli_heterostrophus_AY372687
Curvularia_eragrostidis_AF1630
Pyrenophora teres AY739765

a4 B B

a5

D3

D9

Botryospha dothidea AY615193
Botryospha_sp_DQ145728
Guignardia_mangiferae AY277717
Guignardia gaultheriae AB09550
Guignardia_mangiferae_AB041240
Sporothrix_inflata_DQ093704
Chaetomium_sp_DQ093660
Zopfiella_ tabulata AY999132
Monodictys_sp_AJ972795
Scopular_ chartarum AY625066
Glomerella cingulata_DQ117967
Colleto_gloeosporioides AY7539
Zalerion maritimum AF169305
Dothidea_sambuci_AY883094
Aquaticheiro_broccolii AY86477
Sarcinomyces_sp_AJ972816
Sarea_resinae_AY781237
Phomopsis_sp_DQ145731
Chrysoport hodgesiana AY956970
Sphaceloma krugii AY739020
Halosarpheia_viscosa_AF422979
Periconia_macrospinosa_AJ24615
OutG_Ganoderma_fornicatum AY59
OutG_Lentinus_tigrinus_DQ05686

Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces_microspermus_AY34480
Fusarium_sp_AJ222809

Pythium ultimum AF452163

an _ _

A67

A71

D2

———————————————————————————————————————————————— T- --CCCAC--C CTTTGTGTAC -CTACCTCTG TTGCTTTGGC GGGCCGCGGT
GGAGGGATCA TTACACAACA AAATATGAAG
GGAGGGATCA TTACACAACA AAATATGAAG
————————— A TTACACAA-A AAATATGAAG

———————————————————————————— GG
TTGAAAGGTT CCAGAGTAGG CGCTACAACG ------ CCGA AATGACCTT- --CTCAC--C CTTGT-GTAC -TCA-CTATG TTGCTTTGGC GGGTCGACCT
TTGAAAGGTT CCAGAGTAGG CGCTACAACG ------ CCGA AATGACCTT- --CTCAC--C CTTGT-GTAC -TCA-CTATG TTGCTTTGGC GGGTCGACCT
TTGAAAGGTT CCAGAGTAGG CGATACAACG ------— CCGA AATGACCTT- --CTCAC--C CTTGT-GTAC -TCA-CTATG TTGCTTTGGC GGGTCGACCT
TTGAAAGGTT CCAGAGTAGG CGCTACAACG ------ CCGA AATGACCTT- --CTCAC--C CTTGT-GTAC -TCA-CTATG TTGCTTTGGC GGGTCGACCT
-GGAAGGATC ATTACCGAGT TGATTCGGGC TC----- CGG CCCGATCCT- --CCCAC--C CTTTGTGTAC -CTACCTCTG TTGCTTTGGC GGGCCGCGGT
CGGAAGGATC ATTACCGAGT T--TTCGGGC TT----- CGG CTCGACTCT- --CCCAC--C CTTTGTGAAC -GTACCTCTG TTGCTTTGGC GG--------
TTGAAAGGTT CCAGAGTAGG CGCTACAACG —----- CCGA AATGACCTT- --CTCAC--C CTTGT-GTAC -TCA-CTATG TTGCTTTGGC GGGTCGACCT
TCGCCGGTAC CCGGTCCCCC CTAAACAAGG G--GGCCGGG GAAGGTCCT- --CTCACACC CTTGTTGTAC CTTA-CCATG TTGCTTTGGC GG-CCGACCC
TTGAAAGGTT CCAGAGTAGG CGCTACAACG —----- CCGA AATGACCTT- --CTCAC--C CTTGT-GTAC -TCA-CTATG TTGCTTTGGC GGGTCGACCT
GTGAACCA-- GCGGAGGGAT CATTACAGAG TTTTCACAAC TCCC-AACC- --CTTGCGAA CCGTACCCAT TCTGTTCTCG TTGCTTC--C GGCGGGGG--
-TAAACCATT GTGGACGCTA CCTTTTAACG TTGCTTCGGC GGGCGGCCCG --CTCCCCTG GAAAGCCCCT G------ TGG CCGCCCG--- —--—-==—====
GTGAACCA-- GCGGAGGGAT CATTACAGAG TTGCAAAACT CCCTAAACCA ---TCGCGAA CGTTACCCCT A------ CCG TTGCTTC--- —-----==--

————————————————————————————————————————————————————————————————————————————— GGT TTCCGTAGGT GAACCTGCGG
GTGAACCA-- GCGGAGGGAT CATTATCGAA GTT--ACTCT TCAT-ACCCA --TTTGTGAA CACTACCCCA TTGCCGCGCG TTGCCTCGGC GGTGAGGTCC

TGGTGAACCA GCGGAGGGAT CATTACTGAG TTACC--GCT CTATAACCC- --TTTGTGAA CATACCTACA A------ CTG TTGCTTCGGC GGGTAGGCC-
-—--GAGGAT NTCNANNAAC CNTT--NGAA AT-CC--GCT CTTT--CCC- --TTNGTGAA CATACCTATA A------ CTG TTGCTTCGGC GGGTAGG---
————————————————— CAT TACTGAGTTA CAAAAAAACT CCCAAACCC- --TTC-TGTG GACCTACCTA A------ACG TTGCCTCGGC G--GG----C
GTTGGGGGAC CCGGGGCAAC CCGGACAATC TATACTTCC- --CACCCTTT GTTGTTATAA -CTA-CCTTG TTGCTTTGGC GGGACCGTTC
—————————————————————————————————————————————————————————————————————— -GGTAGGACA TTACACACTG CGCCATGCCT
AGGTGAACCT GCGGAAGGAT CATTACCGAG TC-AGGGTGT AACAGCCCG- --CACTCCAA CCCTCTGTGT ACTATCTCTG TTGCTTTGGC GGGCCCGCGG
—————————————————————— GGGGACTC ------TGGG CCCGACTCC- --AACCCTCT GTGTATCTAC -CT---CATG TTGCTTTGGC GGG-CCGTTG
—————— AGGG ATCATTGCTG GAACGCGCCC CAGGCGCACC CAGAAACCC- --TTTGTGAA CTTATACCTT A------CTG TTGCCTCGGC GCATGCTGGC
—————————————————————————————————————— CC CAGATACCC- --TTTGTGAA CTTATACCTT TTT---ATCG TTGCCTCGGC GCCGA--GCC
CGGAAGGATC ATTAATGAGG TAGGGTTCTC CCTCGGGAAG CCCGAACTCC CCACCCTTTG CTGTTGCGAA T------ ACG TTGCTTCGGC GGGACCCCCC
CGGAGGGATC ATTAGCGAG- ------ TCTC TTTTTAGTGC TCCAAACCCC ----TGTGAA CAGTCCCAAA AG----- ACG CTGCCTCGGC GGGTTAGCTG

AGGAGGTTGG CAACGACCAC CCCGAGCCGG AAAGTTGGTC AAACTCGGTC ATTTAGAGGA AGTAAAAGTC GTAACAAGGT TTCCGTAGGT GAACCTGCGG
CGTAGGTGAA CCTGCGGAAG GATCATTATC GAGTCTTGAC -CGGGTTGTA
CGTAGGTGAA CCTGCGGAAG GATCATTATC GAGTTTTGAA ACGGGTTGTA

e
200
GTAAAACGGG
GGCGGCCCG-

GTAAAACGGG

GGAACCAGGC
GGCGGCCCG—
GTAAAACGGG

CACG--=-=== —========= —————— o GCC GCCGGGGGGC TCT
CACG--=-=== —========= —————— o GCC GCCGGGGGGC TCT
TCGG--—=—== —========= ——————— GCG GCCCGGGG-- ---——==--= —--

94!



Hamigera avellanea AB176604
Eurotium rubrum AY373891
Penicillium citrinum_ AY373904
Aschersonia_s_AY225333
Penicillium paxilli AY787847
Aspergillus aculeatus AJ280004
A59 - -

D14

D44

D50

D55

D65

Hypoxylon_serpens AY781226
Pestalosphae_elaeidis_AF009815
Monograph albescens AJ132509
D15 - -

D53

Podospora_austro_AY999124
Leucostoma_kunzei AY347320
Cryphonectria cubensis AY26342
Diaporthe phaseolorum AY577815
D12 - -

D13

M76

Bipolaris_sorokiniana AY372677
Cochli_heterostrophus_AY372687
Curvularia eragrostidis_AF1630
Pyrenophora teres AY739765

.V - B

A5

D3

D9

Botryospha dothidea AY615193
Botryospha_sp_DQ145728
Guignardia mangiferae AY277717
Guignardia gaultheriae AB09550
Guignardia:mangiferaeigBO41240
Sporothrix inflata DQ093704
Chaetomium_sp_DQ093660
Zopfiella_ tabulata AY999132
Monodictys_sp AJ972795
Scopular_ chartarum AY625066
Glomerella cingulata_DQ117967
Colleto_gloeosporioides AY7539
Zalerion maritimum AF169305
Dothidea sambuci_ AY883094
Aquaticheiro_broccolii AY86477
Sarcinomyces_sp_AJ972816

GCCCTG---- ----=-—=-- G GACGACCTAC
ACCCTGTAGG CCTTACCCTG TAAGAGCTAC

CTGGCTTC
CTGGCTTT
GCTGCAACCG ----——-———-— --— CCAGTTTT
GTAGTCCCCG --—--——-———-— --— CTTTTGGG

CCT==mmmm= —mmmmmmmmm —mm e
GGTT--==== —====—==—= ——————- cce
GGTT--==== —====—==—= ——————- TCG
GGTT--==== —====—==—= ——————- cce

GGT-====== —=—————-—— ——————- ca
GCCGGTGCGG —-----——-= —- ACCTTGGT
TGT-—===== —=—==————= ———

CCTGCAGC-- -———=-—————

-ATGCGAGTG

-GAGTTACCC
GGTGTTACCC

-CCGACAGAG

-TCGTAGCCC
-GTCTCGCCC
-GGGTAACCC

CCTCCGGGGG

TT--TCACCC

TTTTTCACCC
TTTTTCACCC
TT--TCACCC
ATATTCACCC

GAAACGGCCT
—--CCCGGCCC
GCCCCGGAGC
ATA-GAACCC
GCTCCGGCGC
AAGGACGCCT
-GCGAC-CCT

CAGCCTATCC

—————————— CCGGCTT

GGTCGTCA
__________ TGCTCCCC
—————————— TGAGGCCC

AGTAGCCCCC TACCCTGT-A GGACGTACCC
TTACA---AC TTTACTGCAT AATACCCTTG
TGTAACGAGT TGCCCTGTAG AGACCTGCCC

TGTAGCGCCT TACCTGGT-G AGACCTACCC
TACCCTGTAG GTGACGTTGG
TACCCCGTAG GGCCTACCCG
CGTAAGAACC TACCCTGTAG GACCTTACCC
TGGGA---AG GAACAAGGGT TTAACCCCTG
C-mmmm - C CTCTCTGAAA GGGGCGCC--
Cmmmmmmmmm e o cT
Cmmmmmmmmm mmmmmmmme o cT
i GCCG
B e delelele
——————————————— CCGCG
—————————————————— cT
GCACTTGTTG
CCGGGG---- —========= ——————————
ATGTCTTTT- —------- GC GCACTTGTTG
ATGTCTTTT- —------— GC GCACTTGTTG
ATGTCTTTT- —------- GC GCACTTGTTG
ATGTCTTTT- —------- GC GTACTACTTG
CAGCCTT---
CAGCCTT---
CAGCCTT---
CAGCCTT---
CGGGGG—=—== —========= ————————
CGG-====== ——==m——mmm —mmo o
CAGCCTT=== =—========= ———————e
CAGCCTC--= —========= ————————
CAGCCTT=== =—========= ——————me

TTGTCTATT- --------— A- GTACTGTTCG

GGTAGACGCG
CGGGGACCGA

GGTAGATGCG
GCTGGCCGGT
GGAGACGCGG
GGTAGA---—
GTAAGGCCAA
GGAAACAGGG
GGAGACAGGG
CCAAAG----
GGGGGAGGAC
CAAGCAGTGG
GGAGACAGGG
T---TTCCTG
----CTGGCC
---GGTGGCT
T---TTCCTG
T---TTCCTG
T---TTCCTG
T---TTCCTT
--AACTGGCC
--AACTGGCC
--AACTGGCC
--AACTGGCC
---GGTGGCC
--AACTGGCC
--A-CCGGCC
--AACTGGCC
CGCCCGC-—-—
CGGGGGC-—-—
CGCGGGC-—-—
T---TTCCTC
CCCGGGC-—-—
GGGACCGGAC
CGGGCGGG——

----CAGGT-
TGCATCCCTC
----CTGGTC

ol



Sarea_resinae_ AY781237
Phomopsis_sp_DQ145731
Chrysoport_hodgesiana AY956970
Sphaceloma_ krugii AY739020
Halosarpheia_viscosa_AF422979
Periconia macrospinosa AJ24615
OutG_Ganoderma_fornicatum_AY59
OutG_Lentinus_tigrinus_DQ05686

Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces_microspermus_AY34480
Fusarium sp AJ222809

Pythium ultimum_ AF452163

A2

A67

A71

D2

Hamigera avellanea AB176604
Eurotium rubrum AY373891
Penicillium_citrinum_ AY373904
Aschersonia_s AY225333
Penicillium paxilli AY787847
Aspergillus:aculeatasiAJZ80004
A59

D14

D44

D50

D55

D65

Hypoxylon serpens AY781226
Pestalosphae elaeidis AF009815
Monograph albescens AJ132509
D15 - -

D53

Podospora_austro_AY999124
Leucostoma_kunzei AY347320
Cryphonectria cubensis_ AY26342
Diaporthe phaseolorum AY577815
D12 - -

D13

M76

Bipolaris_sorokiniana AY372677

AAGGATCATT
GCTGGCCTTC
GCTGGCCTTC

AC--GGCCCG
AC--GGCCCG
-—---GACCCA

AC--GGCCCG
---GCGCCCG
--CGCGCCCG
--CGCGCCCG
--CGCGCCCG
--CGCGCCCG
---CGGCCCG
---GCGCCCG
---GCGCCCG
--CGCGCCCG
--CGCGCCCG
GGTAAGCCTG
GGACGCCT-G
--CCTGCCCG
G-TCAGCCTG
GAAAGTCTTG
GTAAGCCT-G
-—-CGACCCTG
-—-ACCTTGGC
-——-GCC--G
AGCAGCC-CG
AGCAGCC-CG

AGCAGGCCCG
AGCAGGCCCG
AGCAGCC-CG
GGCGGGTTCG
--CGCGCCCG
--AGTGCCCG
GGCGGGTTCG

210

CGAGGCATGT
CGAGGCATGT

CCAGAGGACC
CCGGCGGACA
CCAGAGGACC

CCGGAGGCCC
CCGGCGGACA
CCAGAGGACC
CCGACGGCC-
CCGAAGACA-
CCGAAGACA-
CCGGAGACCC
CCGAAGACA-
CCGAAGACTA
CCGACGGCC—
CCGACGGCC—
CCGAAGACA-
CCGGAGACCC
CCGGCGGCC-
CCGGCGGCCC
CCGGCGGCCA
CCGGTGGCC-
CCGGTGGACC
CCGGCGGCCC
CCGACGGCC—
CCGGTGGACT
CCGGCGGACA
CCGGCGGCCA
CCGGCGGCCA
CCGAAGGTAC
CCGGTGGCCC
CCGGeGGeee
CCGGCGGCCA
CCCGCCACCA
CCAGAGGACC
CCAGAGGACC
CCCGCCACCA

220

-—-ACATTCGG
GCACGCCCTG
GCACGCCCTG

C _________
AA---—-——

C-———— =

GGAC-CAAAC

-CCTGGCCCA
—-—-—--CCCCTC
G---CTCTTC
-CTTCTGCCC
-GTTTTCCAG
GGCGCTTCGG
CTCATCCACT
CTCATCCACT

CTA-AACTCT
CCA-AACTCT
CTA-AACTCT
CTG----AAT
CCAAACTCTT
CCA-AACTCT
CTA-AACTCT
CCTGAACGCT
TGTGAACGCT
TGTGAACGCT
ATGGAACACT
ATCGAACGCT
TTTGAACACT
CCTGAACGCT
CCTGAACGCT
TGTGAACGCT
ATGGAACACT
ACGAAACTCT
CGA-AACTCT
CTA-AACTCT
CTATAACTCT
TTA-AACTCT
CCA-AACTCT
CCGAAACTCT
CTA-AACTCT
CTA-AACTCT
CTAAACTCTT
CTAAACTCTT
CAAAACCATT
TCTCACTCTT
CCAAACTCTT
CTAAACTCTT
CATAAACCTT
ACAAAACTCC
ATCAAACTCC
CATAAACCTT

240

CGCTCCTTAT
CTACACCTGT
CTACACCTGT

-GTTTCTATA
-GTTATCTTC
-GTTTCTATA
-TTTTTAATA
-GTTTTTACT
TGTTATCTTA
-GTTTCTATA
G--TCTGAA-
G--TCTGAA-
G--TCTGAA-
G--TCTGAAA
G--TCTGAA-
G--TCTGAA-
G--TCTGAA-
G--TCTGAA-
G--TCTGAA-
G--TCTGAAA
GTTT---ACT
GTTTA--TTC
GTTTT--ATT
GTTT---GGC
GTCTATTATA
GTTTG--ATA
GTTTTATAGC
TGTTATTTTA
TGTCAACTTT
-GTTTCTATA
-GTTTCTATA
GTCTTTAGCA
-GTTTT--GA
TGTTTTTAGA
-GTTTCTATA
TTTT--ATGC
AGTCAGTGAA
AGTCAGTGAA
TTTTTTATGC

250

-—--TCGGCTT
---GGGGCCC
--TGCTCCCC
-GCCGGGCCG
-GTCCGGCCG
ACACCCACCC
GCACTTACTG
GCACTTACTG
R I B
260 270
TGTAACT--- ----TCTGAG
GTTGATT--- ---ATCTGAG
TGTAACT--- ----TCTGAG
AGTATCT--- ----TCTGAG
A-GAATCT-- ----TCTGAG
GTTGATT--- ---ATCTGAG
TGTAACT--- ----TCTGAG
GTT-GCA--- ---GTCTGAG
GTATGCA--- ---GTCTGAG
GTATGCA--- ---GTCTGAG
GCGTGCA--- ---GTCTGAG
GGTTGCC--- ---GTCTGAG
GTTTGCA--- ---GTCTGAG
GTT-GCA--- ---GTCTGAG
GTT-GCA--- ---GTCTGAG
GTATGCA--- ---GTCTGAG
GCGTGCA--- ---GTCTGAG
ATTGAA---- ---TTCTGAA
TTGAAT---- ----TCTGAC
GTGGCAC--- ---TTCTGAG
ATTGTAT--- ---TTCTGAA
TGTTAT---- ----TCTGAA
TTGAAT---- ----TCTGAA
ATTAAAC--- ---TTCTGAA
————— -—---TCTGAG
- —--—--TCTGAA
GTGAATC--- ----TCTGAG
GTGAATC--- ----TCTGAG
GGC-——-———~ -CTCTCTGAG
CCGAGTAAC- ---ATCTGAG
ACGTATCTC- ---TTCTGAG
GTGAATC--- ----TCTGAG
AGTTGCAATC AGCGTCAGTA
CTTTGCT--- ---GTCT-GA

CGTCGCA--- ---GTCT-GA
AGTTGCAATC AGCGTCAGTA

GGCAAAAAAT
TA-TTT-AAT
————— CATAAAT
TAACGAA-AT
TAGCTAA-AT
TAGCTAA-AT
TGATACCAAT
TA-TTAA-AT
AGTTAAACAA
TAACGAA-AT
TAACGAA-AT
TAGCTAA-AT
TGATACCAAT
A--ACTAAAT
A--ACTAAAT
T--TCTAAAT
A--ACTAAAT
A--ACTAAAT
A--ACTAAAT
A--ACTAAAT
TA-TTTTAAT
ACTAAGAAAT
AAACATAAAT
AA-CATAAAT
CGTACTTAAT
GCTTCTAAAT
ACAAACAAAT
AA-CATAAAT
AA--GTAATT
AATTC-A-AT
CATTC-A-AT
CAATGTAATT

----CTGGC-
GGAGACGAGG
CAAGCGGTGG
GGCCTCCACC
GGCGCNCGCC
TAGCTTCCTC
CGTAAAGCAG
CTTCAAGGGC
N
300
AAATC---AA
AAGTC---AA
AAATC---AA
GAATC---AA
GAATC---AA
AAGTC---AA
AAATC---AA
TAGTT---AA
TAGTT---AA
TAGTT---AA
CAGTC---AA
C-GTT---AA
TAATT---ARA
TAGTT---ARA
TAGTT---ARA
TAGTT---ARA
CAGTC---AA
AAGTT---AA
AAGTT---AA
GAATT---AA
AAGTT---AA
AAGTT---AA
AAGTT---AA
AAGTT---AA
AAGTC---AA
AAGTT---AA
GAATC---AA
GAATC---AA
AAGTC---AA
GAATC---AA
GAATC---AA
GAATC---AA
AATTT---AC
AAACT---AA
AAACT---AA
A--TT---AC

Ly1



Cochli_heterostrophus_AY372687
Curvularia eragrostidis_AF1630
Pyrenophora teres AY739765

a4 B B

A5

D3

D9

Botryospha dothidea AY615193
Botryospha_sp_DQ145728
Guignardia mangiferae AY277717
Guignardia gaultheriae AB09550
Guignardia mangiferae_ AB041240
Sporothrix inflata DQ093704
Chaetomium_sp_DQ093660
Zopfiella_ tabulata_ AY999132
Monodictys_sp AJ972795
Scopular_ chartarum AY625066
Glomerella cingulata_DQ117967
Colleto_gloeosporioides AY7539
Zalerion maritimum AF169305
Dothidea sambuci AY883094
Aquaticheiro_broccolii AY86477
Sarcinomyces_sp_AJ972816
Sarea_resinae_AY781237
Phomopsis_sp_DQ145731
Chrysoport_hodgesiana AY956970
Sphaceloma_krugii_AY739020
Halosarpheia viscosa AF422979
Periconia macrospinosa AJ24615
OutG_Ganoderma_fornicatum AY59
OutG_Lentinus_tigrinus_DQ05686

Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces microspermus_AY34480
Fusarium_sp_AJ222809

Pythium ultimum AF452163

A2

A67

A71

D2

Hamigera avellanea AB176604
Eurotium rubrum AY373891

GGCGGGTTCG
GGCGGGTTCG
GGGGGGCTCG
AGGACGCCCG
AGGACGCCTG
AGGACGCCCG
AGGACGCCCG
-—-AGCGCCCG

AGGACGCCCG
AGGACGTCAG
AGGACGCCTG

CCGGCGCCCG
TCGGCGCCCG
----GGCCCA
-GAGCGCCTG
GGCAGGGACG
-—-AGCGCCCG
-GTGCGCCCG
AGCAGGCACG
AGCAGGCCCG
GGCCCGGGCA
GG---AGGCA
GGCGGGCTCG
GGCCCTT-CA
GTTTCTTACG

e

AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC

310

CCCGCCACCA
CCCGCCACCA
CCCGCCAATT
GCTAAGTGCC
GCTAAGTGCC
GCTAAGTGCC
GCTAAGTGCC
CCAGAGGACC
CCAAAGGACC
GCTAAGTGCC
GCTAAGCGCC
GCTAAGTGCC
GCGGCGG-GC
CCGGAGG-AT
CCGGCGGCAC
GCTGCCAATG
CCGGCCGCGC
CCGGAGGATA
CCGGAGGATA
CCAAAAATCC
CCAGAGT---
CCTGCCGTCG
CCAGAGGATT

CCGGCGGCCA
CCGGeGGeee
GCGCCCGCCG

CCCGCCGCCA
CCGGGCTTTG
CCGGAGTT--

e
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AATGGATC--
AACGGATC--
AACGGATC--

320

GGAC-CAAAC
GGAC-CACAC
GGAC-TTTAT
CGCC-AGTAT
CGCC-AGTAT
CGCC-AGTAT
CGCC-AGTAT

CGCC-AGTAT
CGCC-AGTAT
CGCC-AGTAT

GGAA-CCCAC
CAGGACGTGT

TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCC

CATAAACCTT
CATAAACCTT
T-CAAACCTT
ACAAAACTCA
ACAAAACTCA
ACAAAACTCA
ACAAAACTCA
ATCAAACTCC
TCCAAACTCC
ACAAAACTCA
ACAAAACTCC
ACAAAACTCA
CTACGAACCT
CCCAACTCTT
ACAAACTCTT
AAAAAACACT
TTAC---TCT
CCA-AACTCT
CCA-AACTCT
ATGCAGAAAC
ACCAAACTCT
CCAAAACCTA
ACCAAACTCT
CCAAAACTCT
GTTAACTCTT
CCAAACTCTT
CCGAACCAAC
CCAAA---AC
G--AAACCCC
CTGTGCCTGC
CTGGGCCTAC

e

GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG

340

TTTTTTATGC
TTTTT-ATGC
TTTTC-———-
AGAATTCATA
AGAATTCATT
AGAATTCATT
AGAATTCATT
AGTCAGTAAA
AGTCAGTAAA
AGAATTCATT
AGCGATTATT
AGAATTCATT
TTATATCTCA
GATTATTTTA
TTTTATTACA

TAATTTGCAA
ATTGTAACGA
GATTTAACGA
-GAATCTCTG
TGTTTTTAAC
TTGT--ATGC
TG---TCATA
TGTTTATCAA
-GTTTTTACA
TGTTTTTAGA
TCTTTTGTCA
TCTTATGTTA
TTGC----AT
GTTTATCACA
GTTTACTACA

el

AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG

350

AGTTGCAATC
AGTTGCAATC
-ATTGCAATC
TTGTGAA---
TTGTG
TTGTGAA---
TTGTG
CGATGCA---
CGCAGAC—--
TTGTGAA-—-
TCGTGCA-—--
TTGTGAA-—-
ACCACCAGAA

AGTACCTGTA
AGCGGACTGT
CGTTTCT---
CGTTTCT---
AGTGGCT---

AAGCATCATA
TCAGTGA---

CTGAAAC—--
ACGTATCTC-
AACAATGAA-
AA-AATTAT-
TATACGCGAA
AACTCTATAA
AACTCTTACA

P

CAAAATGCGA
CGAAATGCGA
CAAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CAAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA

360

AGCGTCAGTA
AGCGTCAGTA
AGCGTCAGCA
---GTCCTGA
---GTCCTGA
---GTCCTGA
---GTCCTGA
-—--GTCT-GA
-—--GTCT-GA
-—--GTCCTGA
-—-GTTCTGA
-—--GTCCTGA
ACCGTCTGAG
-CTCTCTGAG
-CTCTCTGAG
ACAGTCTGAA
ACGATCTGAT
-—---TCTGAG
-—---TCTGAG
-—---TCAGGC
-—--GTCTGAG
ATAATCTGAA
-—-TTGTCTG
-—--GTCTGAG
-—---TCTGAG
-—--TTCTGAG
-—-GTCGGAG
-—--TTCAAAA
AACTTCTG-A
AGTATCGGAA
AGTATCAGAA

e

TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAACTAATGT
TAATTAATGT
TAATTAATGT
TAACTAATGT
TAAGTAATGT
TAATTAATGT

370

TG--TTTATA
TAC---AATG
-AC---TTTA

TGTGTATTGC
TGTGTATTGC

e

GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA

380

CAATGTAATT
AAATGTAAAT
AA-TGTAATC
CATTT-A-AT
CATTT-A-AT
CATTT-A-AT
CATTT-A-AT
AT-TT-A-AT
AAGTT-A-AT
CATTT-A-AT
TATTC-A-AT
CATTT-A-AT
A-AAC-AAAA
TGTACTGAAT
TATAC-AAAT
CAA-ACAAAA
TTGAT-AAAC
ATAAGCAAAA
ACAAGCAAA-
AAACAAAAAT
AATTTTA-AT
AA---CAATT
AAATC-A-AT
-—-TGCAA-AT
AA-CACAAAT
ACAAACAAAT
TACAAAATCA
TAAAAAAAAA
AAACCTAAAT
GATGTAACGC
GATGTAACGC

e

ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA

390

A--TT---AC
CATTT---AC
AA-TT---AC
TGATTT--AA
TGATT---AA
TGATT---AA
TGATT---AA
AAACT---AA
AAACT---AA
TGATT---AA
TAATT---AA
TGATT---AA
TAATC---AA
AAGTC---AA
AAGTT---AA
A--TT---AA
AAGTC---AA
TAATC---AA
TAATC---AA
AAGTC---AA
TAAATT--AA
A--TT---AC
TAATC---AA
--AGTT--AA
GAATC---AA
GAATC---AA
AATTT---AA
TAAGC---AA
TA-TC---AC
ATCTACATAC
ATCTCTATAC
e
400
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAGTC
TCATCGAGTC
TCATCGAGTC
TCATCGAGTC
TCATCGAGTC
TCATCGAGTC

871



Penicillium_citrinum_ AY373904
Aschersonia_s AY225333
Penicillium paxilli AY787847
Aspergillus aculeatus AJ280004
A59 B -

D14

D44

D50

D55

D65

Hypoxylon_serpens AY781226
Pestalosphae elaeidis AF009815
Monograph albescens AJ132509
D15 B -

D53

Podospora_austro_AY999124
Leucostoma_kunzei AY347320
Cryphonectria cubensis_ AY26342
Diaporthe phaseolorum AY577815
D12

D13

M76

Bipolaris_sorokiniana AY372677
Cochli_heterostrophus_AY372687
Curvularia eragrostidis_ AF1630
Pyrenophora teres AY739765

a4 - -

A5

D3

D9

Botryospha dothidea AY615193
Botryospha_sp_DQ145728
Guignardia mangiferae AY277717
Guignardia gaultheriae AB09550
Guignardia mangiferae_ AB041240
Sporothrix inflata DQ093704
Chaetomium sp_DQ093660
Zopfiella tabulata AY999132
Monodictys_sp AJ972795
Scopular_ chartarum AY625066
Glomerella cingulata DQ117967
Colleto_gloeosporioides_AY7539
Zalerion maritimum AF169305
Dothidea sambuci_ AY883094
Aquaticheiro_broccolii AY86477
Sarcinomyces_sp_AJ972816
Sarea_resinae_ AY781237
Phomopsis_sp_DQ145731

AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTTAAC
AACTTTTAAC
AACTTTCAGC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC

AACGGATC--
AACGGATC--
AACGGATC--
AATGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AACGGATC--
AATGGATC--
AACGGATC--
AACGGATC--
AACGGATC--

TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCC
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGCTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGCTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT
TCTTGGTTCT

GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
CGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG
GGCATCGATG

AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG
AAGAACGCAG

CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA

TAACTAATGT
TAACTAATGT
TAATTAATGT
TAACTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TACGTAGTGT
TAAGTAATGT
TAAGTAATGT
TACGTAGTGT
TACGTAGTGT
TACGTAGTGT
TAAGTAGTGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TACGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAGTGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAGTGT
TAAGTAATGT
TAAGTAATGT
TAAGTAATGT

GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA

ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATCCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGCGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
CTTTAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA

TCATCGAGTC
TCATCGAGTC
TCATCGAGTC
TCATCGAGTC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
CCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC

4!



Chrysoport_hodgesiana AY956970
Sphaceloma_ krugii AY739020

Halosarpheia_viscosa_AF422979
Periconia macrospinosa AJ24615
OutG_Ganoderma_fornicatum_AY59
OutG_Lentinus_tigrinus_DQ05686

Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces_microspermus_AY34480
Fusarium sp AJ222809

Pythium ultimum_ AF452163

A2

A67

A71

D2

Hamigera avellanea AB176604
Eurotium rubrum AY373891
Penicillium_citrinum_ AY373904
Aschersonia_s AY225333
Penicillium paxilli AY787847
Aspergillus_aculeatus AJ280004
A59

D14

D44

D50

D55

D65

Hypoxylon_serpens AY781226
Pestalosphae elaeidis_ AF009815
Monograph albescens AJ132509
D15 - -

D53

Podospora_austro_AY999124
Leucostoma_kunzei AY347320
Cryphonectria cubensis_ AY26342
Diaporthe_ phaseolorum AY577815
D12

D13

M76

Bipolaris_sorokiniana AY372677
Cochli_heterostrophus_AY372687
Curvularia eragrostidis_AF1630

AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAAC
AACTTTCAGC
AACTTTCAGC

.
410
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAAGCCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA

AACGGATC--
AACGGATC--
AACGGATC--
AATGGATC--
AACGGATC--
AACGGATC--

CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
TATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC

420

TCTTGGTTCT
TCTTGGTTCT
TCTTGGCTCT
TCTTGGTTCT
TCTTGGCTCT
TCTTGGCKCT

GCCAGTATTC
ATTAGTATTC
GCCAGTATTC
GTCAGTATTC
GCCAGCACTC
ATTAGTATTC
GCCAGTATTC
TCTGGTATTC
TCTGGTATTC
TCTGGTATTC
CCTGGTATTC
CCTGGTATTC
CCTGGTATTC
TCTGGTATTC
TCTGGTATTC
TCTGGTATTC
CCTGGTATTC
ATTAGTATTC
ATTAGTATTC
ATTAGTATTC
ATTAGTATTC
ATTAGTATTC
ATTAGTATTC
ACTAGTATTC
ATTAGTATTC
ATTAGTATTC
TCTGGTATTC
TCTGGTATTC
GCCAGTATTC
TCTGGTATTC
GCTGGAATTC
TCTGGTATTC
TTTGGTATTC
TTTGGTATTC
CTTGGTATTC
TTTGGTATTC
TTTGGTATTC
TTTGGTATTC

430

GGCATCGATG AAGAACGCAG
GGCATCGATG AAGAACGCAG
GGCATCGATG AAGAACGCAG
GGCATCGATG AAGAACGCAG
CGCATCGATG AAGAACGCAG
CGCATCGATG AAGAACGCAG

TGGCGGGC-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTT

CGGAGGGC-- -ATGCCTGTC

CGGAGGGC-- -ATGCCTGTC
CGGAGGGC-- -ATGCCTGTC
CGGGGGGC-- -ATGCCTGTC
CGGGGGGC—-- -ATGCCTGTC
CGGGGGGC—-- -ATGCCTGTC
CGGAGGGC-- -ATGCCTGTC
CGGAGGGC-- -ATGCCTGTC
CGGAGGGC-- -ATGCCTGTC
CGGGGGGC—-- -ATGCCTGTC

TAGTGGGC-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT

TAGTGGGC-- -AGGACCGTT
TGGTGGGC-- -ATGCCTGTT
TAGTGG-C-- -ATGCCTGTT
TAGTGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
TGGCGGGC—-- -ATGCCTGTC
CAGAGGGC-- -ATGCCTGTT
CAGCGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT

CAAAGGGC-- -ATGCCTGTT

CGAAGGGC-- -ATGCCTGTT
CGAGGGGC-- -ATGCCTGTT
CAAAGGGC-- -ATGCCTGTT
CAAAGGGC-- -ATGCCTGTT
CAAAGGGC-- -ATGCCTGTT

440 450

CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA
CGAAATGCGA

CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT

460

TAAGTAATGT
TAAGTAATGT
TAAGTAATGT
TAAGTAGTGT
TAAGTAATGT
TAAGTAATGT
.
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TACG--CCCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TGCTG--CCC
TGCTG--CCC
TGCTG--CCC
TTCTC--CCC
TGCTG--CCC
TGCTG--CCC
TGCTG--CCC
TGCTG--CCC
TGCTG--CCC
TTCTC--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCA
TTCAA--CCC
TTCAA--CCC
TTCGA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAG--CCA
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TTGTA--CCC
TACAC--CCC
TACAA--CCC
TTGTA--CCT
TTGTA--CCC
TTGTA--CCC

470

GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA
GAATTGCAGA

TCAAGCCCCC
CTAAGCACA-
TCAAGCCCCC
TCAAGTCCCC
TCAAGCCCCC
CTAAGCACA-
TCAAGCCCCC
TCAAGCCCG-
TCAAGCACG-
TCAAGCACG-
TCCAGCCCC-
TCAAGCCCG-
TCAAGCACG-
TCAAGCCCG-
TCAAGCCCG-
TCAAGCACG-
TCCAGCCCC-
TTAAGCCTCT
TTAAGCCTCT
TCAAGCCCTA
TTAAGCCTCT
TTAAGCCCT-
TTAAGCCTTA
TTAAGCCCCT
TTAAGCCTA-
TTAAGCCTA-
TCAAGCCTG-
TCAAGCCTG-
TCAAGCCCCT
TCAAGCCCAT
TCAAGCCTG-
TCAAGCCTG-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTTT-
TCAAGCTTT-
TCAAGCTTT-

480

ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA
ATTCAGTGAA

TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC
TCATCGAATC

500

--G--GGTTT
--GTGGACTT
CCGGGGGCCT

---GTTGCTT
---GTTGCTT
---TTTGCTT
---GTTGCTT
---GTTGCTT
---GTTGCTT

0SI



Pyrenophora teres AY739765

a4 - -

A5

D3

D9

Botryospha dothidea AY615193
Botryospha_sp_DQ145728
Guignardia mangiferae AY277717
Guignardia gaultheriae AB09550
Guignardia mangiferae_ AB041240
Sporothrix inflata DQ093704
Chaetomium_sp_DQ093660
Zopfiella_ tabulata AY999132
Monodictys_sp_AJ972795
Scopular_ chartarum AY625066
Glomerella cingulata_DQ117967
Colleto_gloeosporioides AY7539
Zalerion maritimum AF169305
Dothidea sambuci_ AY883094
Aquaticheiro broccolii AY86477
Sarcinomyces_sp AJ972816
Sarea_resinae_AY781237
Phomopsis_sp_DQ145731
Chrysoport_hodgesiana AY956970
Sphaceloma_krugii_ AY739020
Halosarpheia_viscosa_AF422979
Periconia_macrospinosa_AJ24615
OutG_Ganoderma_fornicatum AY59
OutG_Lentinus tigrinus DQ05686

Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces_microspermus_AY34480
Fusarium_sp_AJ222809

Pythium ultimum AF452163

a3 _ _

A67

A71

D2

Hamigera avellanea AB176604
Eurotium rubrum AY373891
Penicillium_citrinum_ AY373904
Aschersonia_s_AY225333

TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA
TTTGAACGCA

e
510
G----GTGTT
A----TTGTT
G----GTGTT
G----GTGTT
G----GCGTT
A----CTGTT
G----GTGTT
GT---GTGTT
GT---GTGTT
GT---GTGTT
GT----TGTT
GT---GTGTT
GT---GTGTT
GT---GTGTT
GT---GTGTT

CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCGCCC
CATTGCACCT
CATTGCGGCC
CCTTGCGCTC
CCTTGCGCTC

GGG-GATCGG
GGG-CGTCTA
GGG-GATCGG
GGG-GATCGG
GGG-GACCGG
GGG-ACTCTA
GGG-GATCGG
GGGCCCCGTC
GGGCCCTCGT
GGGCCCTCGT
GGGCCGC-GC
GGGTCGCCGT
GGGCTTC-CG
GGGCCCCGTC
GGGCCCCGTC

520

TTTGGTATTC
TCTGGTATTC
TCTGGTATTC
TCTGGTATTC
TCTGGTATTC
TTTGGTATTC
CTTGGTATTC
TCTGGTATTC
TCTGGTATTC
TCTGGTATTC
GCCAGTATTC
GCCAGTATTC
GCCAGTATTC
TTTGGTATTC
GGCAGCAATC
GCCAGCATTC
GCCAGCATTC
GCCGGTATTC
CTTGGTATTC
CTTGGTATTC
TTTGGTATTC
CTTGGTATTC
TCTGGTATTC
GCTGGAATTC
CTTGGTATTC
AGTGGCATTC
ATAGGTATTC
CTTGGTATTC
CTTGGTATTC

cccceeeee-
Cccceee---
Cccceee---
CCccceee---
CCCCCCG———
TCCCTGGTA-
ccceeeaee-
ccceeesee-

CAAAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGAAGGGC-- -ATGCCTGTT
CGGGGGGC—-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
CGGAGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTC
TGGCGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTT
CTTAGGGC-- -ATGCCTGTT
TGCCGGGC-- -ATGCCTGTC
TGGCGGGC-- -ATGCCTGTT
TGGCGGGC-- -ATGCCTGTT
CGGCGGGC—-- -ATGCCTGTT
CGAGGGGC-- -ATGCCTGTT
CATTGGGC-- -ATGCCTGTT
CGAAGGGC-- -ATGCCTGTT
CGAGGGGC-- -ATGCCTGTT
CGGAGGGC—-- -ATGCCTGTT
CAGCGGGC-- -ATGCCTGTT
CGAGGGGC-- -ATGCCTGTT
CGCTAGGT-- -ATGCCTGTT
CTTTGGCC-- -ATGCCTGTT
CGAGGAGC-- -ATGCCTGTT
CGAGGAGC-- -ATGCCTGTT

B I R R

540

--CCCTCGCG G--CAAGCCG
------------- TCCGGTA
--CCCTCGCG G--CAAGCCG
CTGGTTTTCC AGCACAGCCG
CCCCGTCGCG G--GTCGCCG
————— GCC-- ---TCCGTAG
--CCCTTGCG G--CAAGCCG

550

CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
CGAGCGTCAT
TGAGTGTCAT
TGAGTGTCAT

---GCCCCGA
--GTGCCTCA
---GCCCCGA
T---CCCTTA
—-—--CCCCCTA
--TTCCCCAA
—-——-GCCCCGA
ACGGGCCCGA
ACGGGCCCGA
ACGGGCCCGA
GCGGGCCTCG
ACGGGCCCGA
ACGGGCCCAA
ACGGGCCCGA
ACGGGCCCGA

560

TTGTA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TACAA--CCC
TACAA--CCC
TTCAA--CCC
TTCAA--CCC
TTCAA--CCC
TTCCC--CCC
TTCAA--CCA
TTCAA--CCA
TTAAA--CCT
TTCTC--CCC
TTCAA--CCC
TTCAA--CCC
TAGAAACCCC
TACAC--CAC
TTCAC--CTC
TACAA--CCC
TACAC--CAC
TTCAA--CCC
TTCAA--CCC
TTCAC--CAA
TTAAG--CC-
TTACA--CCC
GAAAT---CA
GAAAT---TC

AATCCAGTGG
AAGACATTGG
AATCTAGTGG
AATTAATTGG
AATTCAGTGG
AGCG-ATTGG
AATCTAGTGG
AAGGCAGCGG
AAGGCAGCGG
AAGGCAGCGG
AGAGAAACGG
AAGGCAGCGG
AAGGCAGTGG
AAGGCAGCGG
AAGGCAGCGG

570

TCAAGCTTT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCTCT-
TCACGCGCCC
TCAAGCCCCA
TCAAGCCCCC
TCAAGCTCA-
TCGAGCGCGG
TCAAGCTCT-
TCAAGCTCT-
TCGGGCCTCC
TCAAGCACC-
TCAAGTACT-
TCAAGCTCT-
TCAAGCTCT-
TCAAGCATT-
TCAAGCCTG-
TCAAGCCCCG
TCAGGCCCCA
TCAAGCCTA-
TCAACCTA-C
TCAACCTAAC

CGGTCTCGCT
CGGAGCGGCA
CGGTCTCGCT
CGGTCTCGCC
CGGTCTTGCC
CGGAGTGGCA
CGGTCTCGCT
CGGCACCGCG
CGGCACCGCG
CGGCACCGCG
CGGCACC--G
CGGCACCGCG
CGGCACCATG
CGGCACCGCG
CGGCACCGCG

580

AAGCCTTTGC
GGGTTCTTAA

GTAGCT-TCC
GTAGTCCTCT
GTAGCT-TCC
GTGGCCCTCC
GCAGCCTCCT
GTAGTCCTCT
GCAGCT-TCC
TCCGGTCCTC
TCCGGTCCTC
TCCGGTCCTC
TCCGGTCCTC
TCCGGTCCTC
TCTGGTCCTC
TCCGGTCCTC
TCCGGTCCTC

590

-—-—-GGTTTT
C--GGGACTT
e
600
AT-TGCGTAG
G--AGCGTAG
AT-TGCGTAG
TC-TGCGCAG
C--TGCGTAG
G--AGCGTAG
AT-TGCGTAG
G--AGCGTAT
G--AGCGTAT
G--AGCGTAT
G--AGCGTAT
G--AGCGTAT
G--AGCGTAT
G--AGCGTAT
G--AGCGTAT

IS1



Penicillium paxilli AY787847
Aspergillus_aculeatus AJ280004
A59

D14

D44

D50

D55

D65

Hypoxylon_serpens AY781226
Pestalosphae elaeidis AF009815
Monograph albescens AJ132509
D15 B -

D53

Podospora_austro_AY999124
Leucostoma_kunzei AY347320
Cryphonectria_cubensis_AY26342
Diaporthe phaseolorum AY577815
D12

D13

M76

Bipolaris_sorokiniana AY372677
Cochli_heterostrophus_AY372687
Curvularia eragrostidis_AF1630
Pyrenophora_teres AY739765

A4

A5

D3

D9

Botryospha dothidea AY615193
Botryospha_sp_DQ145728
Guignardia mangiferae AY277717
Guignardia gaultheriae AB09550
Guignardia mangiferae_ AB041240
Sporothrix inflata DQ093704
Chaetomium_sp DQ093660
Zopfiella tabulata AY999132
Monodictys_sp AJ972795
Scopular_ chartarum AY625066
Glomerella cingulata DQ117967
Colleto_gloeosporioides_AY7539
Zalerion maritimum AF169305
Dothidea sambuci_ AY883094
Aquaticheiro_broccolii AY86477
Sarcinomyces_sp_AJ972816
Sarea_resinae_ AY781237
Phomopsis_sp_DQ145731
Chrysoport_hodgesiana AY956970
Sphaceloma_ krugii AY739020

GT---GTGTT
GT----TGTT
A----GTGTT
A----GTGTT
G----GCGTT
A----GTGTT
A----GTGTT
A----GTGTT
A----GCGTT
A----GTGTT
A----GTGTT
G----GTGAT
G----GTGAT
T----GTGTT
G----GTGTT
G----GTGTT
G----GTGAT
G----GTGTT
G----GTATT
G----GTATT
G----GTGTT
G----GTGTT
G----GTGTT
G----GTGTT
G----GTATT
G----GTATT
G----GTATT
G----GTATT
G----GTATT
G----GAATT
G----GTATT
G----GTATT
G----GTATT
G----GTGTT
T----GTGTT
T----GTGTT
G----GTGTT
A----GCG--
G----GTGTT
G----GTGTT
G----GCGTT
G----GTATT
G----GTATT
G----GTATT
G----GTATT
G----GTGTT
G----GTGTT
G----GTATT

GGGCCCTCGT
GGGCCGC-GC
GGG-AGCCTA
GGG-GGCCTA
GGG-AGACTT
GGG-GGCCTA
GGG-AGCCTA
GGG-AGCCTA
AGG-AGCCTA
GGG-AATTTA
GGG-AGACTG
GGG-GCACTG
GGG-GCACTG
GGG-GACCTG
GGG-GAATTA
GGG-GCACTA
GGG-GCACTG
GGGCGTTTTT
GGGCA-CCGT
GGGCA-CCGC
GGGCGTTTTT
GGGCGTTTTT
GGGCGTTTTG
GGGCGTCTTT
GGGCA-ACGT
GGGCA-ACGT
GGGCA-ACGT
GGGCA-ACGT
GGGCA-CCGT
GGGCA-CCGT
GGGCA-ACGT
GGGCG-ACGT
GGGCA-ACGT
GGG-GCTCCT
GGG-GACCTG
GGG-GCCCTG
GGGTGACTGT
GGC-CGGCCG
GGG-GCTCTA
GGG-GCCCTA
GGT-GCTCCG
GGGCA-TCGT
GGGCGTTT--
GGGCT-TCGC
GGGCCCTCGT
GGG-GCACTG
GGG-GCACTA
AGGCGATCTG

CCCCCCG———
CCCCC-G———

TGTCTCCCTC
-GTCTCCCTC
TCTTTGGCT-
TGTCTCTC--

CGCCGGAAGA
CCGCCGAA--
-GTCTGCGTA
CGGAGCA---

---TG---TA

————— AGGCC CGGCCTGCAA
————— TCGC- -----TGTA-
————— GCTT- ---CGCTGTA
————— GCAA- ---CG---TA
TCTCTGGTA-

—————— TATGTAA
---AACCGCA

G--AGGGCAG
G--AGGGCAG

-TCC--GACG

CTGTCTGACA G--GAGGTAA
----TTCACA G--CGGGTAG
————— CTAAC G--AGGGCAG
————————— T TTGGGGGGTA
———————————————— TCGG
—————————————— CTTCGG
————————— T TT-CTGGGAG
-= TTGCTGGGAG
-= TTGCCCAAAG

-GCCTGGCGG
-GCT--GCCG
-GCT--GCCG
GGGCGCGTGG
-GCCCGGTGT
————————————— GTCGACG
————————————— GCTGATG
GGTCGAGCCG

---AGGGCAG
G--CGGGTAG
CCCCGTGGCC

ACGGGCCCGA
GCGGGCCTCG
--GCTCCTCA
--GCCCCTCA
--GCTCCTGA
--GCCCCTGA
--GCTCCTCA
--GCTCCTCA
--GCTCCCCA
--TTTCCTGA
--GCTCCTCA
---GCCCTGA
---GCCCTGA
CAGGCCCCGA
-——-GCCCTGA
-——-GCCCTGA
-——-GCCCTGA
ACTCGCCTTA
ACGCGCCTCA
GCGCGCCTCA
ACTCGCCTTA
ACTCGCCTTA
ACTCGCCTTA
ACTCGCCTTA
ACGTGCCTTG
ACGTGCCTTG
ACGTGCCTTG
ACGTGCCTTG
GCGCGCCTCA
ACGCGCCTCA
ACGTGCCTTG
ACGCGCCTCG
ACGTGCCTTG
AGGGCCCCGA
CAGGCCCTGA
CAGGCCCTTA
ACTCGCCTCA
TGGGGCACTG
TAGGCCCTCA
TAGGCCCTCA
CGGGCGCeea
GCGTGCCTCG
ACTCGTTCTA
GCGGGCCTTA
ACGTGCCCGA
-——-GCCCTGA
-——-GCCCTGA
GGCCCGCCCG

AAGGCAGCGG
AGAGAAACGG
AAGTTAGTGG
AAGTTAGTGG
AATAGATCGG
AAGTTAGTGG
AAGTTAGTGG
AAGTTAGTGG
AAGTCAGTGG
AATACAACGG
AAACCAGTGG
AATCTAGTGG
AATCTAGTGG
AAACCAGTGG
AATCTAGTGG
AATTTAATGG
AATCTAGTGG
AAACAATTGG
AAGACCTCGG
AAGACCTCGG
AAACGATTGG
AAACGATTGG
AAACGATTGG
AAAACATTGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGACCTCGG
AAGCGAGTGG
AATCCAGTGG
AAAACAGTGG
AAATTATTGG
CGGGCCACAG
AAGGTAGTGG
AAGGTAGTGG
AATGCAGAGG
AAGACCTCGG
AAAATATTGG
AAGCCATAGG
AAATCAGTGG
AATCTAGTGG
AATTTAGTGG
AAATGCATCG

CGGCACCGCG
CGGCACC--G
CGGAGTCG-G
CGGAGTCGGT
CGGAGTCGTG
CGGAGGCCGG
CAGAGTCGGC
CGGAGTTGGT
CGGAGCCG-G
CGGATCTGTG
CGGAGTCC-T
CGAGCTCGCT
CGAGCTCGCT
CGGGCTCG--
CGAGCTCGCC
CGGGCTCGCT
CGAGCTCGCT
CAGCCGGCCT
CGGTGGCGT-
CGGTGGCTG-
CAGCCGGCCT
CAGCCGGCCT
CAGCCGGCCT
CAGCCGGCCT
CGACGGCGT-
CGACGGCGT-
CGACGGCGT-
CGACGGCGT-
CGGTGGCGT-
CGGTGGCTG-
CGACGGCGT-
CGACGGCGT-
CGACGGCGT-
CGGGCCCGGC
CGGGTTCG--
CGGGCTCG--
CGGCCGGTAC
CGCCCGCAGG
CGGACCCTCC
CGGACCCTCC
CGGACGCACC
CGGGGTTTC-
CAGC-GGCTT
CGGCGGTGC—
CGTCGCCGC—
CGAGCTCGCC
CGGGCTCGCT
GCGAGGCACC

TCCGGTCCTC
TCCGGTCCTC
TTCACACTCT
TCA-CACTCT
GCGACCCTC-
CTCATGCTCC
TCA-AGCTCT
TCA-CACTCT
TTCGCACTCC
GTA-TCCTCT
CTG-TGCTCT
AGGACC--CC
AGGACC--CC
CTGTCCACAC
AGGACT--CC
AAGACT--CT
AGGACC--CC
ACTGGTTTCG
CTTG--CCTC
TCTTG-CCTC
ACTGGTTTCG
ACTGGTTTCG
ACTGGTTTCG
ACTGGTTTCG
CCTAG-CCTC
CCTAG-CCTC
CCTAG-CCTC
CCTAG-CCTC
CTTG--CCTC
TTCAGCCCTC
CCTAG-CCTC
CTTAG-CCTC
CCTAG-CCTC
TGGTTGGCTC
CTGTC-ACCC
CTGTC-ACAC
ATTGGCTTCG
CCCTTAAATG
CGGAGCCTCC
CGGAGCCTCC
CGAGCccecee
TCCAA-CTTC
GCTGGCCTCT
CCCTG-CTTT
-CTGA-CTTC
AGGACC--CC
AAGACT--CT
GACCCCCGGC

G--AGCGTAT
G--AGCGTAT
A--GACGTAG
A--GACGTAG
---AGCGTAG
A--GACGTAG
A--GACGTAG
A--GACGTAG
A--GACGTAG
G--AGCGTAG
G--AGCGTAG
G--AGCGTAG
G--AGCGTAG
CG-AGCGTAG
G--AGCGCAG
G--AGCGTAG
G--AGCGTAG
G--AGCGCAG
A--AGCGTAG
A--AGCGTAG
G--AGCGCAG
G--AGCGCAG
G--AGCGCAG
G--AGCGCAG
G--AGCGTAG
G--AGCGTAG
G--AGCGTAG
G--AGCGTAG
A--AGCGTAG
A--AGCGTAG
G--AGCGTAG
G--AGCGTAG
G--AGCGTAG
CG-AGCGCAG
CG-AGCGTAG
CG-AGCGTAG
A---GCGCAG
AA-GTGGCGG
TT-TGCGTAG
TT-TGCGTAG
A---GCGCAG
G--GGCGTAG
T---GCGCAG
A--AGCGTAG
A--AGCGCAG
G--AGCGCAG
G--AGCGTAG
GT-GTTAGAA
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G----GTGTT
G----GTGTT
GT---AGGCT
GCTTAAGGCT

el
TAGTAAA---
TAATTCTT--
TAGTAAA---
TAGTAAA---
TAGCTTTTG-
TAATTCTT--
TAGTAAA---
GGGGC--TT-
GGGGC--TT-
GGGGC--TT-
GGGGC--TC-
GGGGC--TT-
GGGGC--TT-
GGGGC--TT-
GGGGC--TT-
GGGGC--TT-
GGGGC--TC-
TAGATT----

TAATTCTT--
TAATGTAT--
TAATTTT---
TAATTTTT--
TAGCTT-T--
TAAATTAT--
TAATTCTC--
TAGTTAT---
TAGTTAT---

TAGTGTA---
TAGTTTTTA-
TAGTTAT---

TAGA--AAA-
TAGA--ATA-
CACATA-——-
CACATA-——-

CACATT---—-
TAGTA-AAA-
TAGTA-AAA-

GGG-GATCTG
GGGCGTCTGT -CCCGCCGTT
TGGACTTGGA GGCT--TGTC GGCC-GTTCT
GGAACTTGGA GGCTCTTGTC GGCTTGCTTT

610

N

---ACCCTCG
---TATCTCG
---ACCCTCG
---ACACTCG
--AAACCTCG
---TATCTCG
---ACCCTCG
-CGTCACCCG
-CGTCACCCG
-CGTCACCCG
-TGTCACCCG
-CGTCACCCG
-TGTCACCCG
-CGTCACCCG
-CGTCACCCG
-CGTCACCCG
-TGTCACCCG
----TTATCT
---CTCGCTT
---TTTATCT
----ATCTCG
---TATCTCG
---TACACGT
---T-TCTCG
---TATCTCG
---ATC-TCG
---ATC-TCG
---AACCTCG
---AACCTCG
--TCACCTCG
---ATC-TCG

-TATCT--CG
-TATCT--CG

620

el
C--AACTGGT
C---TTTTGT
C--AACTGGT
C--AACAGGA
C---ACCGGA
C---TTT-GT
C--AACTGGT
CTCTAGTAGG
CTC-GTTAGG
CTC-GTTAGG
CTC-TATGGG
CTT-TGTAGG
CTCCCGTAGG
CTCTAGTAGG
CTCTAGTAGG
CTC-GTTAGG
CTC-TATGGG
C---GCCTAT
T---AGGTGT
C---GCCTGT
G---CTAT--
C---CTATC-
C---GCCTGT
C---TTTTGT
C---TTGTAT
T---TCTGGA
T---TCTGGA
CTATG----G
C---TTTGGA
C---TTTGGA
T---TCTGGA
CGCTTGCAAC
CTTTGGAGGA
CTTCGGAGCG
CGCTTTGTAT
CACTCTGTAT
CGCTTGCAAC
CGCTCTTGTC
CTTTGGAGTG
CTTTGGAGTG

630

Sl

ACGCGGCGCG
CAGGTGCTGC
ACGCGGCGCG
GCCCGGCGCG
GCGC---GGC
TAGGTGCTGC
ACGCGGCGCG
CCCGGC---C
CCCGGC---C
CCCGGC---C
CCCGGC---C
CCCGGC---C
TCCAGC---T
CCCGGC---C
CCCGGC---C
CCCGGC---C
CCCGGC---C
CAGTTGGACC

640

TCGCGCGCGG ACTCGCCTCA AAGTCATTGG CGGCGGTCGT GCCGGCCCCC T--CGCGCAG
TG----GTCG GCTCCTCTTA AATGCATTAG CTTGGTTCCT TGCGGATC-G GCTCTCGGTG
CGTCAAGTCG GCCCCTCTAA AATGCATAAC CTTGGTTCTT TGCGGATCCG GCTAACGGGG

Sl

G--CCA-AGC
C-CCcccaGC
G--CCA-AGC
GT-CCACTGC
TCGGCCACGC
C-CCcCceaGe
G--CCA-AGC
GGC-GCCAGC
GGC-GCCAGC
GGC-GCCAGC
GGG-GCTTGC
GGC-GCTTGC
GGCAGCTAGC
GGC-GCCAGC
GGC-GCCAGC
GGC-GCCAGC
GGG-GCTTGC
GGTCCCTTGC

650

el

CGTTAAACCC
CGTAAAAC-C
CGTTAAACCC
CGTAAAACCC
CGTTAAACCC
CGTTAAAC-C
CGTTAAACCC
CG-AC--CCC

CGACC--CCC
CTCGA--CCC
CGACA--ACC
CTCGC--AAC
CG-AC--CCC
CG-AC--CCC
CGACC--CCC
CTCGA--CCC
CGTAAAAC--

CG---GCGCT
AGC-TGTGCC
-AGATGAGAC
-AGTTGGACC
AGCGCGGGCC
TAGGTGCTGC
-GAACGCAGT
AGGCCCTGGC
AGGCCCTGGC
A-GTGGCGCG
TCGTACTGGC
AGGATTAGCG
AGGCCCTGGC
CAGCAAAAGA
CGGGACGACC
CAGGGCGT-C
CAGGAGAAAA
CAGGAGAAAA
TAGCTAAAGA
CAGCC---GC
CTGGGCGA-C
CTGGGCGA-C

GGCGTTTAGC
GGTCCCCTGC
GGCTTCTCGC
GATCCCCTGC
GGTCCCCTGC
AGCTCCCAGC
GGTCGACGGC
GGTGCCCTGC
GGTGCCCTGC
GGCGCC-TGC
GCGGCCCTGC
GTGCTCTTGC
GGTGCCCTGC
GGTTGGCGAT
GCTCGCCGGA
GCCCGCCGGA
GGACGGTAAT
GGACGGTAAT
GGCCAGCAAT
GGTCGCGCGT
GGCCGCCGGA
GGCCGCCGGA

CGTTAAAC-C
CGTAAAACAC
CATAAAAC-C
CGTAAAAC-C
CGTAAAACAC
CGCTAA---—
CATAAACC-G
CGTTAAACCC
CGTTAAACCC
CGTAAAACCC
CGTAAAACCC
CGTAAAACC-
CGTTAAACCC
CCATCAAGTC
CGAAC---CT
CGAAC---CT
CCATCAAGAC
CCATCAAGAC
CCATCAAGAC
CCATGAAGCC
CAATC-GACC
CAATC-GACC

660

CCAA--CT--
CCCCAATT--
CCAA--CT--
CCCAACTT--
C-AA-CTT--
CCCAA-TT--
CCAA--CT--
CAACCTTTAA

TATTT--TTT
CAATCTTT--
CAACCTTTAA
CAACCTTTAA
CCCTCAATCT

CCCTATTC--
CCCTATTT--
CCCCTATA--
CCCCAACT--
CCCAATTT--
-CCCA-TT--
CGCCTCTC--
CCAA-CTT--
CCAA-CTT--
CCAATTT---
CCAA-CTT--
CCAA-CTT--
TAC----T--
T-TGAATTCA
TCTGAACT--
TCT-AC-A--
TCTTACGA--

TTCGGTCTAT
TTCGGTCTAT

670

el
-TCTGAATGT
-TTTTCTGGT
-TCTGAATGT
-TTTATA---
-CTGAAA---
-TTTTCTGGT
-TCTGAATGT
TATCTCAGGT
TAAC-CAGGT
CTTCTCAGAT
CATC-CAGGT
TAAC-CAGGT
TATCTCAGGT
TATCTCAGGT
TAAC-CAGG-
CTTCTCAGAT
-TTTAAAGGT
-TTTTAGTCT
-TTTAAAGGT
-TCTAAAGGT
-TCTCAAGGT
-TTATAGG-T
-TTCTGTGGC
-CCCCTCCAG
-CTGAAAATT
-CTGAAAATT
-—TACAAGGT
-CTGAAAATT
-CTGAAAATT
TTCTCACTTT
TTTCCTAGGT
TTCTCAAGGT
TTTTAACTTT
TTTTAACTTT
TTCTCACTTT
TTTCCAAGGT
TTTCCAAGGT

690

TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--TTC-
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
CAGC--TCGA
GGAT--TGGG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC----—--
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
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Al

N24

M41
Metarhizium_anisopliae AY75551
Hypomyces_microspermus_AY34480
Fusarium_sp_AJ222809

Pythium ultimum AF452163

a3 _ _

A67
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Hamigera avellanea AB176604
Eurotium rubrum AY373891
Penicillium_citrinum_ AY373904
Aschersonia_s_AY225333
Penicillium paxilli AY787847
Aspergillus aculeatus AJ280004
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TAGTA-AAA- -TATCT--CG CTTTGGAGTG
TAGTA-AAA- -TATCT--CG CTTTGGAGTG
TAGAACATA- -CATCT--CG CTTCGGAGCG
TAGA--ATA- -CACCT--CG CTTTGGAGTG
TAGTA-AAA- -TATCT--CG CTTTGGAGTG
TAGTA---A- -CATCT--CG CTTTGGAGTG
TAGTA-AAA- -TATCT--CG CTTTGGAGTG
TACCGA-ACG CAAGTTCTCC CCTCGCCCGG

TAGCAA---- ---TATCTCG CTCAG----G
TAATA----- ---CATCTCG CTTTG----G
CAGAA--——-= —————————— —-ACGCGAACT
TCCCGCCGCG GCGCCCCCTG CGTAGTAGTA
TAACATTT-- ---CGTCTCG C---ACTGG-
TAACTTTA-- ---CGTCTCG C---ACTGG-
TACAACT--- ---GTCTTCG CT-GACGGCG
TAGAG-TTA- -AATCGAACG TCTTATAA-G
TAC--=-—-——= —————— TTTG CGCTCCTTGA
TAAAA-CAA- -TCTTT--CG CTTAGAAGCA
TAATT-CT-- ---TCT--CG CTTTGGAA-G
TAGTTAA--- ---ACCCTCG C---TTTGGA
TAGTTTTTA- --TCACCTCG C---TTTGGA

TTTCTTTAAC GTCGAGAGCA CCGGTGAACC
CGCTTCTCGG
TGATAAT--- GTCTACGCCG CGACCGT-GA
TGAAAATT-- GTCTACCCCG CGCCCGTTGA

GATCAGGTAG GA-ATACCCG CTGAACTTAA

GATCAGGTAG GA-ATACCCG CTGAACTTAA
GATCAGGTAG GA-ATACCCG CTGAACTTAA
GATCAGGTAG GG-ATACCCG CTGAACTTAA
GATCAGGTAG GG-ATACCCG
GATCAGGTAG GG-ATACCCG
GATCAGGTAG GG-ATACCCG CTGAACTTAA
GATCAGGTAG GG-ATACCCG CTGAACTTAA
GATCAGGTAG GG-ATACCCG CTGAACTTAA
GATCAGGTAG GG-ATACCCG CTGAACTTAA
GATCAGGTAG GA-ATACCCG CTGAACT---

710 720 730

CTGGGCGA-C GGCCGCCGGA CAATC-GACC
CTGGGCGA-C GGCCGCCGGA CAATC-GACC
CAGGGCGT-C GCCCGCCGGA CGAAC---CT
GTTGGCGTGC GCCCGCCGGA CGAAC---CT
CTGGGCGA-C GGCCGCCGGA CAATC-GACC
CTAGGCGT-T GGCCGCCGGA CAATC-GACC
CTGGGCGA-C GGCCGCCGGA CAATC-GACC
ACGCCCCGCC GGCGCCCTGC CGTCAAAACG
GCGTGCTGCG GGCACC-GGC CGTTAAAAGC
ACGTGCAGCG GGTTCT-TGC CGTGAAACAC
CGGGCCCGTC GTATTGGCTC CCAGAAGCTA
AAGCACCTCG CATCGGGTCC CGGCGAAGAC
-GATCCGGAG GGACTCTTGC CGTAAAACCC
-GATCCGGAG GGACTCTTGC CGTAAAACCC
GACGGGAGCG GTACCACAGC CCCCCCAACC
CTTGGTGG-G ACTCCATTGC C-GTT-AAAC
-GGCACCGGC GTGCTTGCGT CCATCCAAGA
G-AGGTGT-T GCTTGCCGAA TAACCCGGGC
GAAGG-GT-C GGTCGACCGC CAGAC-AAAC
AGGCCCTGGC GGTGCCCTGC CGTTAAACCC
AGGATTAGCG GTGCTCTTGC CGTAAAACC-
TCCGCCCGTG AAACCTTTTT AATAAATTTC
AGGCCCGGCG GATCCGCGCT CCAGCAAGAC
AGCGTTT--- —--- GGCAAGC TTCTAACGGT
ACCGTTTTAA TGGGACTAGC TTCTAACCGT

GCA

GCA

GCA
GCA
GCA

GCA

TTCGGTCTAT T--------- TTTCCAAGGT
TTCGGTCTAT T--------- TTTCCAAGGT
TCTGAACT-- T---—-—--—-—- TTCTCAAGGT
TCTGAACT-- -- TTCTCAAGGT
TTCGGTCTAT T--------- TTTCCAAGGT
TTTGGTCTAT TA-------- CTTCCAAGGT
TTCGGTCTAT T--------- TTTCCAAGGT
CGCATGACGT GCAACTCTTT TTTACAAGGT
TGCCTTCTGG CAA------- CACCCAAGGT
CCCCCTT--- —-————————— —-— CTCAAGGT
TCT--—==== —————————— -TCACAATTT
CAGCCGTCGA AC--CTTTCT CTTGATGGTT
CCCAATTT-- - ————————— -TCCAAAGGT
CCCAATTT-- - ————————— -TCCAAAGGT
ACACTTCT-- --———-———-— -TTTGAACTT
CT---TTTAT T-------—- TT-CTA-GGT
TCA--———=== —————————— —-CCACCAGTT
TATGCCCCAC C-—-——-——- -TCTCAGG--
CC---ATTAT T----—---—- TTTCTATGGT
CCAA-CTT-- - ————————— -CTGAAAATT

-TCACGA-CT
CTCAGTTGGA GACAGC--TT TAT-GACCTC
CTCCTCGCGA GAAAGCA-TT CATCGAACTC

TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
-GAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
TGAC--C---
TGAC--CTCG
TGAC--CTCG
TGAC--CTCG
CCCG--CTGA
TGAC--CTCG
TGAC--CTCA
TGAC--CTCA
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GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
AATCGGTTCA
GATCAGGTAG
TAGTAGATA-
CACCTTTT--
GATCAGGTAG
GATCAGGTAG
GATCAGGTAG

GATCAGGTAG
GATCAGGTAG

GATCAGGTAG
GATCAAGTAG
GATCAGGTAG

GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
GATCAGGTAG

GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
GATCAGGTAG
GATCANGTAG
GATCAGGTAG

GATCAGG---
AATCAGGTAG
AATCAGGTAG

GA-ATACCCG CTGAACTTAA
GA-ATACCCG CTGAACTTAA
GA-ATACCCG CTGAACTTAA
GACAAACTCG CTAAATTGAA
GA-ATACC-= ——===—===—=

GA-ATACCCG CTGAACTTAA
GA-ATACCCG CTGAACTTAA
GA-ATACCCG CTGAACTTAA

GA-ATACCCG CTGAACTTAA
GG-ATACCCG CTGAACTTAA
GGATACCCGC TGAACTTAAG
GG-ATACCCG CTGAACTTAA
GG-ATACCCG CTGAACTTAA

GG-ATACCCG CTGAACTTAA
GG-ATACCCG CTGAACTTAA
GG-ATACCCG CTGAACTTA-
GG-ATACCCG CTGAA-----

GG-ATACCCG CTGAACTT--
GA-CTACCCG —--——--——-———
GA-AGACCCG CTGAACTAA-
GA-ATACCCG CTGAACTTAA
GG-ATACCCG CTGAACTTAA
GG-ATACCCG CTGAACTTAA
GA-ATACCCG CTGAACTTAA
GA-ATACCCG CTGAACTTAA
GA-CTACCCG CTGAACTTAA

GA-CTACCCG CTGAACTTAA
GA-CWACCCG CTGAACTTAA

GCA
GCA
GCA
GCA
G-A
GCA
GCA
GCA

GCA
GCA

GCA
GCA
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