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AAGGCﬂCTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCATTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGATTCCCTAATGGCGGCAACATCAAGGGC

K A,L P T A A AV T NN P s CUL I A E AV L P EN AW Q K N G F P N G G N I K G
AAGGCTCTCCCCACTGCTGCAGCTGTGACCAACAATCCGTCTTGTCTCGTTGCCGAGGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGATTCCCTAATGGCGGCAACATCAAGGGC
K A,L p T A A AV TN NP S C L V A EA AV L P ENAWOQ KN G F P N G G N I K G
AAGGCTCTCCCCACAGCTGCAGCTGTGACCAACAATCCGTCTTGTCTCGTTGCCGAGGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGATTCCCTAATGGCGGCAACATCAAGGGC
K A,.L. P T A A AV T NN P S CL V A E AV L P ENA AW Q K N G F P N G G N I K G
AAGCCqCTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAATGCCTGGCAAAAGAACGGCTTCCCTAATGGCGGCAACATCAAGGGC
K p,L P T A A A V T N N P S C L VA E A V L P ENAWOQ KN G F P N G G N I K G

AAGCC%CTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGCTTCCCTAATGGCGGCAACATCAAGGGC
K p,L P T A A AV T NN P s C L V A E A V L P ENA AW Q K N G F P N G G N I K G
AAGGCqCTCCCCACAGCTGCAGCTGTGACCAACAACCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGCTTCCCTAATGGCGGCAACATCAAGGGC
K A, L. P T A A AV T N N P s C L V A E AV L P ENAW Q K N G F P N G G N I K G
GC%CTCCCCACAGCTGCAGCTGTGACCAACAACCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGCTTCCCTAATGGCGGCAACATCAAGGGC
AyL. P T A A AV T NN P S C L V A E AV L P EDNA AW Q K N G F P N G G N I K G
ICTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGCTTCCCTAATGGCGGCAACATCAAGGGC

L p T A A AV T NNP s C L V A E A V L P ENA AW Q K N G F P N G G N I K G
CC%CTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGCTTCCCTAATGGCGGCAACATCAAGGGC

PI L p T A A AV T NN©P S CL V AEAV L P ENA AWIOQI KNG F P N G G N I K G
AAGGCqCTCCCCACAGCTGCAGCTGTGACCAACAATCCGTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGATTCCCTAATGGCGGCAACATCAAGGGC
K AI L p T A A AV T NN P s C L VA E A V L P ENAWOQ K N G F P N G G N I K G
ACGGCTCTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCCGAGAACGCCTGGCAAAAGAACGGCTTCCCTAATGGTGGCAACATCCAGGGC
T AyL.. P T A A AV T NNUPSCLVAEWHAVL?PENHAWOQI KNG F?PNGGNTI QO G
AAGGCTCTCCCCACAGCTGCAGCTGTGACCAACAATCCCTCTTGTCTCGTTGCCGAAGCGGTCCTTCCAGAARACGCCTGGCAAAAGARCGGCTTCCCTAATGGCGGCAACATCAAGGGC
K A,L P T A A A V T NN P S C L VA E AV L P E N AW Q K N G F P N G G N I K G

130 140 150 160 170 180 190 200 210 220 230 240
e e e e I
AAGGTGGTAGCCAAGTCGGGCGATGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAALC

K vv A K S D G GV GGV Q F NV EV S L P E G G P F @ Y H I HA K P V P E N
AAGGTAGTTGCCAAGTCGGGCGATGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAAGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAAC
K vvAK S GGD GGV GGV QF NV EV S GG L P E G G P F T Y H I HAIK P V P E N
AAGGTGGTAGCCAAGTCGGGCGATGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAGCCCGTCCCCGAGAALC
K vv A K S G D G GV GV QF NV EV S GG L P E G G P F T Y HTI HAI K P V P E N
AAGGTGGTAGCCAAGTCGGGCGAGGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAAC
K vv A K S G E GGGV GV QF NV EV S GG L P E G G P F T Y H I HAI K P V P E N
AAGGTGGTAGCCAAGTCGGGCGAGGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAALC
K vv A K S G E GGGV GV QF NV E VS GG L P E G G P F 'Y H I H A K P V P E N
AAGGTGGTAGCCGAGTCGGGCGACGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAGCCCGTCCCCGAGAAC
K vv AE S GD GGV GV Q F NV EV S GGL P E G G P F T Y H I HAI K P V P E N
AAGGTGGTAGCCAAGTCGGGCGACGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAGCCCGTCCCCGAGAALC
K vwv A K s G D GGGV GV QF NV E VS G L P E GG P F 'Y H I H A K P V P E N
AAGGTGGTAGCCAAGTCGGGCGACGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAAC
K vvAZK S GGD G GV GV QF NV EV S GGL P E G G P F T Y H I HAI K P V P E N
AAGGTGGTAGCCAAGTCGGGCGACGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAAC
K vv A K S G D GGGV GV QF NV EV S GG L P E G G P F I Y H I H A K P V P E N
AAGGTGGTAGCCAAGTCGGGCGATGGCGGTGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAACCCGTCCCCGAGAAC
K vvAZK S GGD GGV GV QF NV EV S GG L P E G G P F IIT Y H I HA K P V P E N
AAGGTAGTAGCCAAGTCGGGCGATGGCGGCGTTGGAGTGCAGTTCAATGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCARAACCCGTCCCCGAGAAC
K vwv A K S D GGV GV QF NV E VS GG L P E G G P F I Y H I H A K P V P E N
AAGGTGGTAGCCAAGTCGGGCGACGGCGGTGTTGGAGTGCAGTTCAACGTTGAAGTGAGCGGCCTGCCTGAGGGTGGCCCTTTCACTTACCACATTCACGCCAAGCCCGTCCCCGAGAAC
K vv AK S G D GGGV GV QF NV EV S G L P E G G P F II Y H I HA K P V P E N
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D e T T T T I I
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGCCTGCGACAAGAGCAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGCACGGCGCT
G N C T AT G A H F D P T ER G E D P ACDI K S K P ETC QI G DL A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGATCCCGCCTGCGACAAGAGCAAGCCCGAGACGTGCCAGATCGGTGATCTGGCCGGCAAGCACGGCGCT
G N CTAT G A H ¥ DPTEWRGEDPACDI K SsSs K P ETCOQOQTI G D L A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGCCTGCGACAAGAGCAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGCACGGCGCT
G N C T AT G A H F D P T ER G E D P ACDI K S K P E T C QI G DL A G K H G A
GGCAACTGCACGGCAACCGGCGCTCATTTTGACCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGCAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGTACGGCGCT
G N C T A T G A H F D P TER G E D P V C D K S K P E T CQ I G DL A G K Y G A
GGCAACTGCACGGCAACCGGCGCTCATCTTGACCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGCAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGTACGGCGCT
G N C T AT G A H L D P T ER G E D P V C D K S K P E T C QI G DL A G K Y G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGCAAGCCCGAGACGTGCCAAATCGGCGATCTGGCCGGAAAGCACGGCGCT
G N C T A T G A H F D P T ER G E D PV C D K S K P E T C QI G DL A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGCCTGCGACAAGAGTAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGCACGGCGCT
G N C T AT G A H F D P T ER G E D P ACDI K S K P E T C QI G DL A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGTAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGCACGGCGCT
G N C T AT G A H ¥ DPTEWRGED PV CDK S K P E T C QI G DL A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGATCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGTAAGCCCGAGACGTGCCAGATCGGCGATCTGGCTGGCAAGCACGGCGCT
G N C T AT G A H F D P T ER G E D P V C D K S K P E T C Q I G DL A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGCCTGCGACAAGAGCAAGCCCGAGACGTGCCAGATCGGCGATCTGGCCGGCAAGCACGGCGCT

G N C T A T G A H F D P T ER G E D P ACDI K S K P ETCOQ I G DL A G K H G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGTAAGCCCGAGACGTGCCAGATCGGCGATCTTGCCGGCAAGTACGGCGCT
G N C T A T G A H F D P T ER G E D P V C D K S K P E T C O I G DL A G K Y G A
GGCAACTGCACAGCAACCGGCGCTCACTTTGACCCTACTGAGCGAGGCGAGGACCCCGTCTGCGACAAGAGTAAGCCCGAGACGTGCCAGATCGGCGATCTGGCTGGCAAGCACGGCGCT
G N C T A T G A H F D P T E R G E D P V C D K S K P E T C QI G DL A G K H G A

370 380 390 400 410 420 430 440 450 460 470 480

PSR I o A T O A T o Y T O A T J R e I
ATTCCTGCGGGCAACACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCAGACGCCTACTTCCTCGACCGCAGTATCGTTTTCCATTTCCCCAACAAGACG
I p A G N T T F S A S Y V D K Y A S L V E G S DAY F L DR S I V F HF P N K T
ATTCCTGCGGGTAATACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACGCCTACTTCCTCGACCGCAGTATCGTGTTCCATTTCCCCAACAAGACG
I p A G N T T F S A S Y VD K Y A S L V EG S DAY F L DR S I V F HF P N K T
ATTCCTGCGGGCAACACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGATGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A G N T T F S A S Y V D K Y A S L V E G S DAY F L DR s I V F HF P N K T
ATTCCTGCGGGCAATACCACCTTCAGCGCCAATTACGTTGACAAGTACACCTCGCTCGTTGAGGGTACGAGCGCCTATTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A G N T T F S AN Y V D K Yy T S L V E G T S AY F L DR S I V F HF P N K T
ATTCCTGCGGGCAATACCACCTTCAGCGCCAATTACGTTGACAAGTACACCTCGCTCGTTGAGGGTACGAGCGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A G N T T F S A N Y V D K Yy T S L V E G T S A Y F L DR S I V F HF P N K T
ATTCCTGCGGACAATACCACCTTCAGTGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A DN T T F S A S Y V D K Y A S L V E G S DAY F L DR s I V F H F P N K T
ATTCCTGCGGACAATACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A DNT T F S A S Y V D K Y A S L V EG S DAY F L DR S I V F HF P N K T
ATTCCTGCGGGCAATACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCACTCGTTGAGGGTTCGGATGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG

I p A G N T T F S A S Y V D K Y A S L V E G S DAY F L DR s I V F H F P N K T
ATTCCTGCGGACAATACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A DNT T F S A S Y V D K Y A S LV EG S DAY F L DR S I V F HUF P N K T

ATTCCTGCGGGCAACACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A G N T T F S A S Y VD K Y A S L V E G S DAY F L DR s I V F HF P N K T
ATTCCTGCGGACAATACCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACACCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A DNT T F S A S Y VvV D K Y A S LV E G S DT Y F L DR s I V F HUF P N K T
ATTCCTGCGGACAATATCACCTTCAGCGCCAGTTACGTTGACAAGTACGCCTCGCTCGTTGAGGGTTCGGACGCCTACTTCCTCGACCGCAGCATCGTGTTCCATTTCCCCAACAAGACG
I p A DNTI T F S A S Y V D K Y A S L V E G S DAY F L DR s I V F HF P N K T
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N_crassa AGGATCACCTGCGCCAACTTCAAGATCACCGAGCCGEGCTTGHGGECTIICTACCACTGGCGTTGCTGCCCCTACCGGATCTACCACCGGAGGCGCGCCCTCACCG
R I T ¢ A N F K I T E|P|A Cc|lG]la|lS T TG V A A P T G S T T G G A P S P
N c B 8772 AGGATCACCTGCGCCAACTTCAAGATCACCGAFCCHGCTTGUGGTGCTITCTACCACTGGCGTTGCCGCCCCTACCGGATCTACCACCGGAGGCGCGCCCTCACCG
R I T ¢ A N F K I T E|P|]A Cc|lGclar|ls T T G V A A P T G S T T G G A P S P
N c C 8863 AGGATCACCTGCGCCAACTTCAAGATCACCGAACAGGCTTGUAGTGGTITCTACCACTGGCGTTGCTGCCCCTACCGGATCTACC
R I T C A NTF XK I TE|QIAC|S)e|s T T G Vv A A P T G S_T
N dis 8780 AGGATCACTTGTGCCAACTTCAAGATCACCGAGCAGGCTTGUGACRATICCTACCGCGAGCGTT GCCCCCACCGGAACTIACCACTGGAGGCGCGCCCTCACCG
R I T C A N ¥ K I T E|Qo|A c|D|ln|frp 7 A 5 V AP T G T,T T G G A P S P
N_dis_8827 AGGATCACTTGTGCCAACTTCAAGATCACCGAFCAFGCTTGUGAAATICCTACCGCGAGCGTT GCCCCCACCGGAAC&ACCACTGGAGGCGCGCCC
R I T C A N F K I T E|fo|la c|{pn|lPp T A 5 V A P T G T}T T G G A P
N i A 8901 AGGATCACCTGCGCCAACTTCAAGATCACCGAGCAGGCTTGOAGTISGTIICTACCACTGGCGTTGCTGCCCCTACCGGATCTACCACCGGAGGCGLGGLC
R I T ¢ A N F K I T E|Q|A Cc|s])G|ls T T 6 VvV A A P T G S T T G G A A
N i B 8768 AGGATCACCTGCGCCAACTTCAAGATCACCGAFCAFGCTTGUAGTGGTITCTACCACTGGCGTTGCTGCCCCTACCGGATCTACCACCGGAGGCGCGGCCTCACCG
R I T ¢ A N F K I T E|0o]ar ¢c|{s]c|ls T T 6 VvV A A P T G S. T T G G A A S P
N his 8815 AGGATCACCTGCGCCAACTTCAAGATCACCGAGCCGGCTTGCAGTGGTTCTACCACTGGCGTTGCTGCCCCTACCGGATCﬂACCACCGGAGGCGCGCCCTCACCG
R I T c A N F K I 17 E|P|2A Cc|s]ec|fs 7 T ¢ vaarp TG sSsjyT T G G A P S P
N met 8853 AGGATCACCTGCGCCAACTTCAAGATCACCGAGCCHGCTTGHGGGCTIICTACCACTGGCGTTGCTGCCCCTACCGGATCTACCACC
R I T ¢C A N F K I T E|P|2 clclals 7 T 6 v oA A P T G S T T
N per 8835 AGGATCACCTGCGCCAACTTCAAGATCACCGAFCCHGCTTGUGGGCTITCTACCACTGGCGTTGCTGCCCCTACCGGATCTACC
R I T ¢C A N F K I T E|P|l2A c|lcyarls T T G Vv A A P T G S T
N sit 0412 AGGATCACCTGCGCCAACTTCACGATCACCGAGCCHGCTTGUAGTIGGTIICTACCACTGGCGTTGCTGCCCCTACCGGATCTACCACCGGAGCCGCGTCCTCA
R I T ¢ A N F T I T E|P|lA C|]s]lG|ls T TG v A A P T G S T T G A A S S
N tetraspe AGGATCACCTGCGCCAACTTCAAGATCACCGAFCCHGCTTGUGGGCTITCTACCACTGGCGTTGCTGCCCCTACCGGATCTACCACCGGAGGCGCGCCCTCACCG
R I T ¢C A N F K I T E|fP|]A c|lGclarls T T G V A A P T G S T T G G A P S P
T the sequence has been cut due to
1 length differences between taxa

Gene: NCU03013

Compared to the annotated sequence for N. crassa, the alignment is missing the first 20 codons and the last 35 codons.
The sequence N_crassa is the annotated gene sequence for NCU03013.

The sequence N_tetraspe is the gene sequence from the N. tetrasperma genome sequence.
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N_crassa

N c B 8772
N_c C_8858
N_dis_8780
N_dis_8827
N_his_8815
N_i A 8901
N_i B 8768
N_met_8853
N _per 8835
N_sit 0412
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T e T T T I R R
AGGCATGCCGCCCTCGATGCTCTCATGGGTGGTCCAACAGGCTGGAAGGAGGCCGATCGACTGAGAATCATGGAGGAGAACCGAAGGAGGAGTATCATGACAGCAAACGGCATGGGTATG
R H A AL DALMGSGU®P TG W KEADI RILIRTIMEENIRIRI RS I MTANGMMG M

AGGCATGCCGCCCTCGATGCTCTCATGGGTGGTCCAACGGGCTGGAAGGAGGCCGATCGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGTCATGACAGCAAACGGCATGGGTATG
R H A AL DALMSGSGU®P TG W KEADI RILIRTIMEENWIRIRI RS VM TANGMG M
GAGGCCGATCGACTCAGGATCATGGAGGAGAACCGAAGGAGGGGTACCATGACAGCAAATGGCATGGGCATG

E A DU RLRIMEENIRIRIRGTMT AN G M G M
GCTCTAATGGGTGGTCCGACGGGCTGGAAGGAGGCCGATCGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGCCATGACAGCAAATGGCATGGGCATG

AL M G G P T G W K E ADURULURIMEI EWNIRIRIRSAMTANGMMG M
AGGCATGCCGCCCTCGATGCTCTCATGGGTGGTCCAACGGGCTGGAAGGAGGCCGATCGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGTCATGACAGCAAACGGCATGGGTATG
R H A A L DAL MGG P TG WK EADIRILWRTIMEIENIRWRIRSV M T ANGMMG M

AGGCATGCCGCTCTCGATGCTCTCATGGGTGGTCCAACGGGCTGGAAGGAGGCCGATAGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGTCATGACGGCAAACGGCATGGGTATG
R H A A L DAL MGSG®P TG W KEADIRILIRTIMEENWI RIRI RS VM TANGMG M
AGGAGGAGTGTCATGACAGCAAACGGCATGGGTATG

R R S vM™M T A N G M G M
AGGCATGCCGCCCTCGATGCTCTCATGGGTGGTCCAACGGGCTGGAAGGAGGCCGATCGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGTCATGACAGCAAACGGCATGGGTATG
R H A AL DAILMSGSG?P T G WK EADWU RTILIRTIMEENIRIRI RS VM TANGMG M
AGGCATGCCGCCCTCGATGCTCTCATGGGTGGTCCAACGGGCTGGAAGGAGGCCGATCGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGTCATGACAGCAAACGGCATGGGTATG
R H A AL DAL MGG P T G WK EADWU RILIRTIMEENIRIRI RS VM TANGMG M
AGGCATGCCGCCCTCGATGCTCTCATGGGTGGTCCAACGGGCTGGAAGGAGGCCGATCGACTCAGAATCATGGAGGAGAACCGAAGGAGGAGTGTCATGACAGCAAACGGCATGGGTATG
R H A A L DAL MGG PTG W KEADI RILIRTIMEENWIRIRI RS VM TANGMMG M

130 140 150 160 170 180 190 200 210 220 230 240
D e e e S
CCGAGCGGACTTTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATACAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
p s 66 L s T PV HA GV F T RANS S L T HV S Y NNP S G Y A T P V P P I P R

CCGAGCGGACTGTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATACAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
p s 66 L s T pP V H A GV F T R AN S S L T H V S Y NN P S G Y A T P V P P I P R
CCGAGCGGAGTTTCAACTCCAGTCCACGCCGGTGTCTTTACCCGCGCCAACAGCAGCCTCACGCATGTTTCATTCAGCAACCCCAGCGGCTACGCAACACCCGTCCCTCCAATTCCCCGA
p s G v s TPV HAGV F T R ANS S L T HV S F S N P S G Y A T P V P P I P R
CCGAGCGGACTTTCAACTCCAGTCCACGCCGGTGTCTTTACCCGCGCCAACAGCAGCCTCACACATGTTTCATTCAGCAACCCCAGCGGCTACGCAACACCCGTCCCTCCAATTCCCCGA
p s L s T P V H A GV F TRAN S S L T HV S F S N P S G Y A T P V P P I P R
CCGAGCGGACTCTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATACAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
p s L s T P V HA GV F TR ANS S L THV S Y NN P S G Y A T P V P P I P R

CCCGTCCCTCCGATTCCCCGA
p v P P I P R
CCGAGCGGACTCTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATTCAACAACCCCAGCGGCTCCGTCACACCCGTCCCTCCGATTCCCCGA
p s L s T P V HA GV F T R ANS S L THV S F NNP S G S V T P V P P I P R
CCGAGCGGACTGTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATACAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
P s L s T P V H A GV F T RANS S L T HV S Y NN P S G Y A T P V P P I P R
CCGAGCGGACTGTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATACAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
p s L s T P V HA GV F TRAN S S L T HV S Y NN?P S G Y A T P V P P I P R
CCGAGCGGACTGTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATCCAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
p s L s T P V H A GV F T RANS S L T HV S S NN P sS G Y A T P V P P I P R
CCGAGCGGACTCTCAACTCCAGTCCACGCCGGTGTCTTTACGCGCGCCAACAGCAGCCTCACGCACGTTTCATATAACAACCCCAGCGGCTACGCCACACCCGTCCCTCCAATTCCCCGA
p s L s T P V HA GV F T RANS S L T HV S Y NN?P S G Y A T P V P P I P R
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N_crassa
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250 260 270 280 290 300 310 320 330 340 350 360
T T I I
GCATACAGCTACCACGGCTCGGTCCCGGGGTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATCAAGGGAAAAGAAAAG

A 'Y S Y H G SV P GW S HHGGE VS YL s I DMAGA A AS S G T s I K G K E K
GGCTCGGTCCCGGGGTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCAATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATTAAGGGAAAAGAARAAG

G s v p G W S HH GG EV S Yy L s I DMAGA A A S S G T s I K G K E K
GCATACAGCTACCACGGCTCGGTCCCGGGGTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGCCAGCAGCGGAACATCGATAAAGGGAAAAGAAAAG

A Y S Y H G SV P G W S HHGGEV SsSs Yy L s I DMAGA AA AS S G T s I K G K E K
GCATACAGCTACCACGGCCCGGTCCCGGGGTGGAGCCATCATGGCGGTGAGATCAGCTATCTCTCAATCGACATGGCGGGAGCTGCCAGCAGTGGAACATCGATAAAGGGGAAAGAGAAA
ANY S Y H G PV P G W S HHGGE I s Yy L s I DMAGA A A S s G T S I K G K E K
GCATACAGCTACCACGGCCCGGTCCCGGGGTGGAGCCATCATGGCGGTGAGATCAGCTATCTCTCAATCGACATGGCGGGAGCCGCCAGCAGTGGAACATCGATAAAGGGGAAAGAGAAA

AY S Y H G PV P G W S HHGGE I $S YL s I DMAGA AA AS S G T s I K G K E K
GCATACAGCTACCACGGCTCGATCCCGGGATGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGACATGGCTGGAGCTGCCAGCAGTGGAACATCGATCAAGGGAAAAGAAAAG
A'Y S Y H G s I p G W S HHG G EV s Yy L s I DMAGA AW A S S G T s I K G K E K
GCATACAGCTACCACGGCTCAGTCCCGGGGTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCTATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATAAAGGGAAAAGAGAAG

A Y S Y H G s VvV P G W S HHGGE Vs Yy L s I DMAGA A A S S G T S I K G K E K
GCATACAGCTACCACGGCTCAGTCCCGGGGTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATAAAGGGAAAAGAGAAG
A 'Y S Y H G SsS VvV P G W S HHGGEV s Yy L s I DMAG A A S S G T s I K G K E K
GCATACAGCTACCACGGCTCGGTCCCGGGGTGGAGCTATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATAAAGGGAAAAGAAAAG
AY S Y H G s V P G W S Y H G G E Vs Yy L s I DMAGA A A S S G T S I K G K E K
GCATACAGCTACCACGGCTCGGTCCCGGGGTGGACCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGTCAGCAGTGGAACATCGATAAAGGGAAAAGAAAAG
AY S Y H G s V P G W T HHG G EV s Yy L s I DMAGA AV S s G T S I K G K E K
GCATACAGCTACCACGGCTCGGTTCCGGGTTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATAAAGGGAAAAGAARAAG
AY S Y H G s V&P G W S HHGGEVsS Yy L s I DMAGA AAS S G T s I K G K E K
GCATACAGCTACCACGGCTCGGTCCCGGGGTGGAGCCATCATGGCGGTGAAGTCAGCTATCTCTCGATCGATATGGCTGGAGCTGCCAGCAGTGGAACATCGATAAAGGGAAAAGAAAAG
A Y S Y H G sV P G W S HHGGE Vs Yy L s I DMAG A AS S G T S I K G K E K

370 380 390 400 410 420 430 440 450 460 470 480

P [P N [P N [P N P P e I F e e |
GAACTTCGGCGCCCCAGGCTCGAATCCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAGGGGGGATCTGGCTCAGCCCCTCGAACCAGGGAC
E L R R P R L E S GRAS W S s sS R L A AT G G R I HF E G G S GG s A P R T R D
GAACTTCGGCGCCCCAGGCTCGACTTCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAAGGGGGATCTGGCTCAGCCCCTCGAACCAGGGAC
E L R R P RL D F G RAS W S S S RLAATGGR I HF E GG S G S A P R T R D
GAACTTCGGCGTCCCAAGCTCGACTCCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTCGAAGGAGGATCGGGCTCTGCCCCTCGAACCAGGGAC

E L R R P KL DS GRAS W S s S R L AATG G R I HF EGG S G S A P R T R D
GAAATTCGGCGTCCCAGGCTCAACTCTGGCCGAGCCAGCTGGTCTTCAAGCAGGCTTTCAGCAGCTGGTGGACGATTTCACTATGAAGGAGTATCCGGCTCTGCCCTTCCAACCAGGGAC
E I R R P RL N S G RA S W S S S R L S A A G G R F HY E GV S G S A L P T R D

GAAATTCGGCGTCCCAGGCTCAACTCTGGCCGAGCCAGCTGGTCTTCAAGCAGGCTTTCAGCAGCTGGTGGACGATTTCACTATGAAGGAGTATCCGGCTCTGCCCTTAGAACCAGGGAC
E I R R P RL N S GRAS W S s S R L S A A G G R F HYEGV S G S A L R T R D
GAACTTCGGCGTCCCAAGCTCGACTCCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAAGGAGGATCTGGCTCTGCCCCTCGAACCAGGGAC
E L R R P KL DS GRAS W S S S R L AAT G G R I HF EGG S G S A P R T R D
GAACTTCGGCGTCCCAGGCTCGACTCCGGCCGTGCCAGCTGGTCGTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAAGGAGGATCTGGCTCTGCCCCTCGAACCAGGGAC
E L R R P RL DS GRAS W S s S R L A AT G G R I HUPF E G G S G S A P R T R D
GAACTTCGGCGTCCCAGGCTCGACTCCGGCCGAGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAAGGAGGATCTGGCTCTGCCCCTCGGACCAGAGAC
E L R R P RL DS GRAS W S SsSs S R L A AT G G R I HF EG G S G S A P R T R D
GAACTTCGGCGTCCCAGGCTCGACTCCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAAGGAGGATCTGGCTCTGCCCCTCGAACCAGGGAC
EL R R PRULD S G RAS W S s S R L AATG G R I HF E G G S G S A P R T R D
GAACTTCGGCGTCCCAAGCTCGACTCCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTCGAAGGAGGATCGGGCTCTGCCCCTCGAACCAGGGALC
EL R R P KL DS GRAS W S s S R L AAT G G R I HF EGG S G S A P R T R D
GAACTTCGGCGTCCCAAGCTCGACTCCGGCCATGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGGATTCACTTTGAAGGACGATCTGGCTCTGTCCCTCGAACCAGGGAC
EL R R P KL DS G HA S W S s S R L A A T G G R I HF E G R S G S V P R T R D
GAACTTCGGCGTCCCAAGCTCGACTCCGGCCGTGCCAGCTGGTCTTCAAGCAGGCTTGCAGCAACTGGTGGACGAATTCACTTTGAAGGAGGATCTGGCTCTGCCCCTCGAACCAGGGAC
EL R R P KL DS GRAS W S s S R L AAT G G R I HF EG G S G S A P R T R D
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490 500 510 520 530 540 550 560 570 580 590 600
T T T T T T T T T
GGCTCGAGTTCCCCCGTCCAGAGCTCAAGCAACTCCAGCAGCTCAGAAGACGATTTGGAGATCACTCCCGTAAAGAAATTTACCAGCGCGGTGACAACCTCAAGTCCACTCGCGGGAGTA

G s s s pPp VQs s s NS S S S EDDILE I TPV K KF T s AV T T s s P L A G V
GGCTCGAGTTCCCCCGTCCAGAGATCAAGCAACTCCAGCAGCTCAGAAGACGATTTGGAGATCACGCCTGTAAAGAAATTTACCAGCGCGGTGACAACCTCAAGTCCACTCGCGGGAGTA
G s s s p V QR S SN S S S s E D DL E I TPV K KF T S AV T T s S P L A G V
GGCTCGAATTCCCCCGTCCAGAGCTCCAGCAACTCCAGTAGCTCAGAAGACGATTTGGAGATCACGCCCGTGAGGAAATTTACCAGCGTAGTGACAACCTCAAGTCCACTCGCGGGAGTA
G s N s pVQsS S s NS s S s EDDULE I TPV REK ¥ T s Vv T T s S P L A G V
GGCTCGAGTTCCCCCGTCCAGAGCTCCAGCAACTCCAGCAGCTCGGAAGACGATTTGGAGATCAAGCCCGTGAAGAACTTTACCAGCGCCGTGACAATCTCCAGTCCTCTCGCAGAAGTA
G s s s p V Qs s s NS s S s E D DL E I K P V KN F T s AV T I s S P L A E V
GGCTCGAGTTCCCCCGTCCAGAGCTCCAGCAACTCCAGCAGCTCGGAAGACGATTTGGAGATCAAGCCCGTGAAGAACTTTACCAGCGCCGTGACAATCTCCAGTCCTCTCGCAGAAGTA
G s s s pVQs s s NS s s s EDDIL E I K PV KNF T s A V T I s s P L A E V
GGCTCGAATTCCCCCGTCCAGAGCTCCAGCAACTCCAGCAGCTCAGAAGACGATTTGGAGATCACGCCCGTGAGGAAATTTACCAGCGCAGTGACAACCTCAAGTCCGCTCGCGGGAGTA
G s N~n s p Vs S s NS s S s EDDULE I TPV R KUFPF T sSs AV T T s S P L A G V
GGCTCGAATTCCCCCGTCCAGAGCTCAAGCAACTCCACCAGCTCAGAAGATGATTTGGAGATCACGCCCGTGAGGAAATTTACCAGCGCGGTGACAACCTCAAGTCCGCTCGCGGGAGTA
G s N s p Vs s s \N S T S s E DDULE I TP VR KF T S AV T T S S P L A G V
GGCTCGAATTCCCCCGTCCAGAGCTCCAGCAACTCCAGCAGCTCAGAAGACGATTTGGAGATCACGCCCATGAGGAAATTTACCAGCGCGGTGACAACCTCAAGTCCGCTCGCGGGAGTA
G s N s pVQSsS s sS NS s S sS EDDULE I TPMWRI K F T S AV T T S S P L A G V
GGCTCGAATTCCCCCGTCCAGAGCTCCAGCAACTCCAGCAGCTCCGAAGACGATTTGGAGATCACGCCCGTGAGGAAATTTACCAGCGCGGTGACAACCTCAAGTCCGCTCGCGGGAGTC
G s N s p Vs Ss s NS S S s EDDULE I T©PVREKF T sSs AV T T S S P L A G V
GGCTCGAATTCCCCCGTCCAGAGCTCCAGCAACTCCAGTAGCTCAGAAGACGATTTGGAGATCACGCCCGTGAGGAAATTTACCAGCGTAGTGACAACCTCAAGTCCACTCGCGGGAGTA
G s N s PV QsS Ss sS NS s S s EDDULE I TPV REKF¥F T s Vv T T S S P L A G V
GGCTCAAAATCCCCCGTCCAGAGCTCCAGCAGCTCCAGCAGCTCAGAAGACGATTTGGAGATCACGCCCGTGGGGAAATTTACCAGCGCAGCGACAACCTCAAGTCCGCTCGCAGGAGTA
G s K s p Vs s s s s s s s EEDDULE I T©PV GGK F T S AAT T s S P L A G V
AGCTCGAATTCCCCCGTCCAGAGCTCCAGCAACTCCAGCAGCTCAGAAGACGATTTGGAGATCACGCCCGTGAGGAAATTTACCAGCGCAGTGACAACCTCAAGTCCGCTCGCGGGACTA
s s N~n s p V(s S s NS s S s EDDULE I T PV RK ¥ T s AV T T s S P L A G L

610 620 630 640 650 660 670 680 690 700 710 720

e e I [ O I [ O I .. .. e e I [P N
CCCAGCCGGCCGACAAGCGACGCCGACTCTGTTCACCGTCTTCATCCCGGTCATGCCCGAAAAGTGTCAAACTCATCATACAAACAAGCCGGACAGTCCTCATCGCCCAGTCAGTCATC
P s R P T s D A D S V HRLHU?P G HAWRI KV S N S S Y K QA G Q S s S P s Q s S

CCCAGCCGGCCGACAAGCGACGCCGACTCTGTTCACCGTCTTCATCCCGGTCATGCCCGAAAAGTGTCAAACTCA TACAAACAAGCCGGACAGTCCTCATCGCCCAGTCAGTCATCC

P s R pPp T s DA D S V HR L H P G HA R K V s N S Yy K 0 A G Q s s s P s Q s s
CCCAGTCGGCCGACAAGCGACACCGACTCTGTTCACCGTCTTCATCCC CGAAAAGTGTCAAACTCATCCTACAAACAAGCCGGACAGTCCTCATCGCCCAGTCAGTCATCC
P s R p T S D T D s V H R L H P R K v s N s S ¥ K Q A G @ s S s P s Q S s

TCGAGTCGGCCGACAAGCGATACCGACTCCGTTCACCGTCTTCATCCTGGTCATGCCCGAAATATGTCAAACTCATCAAACAAACAAGACGGACCATCCTCATCGCCCAGTCAGTTATTC
s s R P T S D T D s Vv H R L H P G H A RNMS N S S N K o D G P S s S P S Q L F
TCGAGTCGGCCGATAAGCGATACCGACTCCGTTCACCGTCTTCATCCTGGTCATGCCCGAAATATGTCAAACTCATCAAACAAACAAGACGGACCATCCTCATCGCCCAGTCAGTTATTC
s s R P I s D T D S V HR L HU?P G HAWRNMMSNS S N K QDG P S s S P S QO L F
CCCAGCCGGCGGGCAAGCGACACCGACTCTGTTCACCGTCTCCATCCCGGTCATGCCCGAAATGTGTCAAACTCATCATACAAACAAGCCGGACAATCCTCATCGCCCAGTCAGTCATCC
P S R R A S D T D s V H R L H P G HAIRNV S NS S Y K QA G Q S s S P S Q S S
CCCAGCCGGCCGACAAGCGACACCGACTCTGTTCACCGTCTTCATCCCGGCCATGCCCGAAATGTGTCAAACTCATCATACAAACAAGCCGGGCAATCCGCGTCGCCCAGTCAGTCATCC
P sS R P T s D T D s VvV HR L H P G HA RNV S N S S Y K QA G Q S A S P S Q S s
CCCAGTCGGCCGACAAGCGACACCGACTCTGTTCACCGTCTTCATCCCGGCCATGCCCGAAATGTGTCAAACTCATCATACAAACAAGCCGGACAATCCGCGTCGCCCAGTCAGTCATCC
p s rR p T S D T D s V HR L H P G H A RNV S N S S Y K QA G Q S A S P S Q S S
CCCAGCCGGCCGACAAGCGACACCGACTCTGTTCACCGTCTCCATCCCGGTCATGGCCGAAATGTATCAAACTCATCATACAAACAAGCCGGACAATCCGCGTCGCCCAGTCAGTCATCC

p s R p T s D T D S V H R L H P G H G RN VS N S S Y K QA G Q S A S P S QO S S
CCCAGTCGGCCGACAAGCGACACCGACTCTGTTCACCGTCTTCATCCCGGTCATGCCCGAAAAGTGTCAAACTCATCATACAAACAAGCCGGACAATCCTCATCGCCCAGTCAGTCATCC
p s rR p T S D T D s V HR L H P G H A R KV S N S S Y K QA G Q S S S P S Q S S8

CCCAGCCGGCGGACAAGCGACACCGACTCTGTTCACCGTTTCCATCCCGGTCATGCCCGAAATGTGTCAAACTCATCATACAAACAAGCCGGACAATCCTCATCGCCCAGTCAGTCATCC
P S R R T s D T D s V HR F H P G H A RNV S N S s ¥ K QA G Q S S S P S Q S s
CCCAGCCGGCGGACAAGCGACACCGACTCTGTTCACCGTCTCCATCCCGGTCATGCCCGAAATGTGTCAAACTCATCATACAAACAAGCCGGACATTCCTCATCGCCCAGTCAGTCATCC
P SsS R R T Ss D T D s VvV H R L H P G H A RNV S N S S ¥ K QA G H S S s P S Q S S8
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N_crassa
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730 740 750 760 770 780 790 800 810 820 830 840
e T T T
CCACAGAGTAGTCCGACCAAATTAGGAGGAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTTGGCGGAACCCTCGCT
P s s pp T K L G G666 L TS SsS sS A s L s A A G I pPp PV PAI P P MOQF G G T L A
CCAAAGAGTAGTCCGACCAAAGTAGGAGTAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCT
P XK s s p T KV G VL T S s S A S L S A A G I P PV P A I P P MOQF G G T L A
CCAAAGAGTAGTCCGACCAAAGTAGGAGGAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCT
P K s s pp T KV 6 G 6L T s s s A S L s A A G I p PV P A I P P M OQF G G T L A
TCGAAGAGTAGTCCGACTAAAGTAGGAGGGGGTTTAAGTAGCAGCAGCGCTTCACTGAGTGCCGCAGGCATCCCACCCGTTCCCGCAATCCCTCCCATG

s K s s p T KV 6 G 6L s s s S A S L s A A G I P P V P A I P P M
TCGAAGAGT
S K S
CCAAAGAGTAGTCCGACCAAAGTAGGAGGAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCT
P K s s p T KV 6 G 6 L T S s S A S L S A A G I P P VP AI P P MOQF G G T L A

CCAAAGAGTAGTCCGACCAAAGGAGGAGGAAGTTTAACCAGCAGTAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATG
P K s s Ppp T K G G G S L T s s s A S L S A A G I P P V P A I P P M
CCAAAGAGTAGTCCGACCAAAGGAGGAGGAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCATTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCT

P K s s pp T K G GGG GG L T s s s A S L s A A G I p P I P A I P P M OQ F G G T L A
CCAAAGAGTAGTCCGACCAAAGGAGGAGGAGGTTTAACCAGCAGTAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCT
P K s s Ppp T K G GGG G6GL T sSsS Ss s A S L S A A G I P P V P A I P P M OQF G G T L A
CCAAAGAGTAGTCCGACCAAAGTAGGAGGAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCT
P K s s p T K V G G 6 L T S s S A S L s A A G I P P VP A I P P M OQF G G T L A
CCAAAGAGTAGTCCGACCAAAGTAGGAGGAGGTTTAGCCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCC
P K s s pp T KV G666 L A S S S A S L S A A G I P P VP A I P P M OQF G G T L A
CCAAAGAGTAGTCCGACCAAAGTAGGAGGAGGTTTAACCAGCAGCAGCGCTTCACTGAGTGCCGCCGGCATCCCACCCGTTCCAGCAATCCCTCCCATGCAATTCGGCGGAACCCTCGCC
P K s s p T K V G 6 6L T S s S A S L S A A G I P P VP A I P P M OQF G G T L A

850 860 870 880 890 900 910 920 930 940 950 960

CTTCCCACAGCTCCCCCTTCGCACAAGJAGTTCGCACCCCATTGCACCGTCCGTAGTGGTAGAAGAAGATGGCCCAGACCTCTCAGAAGACAACAGCTTGCAAATCTCTGCCGGCACCGGC
L p T A P P S H K|S|s H P I A P S V V V E E D G P DL s E DN S L Q I S A G T G

CTTCCCACAGCTCCCCCTTCGCACAAGAGT[TCGCACCCCATTGCACCATCCGTGGTGGTAGAAGAGGATGGCCCAGACCTCTCAGAAGACAACAGCCTCCAATTCTCTGCCGGCACCGGC
L p T A P P S H K|S|{s #H P I A P S V V V E E D GG P DL S E DN S L Q F S A G T G

CTTCCCACAGCTCCCCCTTCGCACAAJAGTTCGCACCCCATTGCACCGTCCGTAGTGGTAGAAGAAGATGGCCTAGACCTCTCAGAAGACAACAGCTTCCAATTCTCTGCCGGCACCGGC
L p T A P P S H K|fS|S H P I A P S V V V E E D G L DL s E D N S F Q F S A G T G

CTTCCCACAGCTCCCCCTTCGCACAAGAGT[TCGCACCCCATTGCCCCGTCCGTGGTGGTAGAAGAAGATGGCCCAGACCTCTCAGAAGACAATAGCCTCCAATTCTCTGCCGGCACCGGC
L p T A P P S H K|S|S H P I A P S VVV EEDG?®PDUL S E DN S L Q F S A G T G

CTTCCCACAGCTCCCCCTTCGCACAAGAATITCGCACCCCATTGCACCGTCCGTGGTGGTAGAAGAAGATGGCCCAGACCTCTCAGAAGACAACAGCTTTCAATTCTCTGCCGGCACCGGL
L p T A P P S H KINfS B P I A P S V V V E E D G P DL s E D N S F Q F S A G T G
CTTCCCACAGCTCCCCCTTCGCACAAGAATITCGCACCCCATTGCACCGTCCGTGGTGGTAGAAGAAGATACCCCCGACCTCTCAGAAGACAACAGCTTTCAATCCTCCACCGGCACTGGC

L p T A P P S H K|N|]S H P I A P S V V V E E D TP D L S E DN S F Q S S T G T G
CTTCCCACAGCTCCCCCTTCGCACAAQJTGTTCACACCCCATTGCACCGTCCGTGGTGGTAGAAGAAGATGGCCTAGACCTCTCGGAAGACAACAGCTCCCAATTCTCTGCCGGCACCGGL
L p T A P P S H KIC|{Ss B P I A P S V V V E E D G L DL S E D N S S Q F S A G T G

CTTCCCACAGCTTCCTCTTCGCACAAJCATITCGCACCCCATCGCACCATCCGTGGTGGTAGAAGAAGATGGCCCAGACCTCTCAGAAGACAACAGCTTTCAATCCTCCACCGGCACCGGC
L p T A S S S H K|H|S H P I A P S V V V EE DG P DL S E DN S F Q s S T G T G
CTTCCCACAGCTTCCTCTTCGCACAAJAATITCGCACCCCATCGCACCATCCGTGGTGGTAGAAGAAGATGGCCCAGACTTCTCAGAAGACAACAGCTTTCAATCCTCCACCGGCACCGGC
L p T A S S S H K|IN|]S H P I A P S V vV V EED G P D F S EDNS F Q s S T G T G

M2a: *
Mm8: **
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N_crassa

N_c B 8772
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M2a: *
970 980 990 1000 1010 1020 1030 1040 Mms:* 1050 1060 1070 1080

e T e T e [ e e T I I
GCCGTTACTCTCCCCATTGGCACCGCCGTGTCAACGGTTCACACAGCAAACACTACé&CCGAGCTGGAACCGATGCAATCCAACGTCGTCTTTAACATCAGCGACAACAGTAAAACCCCG
AV T L P I G T A V S T V H T A N T T.lA E L E P M Q S N|V|fV F N I s D N S K T P
GCCGTTACTCCTCCCATTGGCACCGCCGTGTCAACGGTTTACACA
AV T p P I G T A V S T V Y T
GCCGTTACTCCCCCCATTGGCACCGCCGTCTCAACGGTTCACACAGCAAACACTACCGCCGAGCTGGAACCGATGCAATCCAAJATCGTCTCCAACATCAGCGACAACAGTAAAACCCCG
AV T p P I G T AV s TV H T AN T T AU E L E P M Q S N|JI|V S N I S D N S K T P

GCCGTTACTCCCCCCATTGGCACCGCTGTCTCAACGGTTCACACAGCAAGCACTACCGCCGAGCCGGAACCGATGCAATCCAACGTCIGTCTCCAACATCAGCGACAACAGTAAAACCCAA
AV T P P I G T AV S TV H T A S T TAE P EPMOQ S N|J]V|]V S N I S D N S K T Q

GCCGTTACTCCCCCCATTGGCACCGCCGTCTCAACGGTTCACACAGCAAACACTACCGCCGAGCTAGAACCGATCCAATCTAAQGTCGTCTCCAACATCAGCGACGACAGTAAAACCCCG
AV T P P I G T AV S TV H T AN T T_A E L E P I Q9 S N|JV|V s N I S D D S K T P
GCCGTTACTCCCCCCATTGGCACTGCCGTTTCAACGGCTTCCAAACCCAAC GCCGAGCTAGAACCGATGCAATCCAAJQGTCIGTCTCCAACATCAGCGACAACAGTAAAACCCCG
AV T p P I G T A V S T A S K P N lAA E L E P M Q S NJ]V|]V S N I S D N S K T P
GCCGTTACTCCCCCCATTGGCACCGCCGTCTCAACGGTTCACACAGCAAACACTACCGCCGAGCTGGAACCGATGCAATCCAACJATCGTCTCCAACATCAGCTACAACAGCAAAACCCCG
AV T p P I G T AV S T V HTADNT T AELE P M Q S N|JI|]V S N I S Y N S K T P
GCCGTTACTTCCCCCATTGGCACCGCCGTCTCAACGATTCACACAGCAAACACTACCGCCGAGCTGGAACCGATGCAATCCAACATCIGTCTCCAACATCAGCGACAACAGTAAAACCCCG
AV T s Pp I G T A V s T I H T A N T T A E L E P M Q S N|JI|V s N I s D N S K T P
GCCGTTACTTCCCCCATTGGCACCGCCGTCTCAACGGTTCACACAGCAAACACTACCGCCGAGCTGGAACCGATGCAATCCAAJATCGTCTCCAACATCAGCGACAACAGTAAAACCCCG
AV T s p I G T AV S TV HTANT T A EL E P M Q S N|J]I|J]V S N I S D N S K T P

1090

1110

1100 1120 1140 1160 1180 1190 1200
e [ B [ R [ B [ P N T I I
TACAGGACGTACTCCAGCCAAAAGGAACGATCGGCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGGCGCTTCCTCAGCACCAG

Yy R T ¥ s s 9 K E R S A V A V s A L p T S F D E A S L A I P Q Q L V A L P Q H 0

1130

1150

1170

TACAGGACGTACTCCAGCCAAAAGGAACGGTCGTCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGGCGCTTCCTCAGCACCAG
Yy R T ¥ S S 0 K E R S S V AV S A L P TS F DEAS L ATI P OQ QL V A L P QO H O

TACAGGACGTACTCCAGTCAAAAGGAACGGTCGGCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGGCGCTTCCTCAGCACCAG
Yy R T ¥ s s ¢ K E R S A V A V s A L p T S ¥ DEAS L A I P O O L V A L P QO H Q

TACAGGACGTACTCCAGCCAAAAGGAACGGTCGTCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGACGCTTCCTCAGCA@EAG
Yy R T Yy s s Q K ER S s VvV AV s AL P T S F DEH ASULATI P Q QL V T L P Q H!O
TACAGGACGTACTCCAGCCAAAAGGAACGGTCGTCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGACGCTTCCTCAGCACGCAG
Yy R T ¥ S s 9 K E R S S VA YV s A L P T S ¥ DE A S L A I P Q O L V T L P Q H.lQ
TACAGGACGTACTCCAGCCAAAAGGAACGATCGGCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGGCGCTTCCTCAGCAACAG
Yy R T v s s 9 K E R S A V AV S A L p T S ¥ DEA S L A I P Q O L V A L P QO Q O
TACAGGACGTGCTCCAGCCAAAAGGAACGGTCGTCCGTCGCTGTCAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGACGCCTCCTCAGCACCAG
Yy R T ¢ S s 9 K E R S S VAV s A L p T S F D E A S L A I P Q Q L VvV T P P Q H 0
TACAGGACGTACTCCAGCCAAAAGGAACGGTCGTCCGTCGCTGTTAGCGCTCTACCCACCTCGTTTGACGAAGCGAGCTTGGCGATTCCCCAGCAATTGGTGACGCTTCCGCAGCACCAG
Yy R T v s s 9 K E R S s VAV s A L p T S F D EA S L A I P Q O L V T L P QO H OQ

T the sequence has been cut due to

1
1 length differences between taxa



1210 1220
B T I
N_crassa ACAACTGGGAAGTTGGGGAAA
T T K L K
N c B 8772
N_c_C 8858 GCAACTGGGAAG
T K
N_dis_8780
N_dis_8827
N_his_8815 GCAACTGGGAAGTTGGGGAAA
A T K L K
N_i A 8901

N i B 8768 GCAACTGGGAAGTTGGGGAAA

AT K L K

N_met 8853 GCAACTGGGAAG
AT K

N per 8835 ACAAGTGGAAAG

- T S K

N_sit 0412 GCAACTGGGAAGTTGGGGAAA
AT K L K

N_tetraspe GCAACTGGGAAGTTGGGGAAA
AT K L K

Gene: NCU06387

Compared to the annotated sequence for N. crassa, the alignment is missing the first 37 codons and the last 36 codons.
The sequence N_crassa is the annotated gene sequence for NCU06387.

The sequence N_tetraspe is the gene sequence from the N. tetrasperma genome sequence.



Gene: NCU07311

N_crassa

N c C 8863
N c B 8772
N dis_EST
N_his_ 8815
N i A 8901
N i B 8768
N met 8853
N _per 8835
N sit 0412

N_tetraspe

N_crassa

N_c _C_8863
N c B 8772
N dis_EST
N_his_8815
N_ i A 8901
N_i B 8768
N_met_8853
N _per 8835
N_sit_0412

N_tetraspe

10 20 30 40 50 60 70 80 90 100 110 120
e e e T e T I
CCATTTCCATCATGGCTCCTTTACATTCGGATCGCCATCCTCGTGCTCTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCGGCTTATGGA
P ¥ P S w L L vy I R I A I L VL s L v L. L GV AA AW AV s MF A G G G s A A Y G
CCATTTCCCTCATGGATCCTTTACATTCGGATCGCCATCCTCGTGCTGTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCGGCTTATGGA
p ¥ P S w I L Yy I R I A I L VL SsS L VL L GV AAWA AV S M F A G G G S A A Y G
CCATTTCCATCATGGCTCCTTTACATTCGGATCGCCATCCTCGTGCTGTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCCGAGGAGGGTCTGCGGCTTATGGA
P ¥ P S WL L Yy I R I A I L VL s L VL L GV AA AW AV S M F A R G G s A A Y G
CCATTTCCATCATGGATCCTCTACATTCGGATTGCCATCCTCGTACTGTCACTCGTTCTTCTGGGTGTCGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCAGCTTATGGA
p ¢ P S w I L vy I R I A I L VL S L Vv L L GV A AW AV S M F A G G G S A A Y G
TCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCGGCTTATGGA
s L vL L GV A A WAV S M F A G G G S A A Y G
CCATTTCCATCATGGATCCTTTACATCCGGATCGCCATCCTTGTGCTGTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCAGCTTATGGA
p ¥ P S w I L Yy I R I A I L VL s L VL L GV AAWA AV S M F A G G G S A A Y G
CCATTTCCATCATGGATCCTTTACATCCGGATCGCCATCCTCGTGCTGTCACTTGCTCTTTTGGGGGTTGCGGCGTGGGCTGTCTCGATTATTGCCGGAGGA
p F P s w I L Yy I R I A I L VL s L A L L GV A A W A V s I I A G G
CCATTTCCATCATGGATTCTTTACATTCGGATCGCCATCCTCGTGCTGTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCAATGTTTGCCGGAGGAGGGTCTGCAGCTTATGGA
p P P S w I L vy I R I A I L VL S L VL L GV A AW AV S M F A G G G S A A Y G
CCATTTCCCTCATGGATCCTTTACATTCGGATCGCCACCCTCGTGCTGTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCGGCTTATGGA
p FF P s w I L vy I R I A T L VL S L VL L GV A A WAV S M F A G G G S A A Y G
ATTCGGATCGCCATCCTCGTGCTGTCACTGGTTCTTCTGGGGGTTGCGGCTTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCGGCTTATGGA
I R I A I L VL s L Vv L L GV A A WAV S M F A G G G S A A Y G
CCATTTCCATCATGGATTCTCTACATTCGGATCGCCATCCTCGTGCTGTCACTTGTTCTTCTGGGGGTTGCGGCGTGGGCTGTCTCGATGTTTGCCGGAGGAGGGTCTGCGGCTTATGGA
P ¥ P S w I L Yy I R I A I L VL s L v. L GV AA AW AV S M F A G G G s A A Y G

130 140 150 160 170 180 190 200 210 220 230 240
D e T e e e O T S T T s o e e e e P |
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGGCTCLAGTTTGGAGCGCCACACCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S G MM I F V)T I W S L V VY 6 6 S L G|L|]Q F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGGLCTCLAGTTTGGAGCGCCACACCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S GM M I F V)T I W s L V VY GG G s L GG|J]L]O F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGGCTCLAGTTTGGAGCGCCACACCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S G MM I F VvyT I W S L Vv VY 6 GG S L G|L|Q F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGGITCLAATTCGGGGCACCACACCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S GM M I F V)T I W S L V VY G GG S L G|F]Q F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGEITCLAGTTTGGAGCGCCACACCTCTTCTATCGCATCATCGGTCTTATT
y T 6 A S GMMTI FF V)T I W S L V VY G G s L G|F|O F G A P H L F Y R I I G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTCTTGTTTACGGCGGCTCCCTCGGGITCLAGTTTGGGGCGCCACATCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S MM I F V)T I W S L L VY 6 G S L G|F|IQ F G A P H L F Y R I V G L I
GCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTCTTGTTTACGGCGGCTCCCTCGGGITCLAGTTTGGGGCGCCACATCTCTTCTATCGCATCGTCGGTCTTATT
A~S G MM TI FF V|]T I W S L L VY G G s L G|F|fO F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGHCTCILAGTTTGGAGCGCCACACCTCTTCTATCGCATCGTCGGTCTTATT

y T 6 A S G MM I F V)T I W S L V VY 6 G S L G|L|O F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGGCTCLAGTTTGGAGCGCCACACCTCTTCTACCGCATCGTCGGTCTTATT
y T 6 A S G MM I F V)T I W S L V VY G G S L G|J]L|Q F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTTGGGEGTCILAGTTTGGAGCGCCACACCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S GM M I F V|IT I W S L V VY G G S L G|V|IOQO F G A P H L F Y R I V G L I
TATACGGGCGCTAGTGGGATGATGATCTTTGTGACTATTTGGAGTCTTGTTGTTTACGGCGGCTCCCTCGGGITCLAGTTTGGAGCGCCACATCTCTTCTATCGCATCGTCGGTCTTATT
y T 6 A S GM M I F VIT I W S L V VY G G S L G|F]OQO F G A P H L F Y R I V G L I

[
intron m8:*



N_crassa

N_c_C_8863
N c B 8772
N dis EST
N_his_8815
N_ i A 8901
N_i B 8768
N_met_ 8853
N per 8835
N_sit 0412

N_tetraspe

N_crassa

N_c_C_8863
N c B 8772
N dis EST
N_his_8815
N i A 8901
N_i B 8768
N_met_ 8853
N per 8835
N_sit 0412

N_tetraspe

M2a: ** Mg *
250 260 270 280 290 300 310  M8&*320 330 '340 350 360

B e T T M e T I |
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCAAGCCAGGCAGCTCTCGTGCTCGAQTATIICTAGCGGTTACTACGGT|GCAGTTCATGACTATGGCTCGGCC

L vy s L AV I F w L A G W AY A A S Q A A L V L D|J]Y]l]S §$ G Y Y G|A|V H D Y G S A
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCAAGCCAGGCAGCTCTCGTGCTCGA(QTATITCTAGCGGTTACTACGGTGCAGTTCATGATTATGGCTCGGCC
L vy s L AV I F w L A G WA Y A A S Q A A L V L D|Y|]S S G Y Y G|A|l]V H D Y G S A
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCAAGCCAGGCAGCTCTCGTGCTCGA(QTATIICTAGCGGTTACTATGGTIGCAGTTCATGACTATGGCTCGGCC
Ly s L A V I ¥ WL A G W AY AA S QA AL V L DfY|l]S s G Y Y G|A|fV H D Y G S A
CTTTATAGTCTCGCAGTGATCTTCTGGCTTGTGGGCTGGGCGTATGCGGCAAGCCAGGCGGCTCTGGTGCTCGAJQTGETICTGGCGGTTACGGTGGTGCAGTTCGTGACTATGGCTCGGCC
L vy s L AV I F W L V G WAY AAS QA ALV L Dl|W|sS G G Y G G|A|l]V R D Y G S A

CTTTACAGTCTCGCAGTGATCTTCTGGCTTGTGGGCTGGGCGTATGCGGCTAGCGAGGCAGCTGTCGCGCTCGAQTATIICTGGCGGTTACTATGGTIGCAGTTCATGACTATGGCTCGGCC
L vy s L AV I F W L V G WAY AA S EAAV A L D|J]Y]S G G Y Y G|A|V H D Y G S A

CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCTAGCGAGGCAGCTGTCGCGCTT GGC TACTACTAT|TAT] CATGACTATGGCTCAGCC
Ly s L AV I F W L A G WA Y A A S E A A V A L G Y v Y|v H D Y G S A
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCTAGCGAGGCAGCTGTCGCGCTT GGC TACTACTAT|TAT CATGACTATGGCTCAGCC
L vy s . A VI F W L A G WA Y A A S E A A V A L G Y Y v |Y H D Y G S A

CTTTACAGTCTCGCAGTGATCTTCTGGCTCGCGGGCTGGGCGTATGCGGCAAGCCAGGCAGCTCTCGTGCTCGAQIGETICTGGCGGTTACTATGGTACAIGTTCATGACTATGGCTCGGCC
L vy s L AV I F wL A G W AY A A S Q A A L V L D|W|]S G G Y Y G|IT|V H D Y G S A
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCAAGCCAGGCAGCTCTCGTGCTCGAQTATITCTAGCGGTTACTATGGTGCAGTTCATGACTATGGCTCGGCC

L vy s L. AV I F W L A G W AY A A S Q A A L V L DJ]Y|]S 88 G Y Y G|A|V H D Y G S A
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGCGGGCTGGGCGTATGCGGCAAGCCAGGCAGCTCTCGTACTCGAQTATIICTGGCGGTTACTATGGTIGCAGTTCATGACTATGGCTCGGCC

L vy s L AV I F WL A G W AY A A S Q A A L V L D|J]Y|]S G G Y Y G|A|V H D Y G S A
CTTTACAGTCTCGCAGTGATCTTCTGGCTTGTGGGCTGGGCATATGCGGCTAGCGAGGCAGCTGTCGCGCTTGAQTGEICTGGCTACTACTATGGTIGCAATTCATGACTATGGCTCGGCT

L vy s L. AV I F WL V G W AY A A S E A AV A L DIW|]S G Y Y Y G|A|]IT H D Y G S A
370 380 390 400 410 420 430 440 450 460 470 480

L I e L I e P P
TTGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTGEAGGTCCTGTCAATCATCGATCTTGTCTTCTTCATCCTTGCTTGCGTTCGCGAAGCTACGGCGCCAAAGCTCAGCCAGGCCGAACTT
L AV CAGUL GAVAWV L S I I DLV F F I L AT CVIREA ATA AU®PI KL S Q A E L
TTGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTAGGTCCTGTCAATCGTCGATCTTGTCTTTTTCATCCTCGCTTGTGTTCGCGAAGCCACGGCGCCAAAGCTCAGCCAGGCCGAACTT
L AV CACGLGGAVA®WVYVY L S I VDV LV FF I L ACVIREH AT AU®PI KIL S Q A E L
TTGGCTGTGTGCGCAGGTCTAGGTGCCGTTGCCTGEGGTCCTGTCAATCATCGATCTTGTCTTCTTCATCCTTGCTTGCGTTCGCGAAGCTACGGCGCCARAAGCTCAGCCAGGCCGAACTT
L A Vv CAGULGOAVAWVL S I I DIL VF F I L A CV R EA ATAU®PZ KL S Q A E L
TTGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCATGGGTCCTGTCAATTATCGATCTTGTCTTTTTCATCCTCTCGTGTGTTCGCGAAGTCACGGCGCCAAAGCTCAACCAGGCCGAACTT
L AV _CAGLGHAVYVAWVYYDL s I I DLV FF I L S CV REVTAUPI KILN QA E L
TTGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTGGGTCCTGTCAATCATCGATCTTGTCTTCTTCATCCTCGCTTGCGTTCGCGAAGCTACGGCGCCAAAGCTCAGCCAGGCCGAACTT
L A~V CAGLGOA2A~AVA~®WVVLs I IODULVFFILAC CCVI REHZ AXZTH -AZPI KTILSQ2ATZEL
ATGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTAGGTCCTGTCAGTCGTCGATCTTGTCTTTTTCATCCTCGCTTGTGTTCGCGAAGCCACGGTGCCARAAGCTCAGCCAGGCCGAACTT
M AV CAGL G-AVAWVYV L SVVDIL UV F F I L ACVIREHZ ATV P KL S Q A E L
ATGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTGIGGTCCTGTCAATCGTCGATCTTGTCTTTTTCATCCTCGCTTGTGTTCGCGAAGCCACGGCGCCARAGCTCAGCCAGGCCGAACTT
M AV CAGL GAVAWVYV LS IVDULV FFIILATCVIREA AT AZ®PIE KTLS QATZE L
TTGGCTGTGTGCGCTGGGCTAGGTGCCGTTGCCTEGGTCCTGTCAATCATCGATCTTGTCTTTTTCATCCTCGCTTGTGTTCGCGAAGTCACGGCGCCARAGCTCAGCCAGACCGAACTT
L AVC_CA~AGTLTGOAVOAMWVV LS I TIDULV F F I L ACVREUVTAZPI KTILS QT E L
TTGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTGGGTCCTGTCAATCATCGATCTTGTCTTCTTCATCCTCGCTTGCGTTCACGAAGCTACGGCGCCAAAGCTCAGCCAGGCCGAACTT
L AV CAGLGOAUVYVYV AWV DL SsS I IDULV F F I L AT CVHEH AT AZPIEKTLSOQATE L
TTGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTGGGTCCTGTCAATCATCGATCTTGTCTTCTTCATCCTCGCTTGCGTTCGCGAAGCTACGGCGCCARAGCTCAGCCAGGCCGAACTT
L AV CAGTLGOAV AWV DL s I IDULV F F I LATCV VI REH AT AT PI KT LS QA ATE L
ATGGCTGTGTGCGCTGGTCTAGGTGCCGTTGCCTGGGTCCTGTCAATCATCGATCTTGTCTTCTTCATCCTCGCTTGCGTTCGCGAAGCTACGACGCCAAAGCTCAGCCAGGCCGAACTT

M AV CAGTLGOA AVA®WwVTLS I IODTULV FTFTITLATCVYVIRTEH ZTT®PTZ KTLSOQATE L
|

intron



490 500 510 520

B e e T I I
N_crassa GGACAAGTACAGCCAACCGCCTCCGTTGCGCCCGCCACTGCT

QO v o p T A S V A P A T A
N c C 8863 GGACAAGTACAACCAACCGCCTCCGTT
O v O P T A S V
N c B 8772 GGACAAGTACAACCAACCGCCTCCGTTGCGCCCGCCACTGCT
Q v .o p T A S V A P A T A
N dis_ EST GGACAAGTACAGCCAACCGCCTCTGTTGCGCCCGGCACTGCT
Q v ¢ p T A S V A P T A
N his 8815 GGACAAGTA
Q Vv
N i A 8901 GGACRAGTACAGCCAACCGCCTCCGTTACGCCCGCCACT
Q v Qg p T A S VvV T P A T
N i B 8768 GGACAAGTACAGCCAACCGCCTCCGTTACGCCCGCCACTGCT
Q v Q¢ p T A S V T P A T A
N met 8853 GGACRAATACAGCCAACCGCCTCCGTTGCGCCCACCACTGCT
o I 9 p T A S V A P T T A
N _per 8835 GGACAAGTACAACCAACCGCCTCCGTTACGCCCACCACTGCT
Q vV ¢ p T A S V T P T T A
N sit 0412 GGACAAGTACAGCCAACCGCCTCC
Q v o P T A S
N_tetraspe GGACAAGTACAGCCAACCGCCTCCGTTGCGCCCGCCACTGCT
QO v . p T A S V A P A T A

Gene: NCU07311

Compared to the annotated sequence for N. crassa, the alignment is missing the first 13 codons and the last 17 codons.
The sequence N_crassa is the annotated gene sequence for NCU07311.

The sequence N_tetraspe is the gene sequence from the N. tetrasperma genome sequence.



