A.oryzae 122 1KKADPSALGIDPNVKQYTGYLDDNGNDKHLFYWFFESRNDPKNDPVVLWLNGGPGCSSL
A_nidulans 132 IKKTDPSSLGIDPDVKQYTGYLDDNENDKHLFYWFFESRNDPKNDPVVLWLNGGPGCSSL
S.cerevisiae 112 —KIKDPKILGIDPNVTQYTGYLDVEDEDKHFFFWTFESRNDPAKDPVILWLNGGPGCSSL
S.pombe 574 -KDSKPESLGIDT- VKQYTGYLDVED -DRHLFFWFFESRNDPENDPVVLWLNGGPGCSSL
* _*_ B B - * - * * * KA AXAKAAkK *** AEAAAAAAAA XXX
A.oryzae 182 TGLFMELGPSSIDEN-1KPVYNDFSWNSNASV I FLDQPVNVGYSYSG-SAVSDTVAAGKD
A_nidulans 192 TGLFMELGPSSIDEN-I1KPVYNPYAWNSNASVY I FLDQPVNVGYSYSG-STVSDTVAAGKD
S.cerevisiae 171 TGLFFELGPSSIGPD-LKPIGNPYSWNSNATV IFLDQPVNVGFSYSGSSGVSNTVAAGKD
S.pombe 631 TGLFMELGPSSINIETLKPEYNPHSWNSNASV IFLDQPINTGFSNGD-DSVLDTVTAGKD
****:*******_ - :** * _:*****:*******:*_*:* . . * :**:****
A.oryzae 240 VYALLSLFFKQFPEYA--EQDFHIAGESYAGHY IPVFASEILAHKN-=—=——————————
A_nidulans 250 VYALLTLFFKQFPEYA--EQDFHIAGESYAGHY IPVFTSEILSHOQK-———=————————-
S.cerevisiae 230 VYNFLELFFDQFPEYVNKGQDFHIAGESYAGHY IPVFASEILSHKD—— == === ———————
S.pombe 690 VYAFLNLFFAKFPQYAH--LDFHIAGESYAGHY IPQFAKEIMEHNQGANFFVASGYEMEK
*x :* Kk k :**:*_ *:_**: *:_
A.oryzae 284 RNINLKSVLIGNGLTDGLTQYGYYRPMGCGEGGYKAVLDEATCESMDNALPRCRSMIESC
A_nidulans 294 RNINLKSVLIGNGLTDGLTQYEYYRPMACGEGGYPAVLDESSCRSMDNALGRCQSMIESC
S.cerevisiae 276 RNFNLTSVLIGNGLTDPLTQYNYYEPMACGEGGEPSVLPSEECSAMEDSLERCLGLIESC
S.pombe 748 QYINLKSVLIGNGLTDPLVQYYFYGKMACESPYGP- IMSQEECDRITGAYDTCAKLITGC
- ** EE ok e ok o o * *x -* * * . - . * :* _*
A.oryzae 344 YNSESAWVCVPASIYCNNALIGPYQRTGQNVYDVRSKCEDESNLCYKGMGYVSEY LNKAE
A_nidulans 354 YNSESAWVCVPASIYCNNALLAPYQRTGQNVYDVRGKCEDESNLCYKGMGYVSEYLNKPE
S.cerevisiae 336 YDSQSVWSCVPATIYCNNAQLAPYQRTGRNVYD IRKDCEG-GNLCYPTLQD IDDYLNQDY
S.pombe 807 YQTGFTPVCIGASLYCNNAMIGPFTKTGLNIYDIREECRDQEHLCYPETGAIESYLNQEF
i *: * -***** - *- ** * - ** * _*__ -*** .. ***
A.oryzae 404 VREAVGAEVGGYDSCNFDINRNFLFHGDWMKP-YHRLVPGLL-EQIPVLIYAGDADY ICN
A.nidulans 414 VRAAVGAEVDGYDSCNFDINRNFLFHGDWMKP-YHRLVPGIL-EQIPVLIYAGDADFICN
S.cerevisiae 395 VKEAVGAEVDHYESCNFDINRNFLFAGDWMKP-YHTAVTDLLNQDLPILVYAGDKDFICN
S.pombe 867 VQEALGVEYD-YKGCNTEVNIGFLFKGDWMRKTFRDDVTAILEAGLPVLIYAGDADY ICN
*: *:*_* B *_.** ::* _*** ****: ol *_ :* :*:*:**** *:***
A.oryzae 462 WLGNKAWTEALEWPGQKEYASAELEDLKIEQNEHTGKKIGQVKSHGNFTFMRLYGGGHMV
A_nidulans 472 WLGNKAWTEALEWPGHKEFAAAPMEDLK 1VDNEHTGKKIGQ I KTHGNFTFMRLYGGGHMV
S.cerevisiae 454 WLGNKAWTDVLPWKYDEEFASQKVRNWTAS---1TDEVAGEVKSYKHFTYLRVFNGGHMV
S.pombe 926 YMGNEAWTDALEWAGQREFYEAELKPWSPN ————— GKEAGRGKSFKNFGYLRLYEAGHMV
-z =-kk - ***- * * -_*_ T, B oo *- *:_ * - * - ****
A.oryzae 522 PMDQPEASLEFFNRWLGGEWF-
A_nidulans 532 PMDQPEASLEFFNRWLGGEWF-
S.cerevisiae 511 PFDVPENALSMVNEWIHGGFSL
S.pombe 981 PFNQPEASLEMLNSWIDGSLFA

**k =k - ** *

Supplemental Fig. 2 Comparison of the predicted amino acid sequence of A. oryzae
AoCpyA with CPYs from other organisms. The numbers show the position of the amino acid
residues in each mature CPY while dashes indicate gaps introduced into the sequences to
facilitate optimal alignments. Asterisks indicate amino acid residues which share identity.
Residues with conserved and semi-conserved substitutions are indicated with colons and

dots, respectively.



