Supporting Information Appendix

This file contains the aligned sequences of the c-terminal region of Bud6 from 46 fungi,
and is shaded according to evolutionary sequence variation as analyzed with the
CONSUREF server. Magenta corresponds to the most conserved residues, teal the most
variable. Numbering corresponds to that of the input sequence (residues 550-788 of S.
cerevisiae Bud6). Organism and additional identifying information for each of the aligned
sequences is provided after the alignment. See Fig. 3A in the main text for mapping of

sequence conservation onto the Bud6°”" structure and for further details.
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Input protein_seq

CONMS1 |CONMS1_AJECG_813_ 1054
C5JIM8|C5JIM8_AJEDS_758_999
G8JM94 | G8JM94_ERECY_505_740
C4JTLO |C4JTLO_UNCRE_763_1005
A5DT78|A5SDT78_LODEL 567_805
CORYR4 | CORYR4_PARBP_747_990
B8LVI6|B8LVI6_TALSN_772_1009
B2B176|B2B176_PODAN_778_1024
ATEXU2 |A7EXU2_SCLS1_748_984
C5E095|C5E095_ZYGRC_627_861
GOVKP2 | GOVKP2_NAUCC_499_733
G0S222|G0S222_CHATD_740_981
B0OXQ86|BOXQ86_ASPFC_715_953
C5FGY5|C5FGY5_ARTOC_704_937
A20046|A20046 ASPNC 595 832
Q5BDQ6 | Q5BDQ6_EMENI_ 663 900
E4V6G7 |E4V6G7_ARTGP_772_1004
G8ZTF7|G8ZTF7_TORDC_503_737
ATTKA3|A7TKA3_VANPO 580_812
E5R4K3 |E5R4K3_LEPMJ_701_942
Q6CSS1|Q6CSS1_KLULA 463 695
Q75258075258 ASHGO_464_702
AlCQE8|A1CQE8 ASPCL 720_958
QOUSK3 |QOUSK3_PHANO_614_857
F8MP24 | F8MP24_NEUT8_719_ 970
F9XNV1|F9XNV1_MYCGM 735_976
GOWGY8 | GOWGY8_NAUDC_529 761
E9CRI9|E9CRI9_COCPS_229 471
G8BZF4 |G8BZF4_TETPH 539 773
B6H938 |B6H938_ PENCW_630_867
B8N7C6|B8N7C6_ASPFN_422 660
G2QNC1 |G2QNC1_THIHA 727_972
G2RG25|G2RG25_THITE_710_954
Q2GNJ2 | Q2GNJ2_CHAGB_640_887
G2XAD1 |G2XAD1_VERDV_678_911
E3RQO08|E3RQ08_ PYRTT 696_940
H6BXAS | H6BXA5_EXODN_750_985
H2ANZ7 |H2ANZ7_KAZAF 476_713
E3QGD9|E3QGD9_COLGM 636_870
G4AMPB7 | GAMPB7_MAGO7_726_967
C5MCQ6 | C5MCQ6_CANTT_510_747
G3B1Y0|G3B1YO_CANTC_529_767
GORS34 |GORS34_HYPJQ 714_954
G3ATL7|G3ATL7_SPAPN_430_667
Q0CQ01|Q0CQ01_ASPTN_621_856

Input protein seq

CONMS1 |CONMS1 AJECG_813 1054
C5JIM8|C5JIM8 AJEDS_758_999
G8JM94 |G8JM94_ERECY_505_740
C4JTLO|C4JTLO_UNCRE_763_ 1005
A5DT78 |A5DT78_ LODEL 567_805
CORYR4 |CORYR4_PARBP_747_990
B8LVI6|B8LVI6_ TALSN 772 1009
B2B176|B2B176_PODAN_778_1024
ATEXU2 |ATEXU2_SCLS1_748_984
C5E095|C5E095_ZYGRC_627_861

http://consurf tau.ac.il/results/1345484513/Multicolored_MSA .html
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ConSurf Color-Coded MSA

20f5

GOVKP2 | GOVKP2_NAUCC_499_733
G0S222|G0S222_CHATD_740_981
BOXQ86 | BOXQ86_ASPFC_715_953
C5FGY5|C5FGYS_ARTOC_704_937
A20046|A20046_ASPNC_595_832
Q5BDQ6 | Q5BDQ6_EMENI_663_900
E4V6G7 |EAV6GT_ARTGP_772_1004
G8ZTF7|G8ZTF7_TORDC_503_737
A7TKA3|A7TKA3_VANPO_580_812
E5R4K3 |E5R4K3_LEPMJ_701_942
Q6CSS1|Q6CSS1_KLULA 463_695
Q75258|Q752S8_ASHGO_464_702
ALCQES|ALCQE8 ASPCL_720_958
QOUSK3 | QOUSK3_PHANO 614_857
F8MP24 | F8MP24_NEUT8_719_970
F9XNV1 | F9XNV1_MYCGM_735_976
GOWGY8 | GOWGY8_NAUDC_529_761
E9CRI9|E9CRI9_COCPS_ 229 471
G8BZF4|G8BZF4_TETPH_539_773
B6H938 | B6H938_PENCH_630_867
B8N7C6 |B8N7C6_ASPFN_422_660
G2QNC1|G2QNC1_THIHA 727_972
G2RG25|G2RG25_THITE_710_954
Q2GNJ2 | Q2GNJ2_CHAGB_640_887
G2XAD1|G2XAD1_VERDV_678_911
E3RQ08 | E3RQ08_PYRTT 696_940
H6BXAS5 | HGBXA5_EXODN_750_985
H2ANZ7 |H2ANZ7_KAZAF 476_713
E3QGDY | E3QGD9_COLGM_636_870
GAMPB7 | GAMPB7_MAGO7_726_967
C5MCQ6 | C5MCQ6_CANTT 510_747
G3B1YO|G3BlYO_CANTC 529_767
GORS34 | GORS34_HYPJQ_714_954
G3ATL7|G3ATL7_SPAPN_430_667
Q0CQO1|Q0CQO1_ASPTN 621_856

Input protein seq

CONMS1 |CONMS1 AJECG_813 1054
C5JIM8|C5JIM8_AJEDS_758_999
G8JM94 | G8JM94_ERECY_505_740
C4JTLO|CAJTLO_UNCRE_763_ 1005
A5DT78|A5DT78_LODEL 567_805
CORYR4 | CORYR4_PARBP_747_990
B8LVI6|B8LVI6_TALSN 772 1009
B2B176|B2B176_PODAN 778 1024
ATEXU2 |ATEXU2_SCLS1_748_984
C5E095|C5E095_ZYGRC_627_861
GOVKP2 | GOVKP2_NAUCC_499_ 733
G0S222|G0S222_CHATD_740_981
B0XQ86 |B0XQ86 ASPFC_715_ 953
C5FGY5 |C5FGY5_ARTOC_704_937
A20046|A20046 ASPNC_595_832
Q5BDQ6 |Q5BDQ6_EMENI_663_ 900
E4V6G7|E4V6GT7_ARTGP_772_1004
G8ZTF7|G8ZTF7_TORDC_503_737
ATTKA3|ATTKA3_VANPO_580_812
E5R4K3 |ESR4K3_LEPMJ_701_942
Q6CSS1|Q6CSS1_KLULA 463695
Q75258 Q75258 _ASHGO_464_702
AICQES |ALCQE8_ASPCL_720_958
QOUSK3 |QOUSK3_PHANO_614_857
F8MP24 | F8MP24 NEUT8_719 970
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ConSurf Color-Coded MSA

30f5

F9XNV1 | F9XNV1_MYCGM_735_976
GOWGY8 | GOWGY8_NAUDC_529_761
E9CRI9|E9CRI9_COCPS_ 229 471
GBBZF4|G8BZF4_TETPH_539_773
B6H938 |B6H938_PENCW_630_867
B8N7C6 |B8N7C6_ASPFN 422_660
G2QNC1|G2QNC1_THIHA 727_972
G2RG25|G2RG25_THITE_710_954
Q2GNJ2 |Q2GNJ2_CHAGB_640_887
G2XAD1|G2XAD1_VERDV_678_911
E3RQ08 |E3RQ08_PYRTT 696_940
H6BXAS5 | H6BXA5_EXODN_750_985
H2ANZ7 |H2ANZ7_KAZAF 476_713
E3QGD9 | E30GD9_COLGM_636_870
G4MPB7 | GAMPB7_MAGO7_726_967
C5MCQ6 | C5MCQ6_CANTT 510_747
G3B1YO|G3B1YO_CANTC_529_767
GORS34|GORS34_HYPJQ 714_954
G3ATL7|G3ATL7_SPAPN_430_667
Q0CQO01|Q0CQO1_ASPTN 621_856

Input protein seq

CONMS1 |CONMS1 AJECG_813 1054
C5JIM8|C5JIM8 AJEDS_758_999
G8JM94 |G8JM94_ERECY_505_740
C4JTLO|C4JTLO_UNCRE_763_ 1005
A5DT78 |A5DT78_LODEL 567_805
CORYR4 | CORYR4_PARBP 747_990
B8LVI6|B8LVI6_TALSN_772_1009
B2B176|B2B176_PODAN_778_1024
ATEXU2 |ATEXU2_SCLS1_748_984
C5E095|C5E095_ZYGRC_627_861
GOVKP2 | GOVKP2_NAUCC_499 733
G0S222|G0S222_CHATD_740_981
B0XQ86|B0XQ86_ ASPFC_715_ 953
C5FGY5 |C5FGY5_ARTOC_704_937
A20046|A2Q046 ASPNC_ 595 832
Q5BDQ6 |Q5BDQ6 EMENI_663_900
E4V6G7 |E4AV6GT7_ARTGP_772_1004
G8ZTF7|G8ZTF7_TORDC_503_ 737
A7TTKA3|ATTKA3_VANPO 580_812
E5R4K3 |E5R4K3_LEPMJ_701_942
Q6CSS1|Q6CSS1_KLULA 463_695
Q75288 Q75258 _ASHGO_464_702
AL1CQE8|ALCQE8 ASPCL_720_958
QOUSK3 |QOUSK3_PHANO_614_857
F8MP24 | F8MP24_NEUT8_719 970
FI9XNV1 |F9XNV1 MYCGM 735 976
GOWGY8 | GOWGY8_NAUDC_529 761
E9CRI9|E9CRI9_COCPS_229 471
G8BZF4 |G8BZF4_TETPH_539_ 773
B6H938 |B6H938_PENCW_630_867
B8N7C6|B8N7C6_ASPFN_422_ 660
G2QNC1 |G2QNC1_THIHA 727_972
G2RG25|G2RG25_THITE 710_954
Q2GNJ2 |Q2GNJ2_CHAGB_640_887
G2XAD1 |G2XAD1_VERDV_678_ 911
E3RQO08 |E3RQ08_PYRTT 696_940
H6BXAS | H6BXA5_EXODN_750_985
H2ANZ7 |H2ANZ7_KAZAF 476_713
E3QGD9 |E3QGD9_COLGM 636_870
G4MPB7 | GAMPB7_MAGO7_726_967
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ConSurf Color-Coded MSA

40f5

C5MCQ6 | C5MCQ6_CANTT 510_747
G3B1YO|G3BlYO_CANTC 529_767
GORS34 | GORS34_HYPJQ_714_954
G3ATL7|G3ATL7_SPAPN_430_667
Q0CQO1|Q0CQO1_ASPTN 621_856

Input protein seq

CONMS1 |CONMS1 AJECG_813 1054
C5JIM8|C5JIM8_AJEDS_758_999
G8JM94 | G8JM94_ERECY_505_740
C4JTLO|CAJTLO_UNCRE_763_ 1005
A5DT78|A5DT78_LODEL 567_805
CORYR4 | CORYR4_PARBP_747_990
B8LVI6|B8LVI6_TALSN 772 1009
B2B176|B2B176_PODAN 778 1024
ATEXU2 |ATEXU2_SCLS1_748_984
C5E095|C5E095_ZYGRC_627_861
GOVKP2 | GOVKP2_NAUCC_499_ 733
G0S222|G0S222_CHATD_740_981
B0XQ86 |B0OXQ86 ASPFC_715_ 953
C5FGY5 |C5FGY5_ARTOC_704_937
A20046|A20046_ASPNC_595_832
Q5BDQ6 |Q5BDQ6_EMENI_663_ 900
E4V6G7|E4V6GT7_ARTGP_772_1004
G8ZTF7|G8ZTF7_TORDC_503_737
ATTKA3|ATTKA3_VANPO_580_812
E5R4K3 |ESR4K3_LEPMJ_701_942
Q6CSS1|Q6CSS1_KLULA 463695
Q75258 Q75258 _ASHGO_464_702
AICQES |ALCQE8_ASPCL_720_958
QOUSK3 |QOUSK3_PHANO_614_857
F8MP24 | F8MP24 NEUT8_719 970
FIXNV1 |F9XNV1 MYCGM 735 976
GOWGY8 | GOWGY8_NAUDC_529 761
E9CRI9|E9CRI9_COCPS_229 471
G8BZF4|G8BZF4_TETPH_539_ 773
B6H938 |B6H938_PENCW_630_867
BS8N7C6|BSN7C6_ASPFN_422_ 660
G2QNC1|G2QNC1_THIHA 727_972
G2RG25|G2RG25_THITE_710_954
Q2GNJ2 |Q2GNJ2_CHAGB_640_887
G2XAD1 | G2XAD1_VERDV_678_911
E3RQ08|E3RQ08 PYRTT 696_940
H6BXAS5 |H6BXA5_EXODN_750_985
H2ANZ7 |H2ANZ7_KAZAF 476_713
E3QGD9 |E3QGD9_COLGM_636_870
G4MPB7 | GAMPB7_MAGO7_726_967
C5MCQ6 | C5MCQ6_CANTT_510_747
G3B1Y0|G3B1Y0_CANTC_529 767
GORS34 |GORS34_HYPJQ 714 954
G3ATL7 | G3ATL7_SPAPN_430_667
Q0CQ01|Q0CQ01_ASPTN_621_856

Input protein_seq

CONMS1 |CONMS1_AJECG_813_1054
C5JIM8|C5JIM8_AJEDS_758_999
G8JM94 | G8JM94_ERECY_505_740
C4JTLO |C4JTLO_UNCRE_763_1005
A5DT78 |A5SDT78_ LODEL 567_805

693

———————————— AN
———————————— AN
--VRTFS--KGLNN
———————————— AN
VTLRNVS----- RN

R OWR R

7
A
R
R
ONFAR Q N F[e
KIJRKEAWE
ENMIK s s F[e

http://consurf tau.ac.il/results/1345484513/Multicolored_MSA .html

.EP E.L

-N L.Q
EPGE
-P v

AlD \4
lD M

IIA.E ML I

ERAL Q[N
ENAVALVJD
E\4RA QPD

pfaaETEN
E\AALK[ID

ES[IvEN
E SV DN
QDL EN
Q SIIVE[N
E S|JLEJN

e A A R B A R A R R A R R A R A I R A R R A A R R A R A A B A A R A A A R R A A R A

727

HEEAZEA

8/20/12 2:15 PM


md376


md376
6 9 3                                                                                                                                                      7 2 7

md376
7 2 8                                                                                                                                                        7 7 6

md376
7  7   7                               7  8  8


ConSurf Color-Coded MSA http://consurf tau.ac.il/results/1345484513/Multicolored_MSA .html

CORYR4 | CORYR4_PARBP_747_990
B8LVI6|B8LVI6 TALSN 772_1009
B2B176|B2B176_PODAN 778_1024
ATEXU2 | A7EXU2_SCLS1_748_984
C5E095|C5E095_ZYGRC_627_861
GOVKP2 | GOVKP2_NAUCC_499_733
G0S222|G0S222_CHATD_740_981
BOXQ86 | BOXQ86_ASPFC_715_953
C5FGY5|C5FGYS_ARTOC_704_937
A20046|A20046_ASPNC_595_832
Q5BDQ6 | Q5BDQ6_EMENI_663_900
E4V6G7 |EAV6GT_ARTGP_772_1004
GBZTF7|G8ZTF7_TORDC_503_737
A7TKA3|A7TKA3_VANPO_580_812
E5R4K3 |E5R4K3_LEPMJ_701_942
Q6CSS1|Q6CSS1_KLULA 463_695
Q75258 |Q752S8_ASHGO_464_702
ALCQES|ALCQE8 ASPCL 720 958
QOUSK3 | QOUSK3_PHANO 614_857
F8MP24 | F8MP24_NEUT8_719_970
F9XNV1 | F9XNV1_MYCGM_735_976
GOWGY8 | GOWGY8_NAUDC_529_761
E9CRI9|E9CRI9_COCPS 229 471
G8BZF4 |G8BZF4_TETPH_539_773
B6H938 |B6H938_PENCW_630_867
B8N7C6 |B8N7C6_ASPFN_422_660
G2QNC1|G2QNC1_THIHA 727_972
G2RG25|G2RG25_THITE_710_954
Q2GNJ2 | Q2GNJ2_CHAGB_640_887
G2XAD1|G2XAD1_VERDV_678_911
E3RQ08 |E3RQ08_PYRTT 696_940
H6BXAS5 | HGBXA5_EXODN_750_985
H2ANZ7 |H2ANZ7_KAZAF_476_713
E3QGDY |E3QGD9_COLGM 636_870
G4MPB7 | GAMPB7_MAGO7_726_967
C5MCQ6 | C5MCQ6_CANTT 510_747
G3B1YO|G3B1YO_CANTC_529_767
GORS34 | GORS34_HYPJQ_714_954
G3ATL7|G3ATL7_SPAPN_430_667
Q0CQO1|Q0CQO1_ASPTN 621_856

R

- L

HZHZZHHZPPHHHHHHZHZAHPDPHZZPZ2ZHZHHHHZZHHHAKH

KEV
KEV
REV
REV
RAY
RAN
RQV
KEV
KEV
KEV
KEM
REV
RAN
RTT
KEN
RVN
RSN
KEV
KEN
REV
KEI
RAN
KEV
RAG
KEV
REV
REV
REV
REV
REV
KEN
KEN
RAV
KQV
REV
KSS
KSS
REV
KSS
KEV

R
R
R
R
L
L
R
R
R
R
R
R
L
L
R
L
L
R
R
R
R
L
R
L
R
R
R
R
R
R
R
R
L
R
R
L
L
R
L
R

WEHREERZAP DD OOOIERREDDYOEAEDEE®NDY®NOORZNWD DD

R E R EEEEEE
----=------=

P2 3 4 5 6 78R

Variable Average Conserved

E - Insufficient data - the calculation for this site was performed on less than 10% of the sequences.
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>Input protein seqg
AKNSSNRMYMEKSQTELGDLSDTLLSKVDDLODVIEIMRKDVAERRSQPAKKKLETVSKDLENAQADVLKLQEFIDTEKPHWKKTWEAELDKVCEEQQFL
TLOEELILDLKEDLGKALETFDLIKLCCEEQEKNPSRSKSNPILPIMRPGTFNQVREQVMVAVQSLNPDHDSRVEAIDKAEKMWEMERKLKASNEFDDEL
ENFVGNSNLKKSGGFEEVERIRKQKDEANLRAYFGPGET

> CONMS1 | CONMS1 AJECG 813 1054 | SubName: Full=Bud site selection protein; - Ajellomyces

capsulata (strain G186AR / H82 / ATCC MYA-2454 / RMSCC 2432) (Darling's disease fungus)

(Histoplasma capsulatum)
EGDAGRARVNAGKKELADESERIVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDIGAVSKELNKMKEFLKREKPIWTKIWEKELQLVCEERDQLT
MOEDLVIDLEDDLDKATQTFALVEQATKQQSLHSTSNATPGPNGLRNVSRNFPVDEPFDPMKAKDHLLGEVRALOQPNHENRLEATERAEKAREKELESRR
IGPLOKELGKFVEEGKLKKSGGFEEIERMRKAKDERIRKEVW

> C5JIM8 | C5JIM8 AJEDS 758 999 | SubName: Full=Actin-interacting protein; - Ajellomyces
dermatitidis (strain SLH14081) (Blastomyces dermatitidis)
EGDAGRARVNAGKKELADESERIVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDISAVTKELKKMQEFLKREKPIWTKIWEKELQLVCEERDQLT
MOEDLVIDLEDDLEKATQTFGLVEQATKQQSLDSNSNTTPGPHGLRNVSRNFPIDEPLDPMKAKDYLLGEVRALOQPNHENRLEATERAEKARQKELETRR
VGPLOKELGKFVEEGKLKKSGGFEEIERMRKAKEDRIRKEVW

> G8JM94 | G8JM94 ERECY 505 740 | SubName: Full=Putative uncharacterized protein; - Eremothecium
cymbalariae (strain CBS 270.75 / DBVPG 7215 / KCTC 17166 / NRRL Y-17582) (Yeast)
ASTSSNRVYMEQSQTKLSELSDILLAKVDDLODITIEGLRKDVAIRGAKPTRKKLDAVONELKRATEDLGKMEAY INIEKPNWKMIWESELDKVCEEQQFL
TLOEDLVEDLQEDLNKANETFDLVRLCCEEQEKNPNRSRTNPILPLVKPGTMNELRDRLLSEVQSLNPDHESRVQAIQRAEKLREKELQYKDGNAFELEL
EDFVGSGAFKRAGGIEEVERLRKERDEQNLRONFGG

> C4JTLO | C4JTLO_UNCRE 763 1005 | SubName: Full=Putative uncharacterized protein; - Uncinocarpus
reesii (strain UAMH 1704)
EGDAGRARINAGKKELADESEKLVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDISAVTKELKKMODFLRREKPIWTKIWEKELQQVCEERDQLT
MOEDLAVDLEDDLEKATQTFALVEQATKQQALHGADPNGNAPVPGFRVPSRTLPPDAAIDPVKAKDSVLGEVRALOQPNHENRVEATERAEKARQKELENR
RVGKFQKELGAFVQQGKLKKSGGFEEAERLRKAKDEKIRKEAW

> A5DT78 | A5DT78 LODEL 567 805 | SubName: Full=Putative uncharacterized protein; - Lodderomyces
elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) (Yeast)
(Saccharomyces elongisporus)
SSQSSNRLYMESCQSKLSDESDKLLTKVDDLODLMEEVRKDVAQRGVRVGEKQLKYIVKEIQDANKTLOOMSTYITSEKSTWKKIWESELDKVCEEQQFF
NLQEDLTRDLODDLKKIQETFDLVEQCSIEQSRSVSSKRNKVVANIPIPEPGESLHNIKDQVLVDIIQLKPDHESRVEAIERAEKLROQRERELARNDKEQ
EELGDFVEDGKLKKSGGIEEIENMRKQRDQENLKSSFGI

> CORYR4 | CORYR4 PARBP_ 747 990 | SubName: Full=Bud site selection protein; - Paracoccidioides
brasiliensis (strain Pb03)
EGDACRARVNAGKKELADESEKIVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDISAVSKELKKMOQEFLKREKPIWTKIWEKELQLVCEERDQLT
MQEDLVIDLEDDLEKATQTFALVEQATKQQOSLOTNSNSNSTTGPOQGFRAVSRNI PANEPFDPMKAKDHLLGEVRALLPNHKDRLEAIERAEKARQKELKT
RRVGPLOKELGKFVEEGKLKKSGGFEEVERMRKAKDERIRKEVW

> B8LVI6 | B8LVI6 TALSN 772 1009 | SubName: Full=Actin-interacting protein (Bud6/Aip3), putative; -
Talaromyces stipitatus (strain ATCC 10500 / CBS 375.48 / QM 6759 / NRRL 1006) (Penicillium
stipitatum)
EGDAGRARINSGKKELSDESERLVGRVDDLODLVEDLRKDVVSRGVRPLPRQLEAVSKDISTVTKEVKKMODFLKREKPIWTKIWEKELQLVCEERDQLT
MQEDLAADLEDDLEKAAQTFALVEQATRQONVQAPDGGPVLRSTSRTLAIDQGVDPVKAKDGVLGEVRALQPNHESRLEAIERAEKARQKELESRRVGLF
QKELGQFVEEGKLKKSGGFEETERLRRAKDERIRKEVW

> B2B176 | B2B176_PODAN 778 1024 | SubName: Full=Predicted CDS Pa 3 9560; - Podospora anserina
(strain S / ATCC MYA-4624 / DSM 980 / FGSC 10383) (Pleurage anserina)
EGDSGRAYVINGRKQLNTDSDRLVNKVDDLODLVEDLRKDVVHRGVRPLPRQLESVTKDITQLTKELNKMEEYMKQEKPVWTKIWEKELEDVCQGRDELR
VMEDLIVDLRDDLEKASETFALVEQATKEQMKDAGSNGGAVEGRPVLRQFSKGLNSINSNAFVDPRDAKEGVLGEVRALQPNHENRLEATERAEKLRQKE
LETRMONPLKKELTNEFVEEGRLKKSGGVEEVERARKAKEERIRREVW

> ATEXU2 | ATEXU2 SCLS1 748 984 | SubName: Full=Putative uncharacterized protein; - Sclerotinia
sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) (White mold) (Whetzelinia sclerotiorum)
GDSGRSYVNGGKKNLSEDSDKLVAQVDDLODIVEDLRKDVVQRGVRPLPKQLETVAKDISQATMELKRMODFLKRERPIWTKIWEKELETVCNDREEITM
QEDLAADLODDLEKAAQTFALVEQATKEQLKDGSPSQVGTGRSLSKLNRIDPIDPAMAKEGVLDEVRALOPNHENRLEATERAEKLRQKELEGRRGNVLQ
KELTQFVEEGKLKKSGGFEEVERQRIAKDARIRREVW

> C5E095 | C5E095 ZYGRC 627 861 | SubName: Full=Z2YRO0G10868p; - Zygosaccharomyces rouxii (strain
ATCC 2623 / CBS 732 / NBRC 1130 / NCYC 568 / NRRL Y-229) (Candida mogii)
KSSSNNRYIETSQONRLSELSDALLSKVDDLODVIEVLRKDVAVHGVKPSKKKLDSVQKELVLAENDLSMMOMEMONEKPOQWKKIWKAELEKVCEEQQFLT
LOEDLTADLKEDLGKALETFDLVNMCCVEQERHPKKSRSNPILPIPEPGTFHRVRDQVLNEVQALNPDHNERIEALERAQKMWEREREYRDTDAFEDELG
NFVEKGNLKTAGGVEEVERIRKQKDENNLRAYFGG

> GOVKP2 | GOVKP2 NAUCC 499 733 | SubName: Full=Uncharacterized protein; - Naumovozyma castellii
(strain ATCC 76901 / CBS 4309 / NBRC 1992 / NRRL Y-12630) (Yeast) (Saccharomyces castellii)
KTSANKVYMEKSQAELGEVSDSLLSRVDDLODLIEVLRKDVADRGAEPSKKKLESVQKILEDAENDLEKMKKEFISTEKPOQWKKIWEAELDKVCEEQQFLT
LOEDLVLDLNEDLAKAAETFGLINMCCEEKEKNPTRPKANPILPILKPGTFHQVRDOMLMAVESINPDHESRLKALDKAQRLWOQKEKEFKDGDEFEDELG
NEFVGNSNLKKSGGVEEVERLRRQRDEENLRANFGG

> G0S222 | G0S222 CHATD 740 981 | SubName: Full=Putative uncharacterized protein; - Chaetomium
thermophilum (strain DSM 1495 / CBS 144.50 / IMI 039719)
EGDSGRAYVMNGRKRLNADSDRLVNKVDDLQODAVEDLRKDVVHRGVRPLPRQLEAVARDISQLTQELNKMEEFMKREKPIWTKVWEKELEDVCQGRDELR
MVEELIIDLRDDLEKASETFSLVEQATREQMKDAGPNGSIVPRQGAFGKPLEFSNNAFIDPASAKEGVLGEVRALQPDHASRLEATIERAEKARQKELERRM
ENPLKKELISFVEEGRLKKSGGVEEVERARKAKDDQIRRQVW

> BOXQ86 | BOXQ86 ASPFC 715 953 | SubName: Full=Actin-interacting protein (Bud6/Aip3), putative; -
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Neosartorya fumigata (strain CEA1O0 / CBS 144.89 / FGSC Al1163) (Aspergillus fumigatus)
EGDAGRARVNAGKKELADESERLVGRVDDLODLVEDLRKDVVSRGVRPLPRQLESVSKEISAVTKELKKMQEFLKREKPIWTKIWEKELQLVCEERDQLT
MQEDLAADLEDDLEKAAQTFALVEQATKQQALQHNVNGGVALRNTSRNVVIDPAVDPMKAKDDVLGEVRALOPNHESRLEATERAEKARQKELENRRIGL
FOKELGAFVQEGKLKKSGGVEEAERQRRVKDDRIRKEVW

> CS5FGY5 | CS5FGY5 ARTOC 704 937 | SubName: Full=Y1BUD6; - Arthroderma otae (strain ATCC MYA-4605 /
CBS 113480) (Microsporum canis)
ARVQAGKKELADESEKLVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDISAVTKELKKMODFLKREKPIWTKIWEKELQLVCEERDQLTMQEDLA
VDLEDDLEKATQTFALVEQATKQQALENSGSNPNNVAVRTVSRTMNPHIDPADAKDSVLGEVRALOQPNHESRLEATERAEKARQRELESRRGGEFQRELS
NFVGAGKLKSNGGGFEELERVRKEKEESIRKEVW

> A20046 | A2Q046 ASPNC 595 832 | SubName: Full=Putative uncharacterized protein An08g01240; Flags:
Precursor; - Aspergillus niger (strain CBS 513.88 / FGSC Al1513)
EGDAGRVRVNSGKKELAEESERLVARVDDLODLVEDLRKDVVTRGVRPLPRQLESVSKDISAVTKEIKKMQEFLKREKPVWTKIWEKELQQVCEERDQLT
MQEDLAADLODDLEKAAQTFALVEQATKQQAMONSSGGPTLRNTSRNVVIDPAVDPMKAKDSVLGEVRALQPNHESRLEATIERAEKARQKELETRRIGLF
QKELGAFVEEGKLKKSGGVEEAERLRRAKDDRIRKEVW

> Q5BDQ6 | Q5BDQ6 EMENI 663 900 | SubName: Full=Polarisome component BudA (Eurofung); - Emericella
nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) (Aspergillus nidulans)
EGDAGRARVNLGKKELAEESERLVARVDDLODLIEDLRKDVVSRGVRPLPRQLETVGKDISAVTKEIKKMOQEFLKREKPIWTKIWEKELQLVCEERDQLT
MQEDLAADLODDLEKAAQTFALVEQATKQQAMONGNSGPTLRNTSRNVVIDPAVDPMKAKDSVLGEVRALQPNHESRLEATIERAEKARQKELETRRVDLF
QKELGTFVQEGKLKKSGGFEEAERLRRAKDERNRKEMW

> E4V6GT7 | E4V6GT7_ARTGP 772 1004 | SubName: Full=Bud site selection protein 6; - Arthroderma

gypseum (strain ATCC MYA-4604 / CBS 118893) (Microsporum gypseum)
ARVQAGKKELADESEKLVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDISAVTKELKKMODFLKREKPIWTKIWEKELQLVCEERDQLTMQEDLA
VDLEDDLEKATQTFALVEQATKQQALESVGANPNNIAVRNVSRTHNPNIDPADAKDSVLGEVRALQPNHESRLEATERAEKARQRELESRRGGEFQKELS
SFVGANKLKNTGGFEELERVRKEKEESTIRREVW

> G8ZTF7 | G8ZTF7_TORDC 503 737 | SubName: Full=Putative uncharacterized protein TDELOD03170; -
Torulaspora delbrueckii (strain ATCC 10662 / CBS 1146 / NBRC 0425 / NCYC 2629 / NRRL Y-866) (Yeast)
(Candida colliculosa)
AASSNRAYMDKSQSQLGEESDALLSRVDDLODLIEILRKDVAARGAKPSKKKLESVQKDLKAAQEDLQKMKQYIVTEKPHWKKIWEAELDKVCEEQQFLT
LOQEDLAADLDEDLGKALETFDLVSLCCAEQEKNPKRSKTAPILPIPKPGTLNVVRDQLLVEVQSLNPDHESRVEALERAEKLWLKEREYRDNGEFEEELG
HFVEKSSFKRSGGVEEVERLRRQKDEENLRANFGG

> ATTKA3 | A7TKA3 VANPO 580 812 | SubName: Full=Putative uncharacterized protein; - Vanderwaltozyma
polyspora (strain ATCC 22028 / DSM 70294) (Kluyveromyces polysporus)
NSSDRSYMEKSQTKLGDISDSLLTRVDDLODVIEVLRKDVADRGVKPTRKRLDVVFKQLKSAEDDLSKMQSFIATEKPTWKKSWESELDKVCEEQQFLTL
QEDLTFDLSEDLAKASETYDLVKLCCEEQEKNPKKIRNNPILPIPKPGTMNQVRDQLLVEVQSLNPNHEGRVDALEKAQKLWQIEREYRDTDEFEDELGS
FVEKSNFKKSGGIEEIERLRREKDEENLRTTEG

> ESR4K3 | ESR4K3 LEPMJ 701 942 | SubName: Full=Putative uncharacterized protein; - Leptosphaeria
maculans (strain JN3 / isolate v23.1.3 / race Av1-4-5-6-7-8) (Blackleg fungus) (Phoma lingam)
GDSGRAYINAGKKTLQEDSEKIVNRVDDLODLIEDLRKDVVMRGVRPLPRQLEVTAKDLSVATAELKKLODMLSKEKPIWTKIWEQELQTVCEERDLLTM
QEELAADLODDVEKAAQTLELVEQATKQOHLESEKEAGKGTRTASGRNMINAASFDKAVDPRQARDGVLGEVKALOPNHESRLEATERAEKARQRELETR
NDDEFKRELGSFVEEGKLKKSGGVEEVERMRKAKDERARKEN

> Q6CSS1 | Q6CSS1 KLULA 463 695 | SubName: Full=KLLA0C18359p; - Kluyveromyces lactis (strain ATCC
8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) (Yeast) (Candida sphaerica)
KSANRDYMEKSQSKLSEVSDNLLSKVDDLODVIEALRKDVAIRGARTPKKKIENVSSELDSAKKDLDOQMRNYIDVEKPNWKTIWEAELDRVCEEQQFMTL
QEDLVFDLQEDLNKVMETFDLVKLCCEQQEKAPKKNKGNPILPIAKPGTYNMIRDQVLTEVONLNPDHDSRVEAIKKAEKLRNREKEYKENEAFEDELGN
FVEKGNFKKAGGIEEIERLRKQKDEENLRVNFEG

> Q75288 | Q752588 ASHGO 464 702 | SubName: Full=AFR495Cp; - Ashbya gossypii (strain ATCC 10895 /

CBS 109.51 / FGSC 9923 / NRRL Y-1056) (Yeast) (Eremothecium gossypii)
ASTSANRVYMEQSHSKLSELSDSLLAKVDDLODITIEALRKDVAIRGAKPTKKKLEAVQQELKQAMKDLKKIEQYINIEKPNWKMIWESELDKVCEEQQFL
TLOEDLVEFDLQEDLTKANETFDLVKLCCEEQEKNPKRTRTNPILPLTKPGTLTDLRDMVLMEVONLNPDHESRVQAIERAEKLREKELQYKDSSVFESEL
VNFVGNNGFKRAGGIEEVERIRRARDEENLRSNFGLGAS

> AICQE8 | AlCQE8 ASPCL 720 958 | SubName: Full=Actin-interacting protein (Bud6/Aip3), putative; -
Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1)
EGDAGRSRVNSGKKELADESERLVGRVDDLODLVEDLRKDVVSRGVRPLPRQLESVSKEISAVTKEVKKMODFLKREKPVWTKIWEKELQLVCEERDQLT
MOEDLAADLEDDLEKAAQTFALVEQATKQQOSLOONANGGVPLRNTSRNVGSGPAIDPMKAKDGVLGEVRALOPNHESRLEATIERAEKARQRELENRRIGL
FOKELGAFVEEGKLKKSGGVEEAERQRRVKDDRIRKEVW

> QOUSK3 | QOUSK3 PHANO 614 857 | SubName: Full=Putative uncharacterized protein; - Phaeosphaeria
nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) (Glume blotch fungus) (Septoria nodorum)
GDTGRAYINTGKKSLODDSEKIVNRVDDLODLVEDLRKDVVQRGVRPLPRQLEVTAKDLSIATAELKKLODFLAKEKPLWTKIWEQELQTVCEERDMLTM
QEELAADLODDLEKAAQTLELVEQATKQONLETEKEQTGQKGLRSASGRNAINAAALDKVVDPREARDGVLGEVKALQPNHESRLEATERAEKARQRELA
TRNDDEFKRELGNEFVEEGKLKKSGGVEEVERLRKAKDERARKEN

> F8MP24 | F8MP24 NEUT8 719 970 | SubName: Full=Putative uncharacterized protein; - Neurospora
tetrasperma (strain FGSC 2508 / ATCC MYA-4615 / P0657)
EGDSGRAYVTKGRKLLNADSDWLVNKVDDLODLIEDLRKDVVHRGVRPRPNQLESVTKDITTLTKELKKMEEFMKKEKPIWTKIWEKELEEVCQGRDELR
LMEDLMIDLRDDLEKASETFALVEQATKEQMKEGGQGNTVNGSVSNGPTPFGAFSRGLKSISEKVTHADPSEAKEGVLGEVRALQPNHQSRLEAIERAEK
LROKELQTRMVNPLTKELASFVEEGKLKKSGGVEEVERARKAKDDRIRREVW

> FOXNV1 | FOXNV1 MYCGM 735 976 | SubName: Full=Putative uncharacterized protein; - Mycosphaerella
graminicola (strain CBS 115943 / IP0323) (Speckled leaf blotch fungus) (Septoria tritici)
NNTGRAYVNNGKKSLSDDSESIVNRVDDLODLVEDLRKDVVTRGVRPLPRQLEEVSRDISIATSDLKKLQEFLRKEKPVWTKIWEKELQVVCDDRDLLTM
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QEELAADLEDDLEKAAQTFALVEQATKQONLASPTANGGAVPTGVRSTSRTLVPIPTADPAKAKDSVLGEVRALOPNHESRLEATERAERLRQRELETRR
EGEFQKELGNFVEEGKLKKSGGVEEVERQRKSREDRTRKEIW

> GOWGY8 | GOWGY8 NAUDC 529 761 | SubName: Full=Uncharacterized protein; - Naumovozyma dairenensis
(strain ATCC 10597 / BCRC 20456 / CBS 421 / NBRC 0211 / NRRL Y-12639) (Saccharomyces dairenensis)
KTSANRVYMDKSQONELGEVSDSLLSRVDDLODITEVIRKDVADRGAKPSKKKLESVQQELLDANNDMKKMEQFIATEKPHWKKIWETELDKVCEEQQFLT
LOEELVLDLKEDLGKASETFTLINLCCEEQEKNPTRTKTNPILPILKPGTFTEVRNQLLVDVLSITPDHESRLEAIGKAEKLWQKEREYRAGDEFQDELG
DFVEKSALKKSGGVEEVERLREQKNRENLRANF

> E9CRIS | EOCRI9 COCPS 229 471 | SubName: Full=Actin interacting protein; - Coccidioides posadasii
(strain RMSCC 757 / Silveira) (Valley fever fungus)
EGDAGRARVNAGKKELADESEKLVARVDDLODLVEDLRKDVVTRGVRPLPRQLEAVGRDISAVTKELKKMODFLKREKPIWTKIWEKELQQVCEERDQLT
MQEDLAVDLEDDLEKATQTFALVEQATKQQALQSSNPDGNATVVSFRVASRTLPLDPSIDPVKAKDSVLGEVRALQPNHENRVEATERAEKARQKELESR
RIGQFOKELGAFVEGGKLKKSGGFEEAERLRKAKDEKIRKEVW

> G8BZF4 | G8BZF4 TETPH 539 773 | SubName: Full=Putative uncharacterized protein TPHAOK01490; -
Tetrapisispora phaffii (strain ATCC 24235 / CBS 4417 / NBRC 1672 / NRRL Y-8282 / UCD 70-5) (Yeast)
(Fabospora phaffii)
AGSSTRSYIEKSQSKLGVVSDNLLSKVDDIQDITEVLRKDVAVRGVNPSKKKLDAVLSDLNEAEKELSSMOSFISTEKPGWKRIWESELDKVCEEQQFLT
LOEDLAFDLVEDLKKASETFELVKLCCEEQEKYPKKVRTNPILPIPKPGTLNQTRDQLLVDVQSLVPDHESRVDALEKAQKIWQKERILKENDEFQEELG
TFVGNASFKKTGGIEEIERIRQOKNEENLRAGLGI

> B6H938 | B6H938 PENCW 630 867 | SubName: Full=Pcl6g03380 protein; - Penicillium chrysogenum
(strain ATCC 28089 / DSM 1075 / Wisconsin 54-1255) (Penicillium notatum)
EGDAGRARVNTGKKELAAESERLVARVDDLODLVEDLRKDVVTRGVRPLPRQLEGVSRDI SMVMKE IKKMODFLGREKPIWTKIWEKELQLVCEERDQLT
MQEDLAADLODDLEKATQTFALVEQATKEQVLTNATGGTAVRAPSRTLGIDPTIDPMKAKDGVLGEVRALQPNHESRLEAIERAEKARKKELETRRIGLF
QKELGAFVEEGKLKKSGGFEETERLRTAKDDRIRKEVW

> B8N7C6 | BBN7C6 ASPFN 422 660 | SubName: Full=Actin-interacting protein (Bud6/Aip3), putative; -
Aspergillus flavus (strain ATCC 200026 / FGSC Al120 / NRRL 3357 / JCM 12722 / SRRC 167)
EGDAGRARVNSGKKELGEESERLVARVDDLODLVEDLRKDVVTRGVRPLPRQLESVGKDISAVTKEIKKMOEFLKREKPIWTKIWEKELQLVCEERDQLT
MQEDLAADLODDVEKAAQTFALVEQATKEQTMONNPSNGVTLRNTSRNVVIDPAVDPMKAKDSVLGEVRALOPNHESRLEATERAEKARQKELENRRIGL
FOKELGAFVEEGKLKKSGGVEETERLRRAKDDRIRREVW

> G2QNC1 | G2QNC1 THIHA 727 972 | SubName: Full=Putative uncharacterized protein; - Thielavia
heterothallica (strain ATCC 42464 / BCRC 31852 / DSM 1799) (Myceliophthora thermophila)
EGESGHSYVANGRKKLNADSDRLVNKVDDLODMVEDLRKDVVHRGVRPLPSQLEAVTRDIATLTKELSKMEEYMKQEKPIWTKIWEKELEDVCQGRDELR
LVEDLIVDLRDDLEKASETFALVEQATKEQMKDAGPGGVGGGIAARQFSKGLNSIRENAALADPSAAKEGVLGEVRALQPNHENRLEATERAEKLRQKEL
ERRRENPLTKELASFVEEGKLKKSGGVEEVERARKAKDERIRREVW

> G2RG25 | G2RG25 THITE 710 954 | SubName: Full=Putative uncharacterized protein; - Thielavia
terrestris (strain ATCC 38088 / NRRL 8126) (Acremonium alabamense)
EGDAGHSYVIKGRKQLNADSDRLVNKVDDLODMVEDLRKDVVHRGVRPLPRQLEAVARDIALLTKELAKMEEYMKREKPIWTKIWEKELEDVCQGRDELR
LAEDLIVDLRDDLEKASETFALVEQATKEQMKDAGPGGVGGGITARQFSKGLNSIRDNALVDPTAAKEGVLGEVRALOQPNHENRLEATIERAEKLRQKELE
RRRENPLKQELVSFVEEGKLKKSGGVEEVERARKAKDDRIRREVW

> Q2GNJ2 | Q2GNJ2 CHAGB 640 887 | SubName: Full=Putative uncharacterized protein; - Chaetomium
globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) (Soil fungus)
EGNAGHAYVITGRKQLNQDSDRLVNRVDDLODLVEDLRKDVVHRGVRPLPRQLEAVTRDIALLTKELSKMEESMKQEKPIWTKIWEKELEDVCQGRDELR
LVEDLIVDLRDDLEKASETFALVEQATKEQMKDAGGAGAGPGGVIVARQFSKGLTSIRENAAAVDPNTAKEGVLGEVRALQPNHENRLEATERAEKLRQK
ELARRRENPLTKELATFVEEGKLKKSGGVEEVERARKAKDDRIRREVW

> G2XAD1 | G2XAD1 VERDV_ 678 911 | SubName: Full=Bud site selection protein; - Verticillium dahliae
(strain vdLs.17 / ATCC MYA-4575 / FGSC 10137)
YVSKGREQLNQDSDRLVTKVDDLODTVEDLRKDVVHRGVRPLPRQLEGVAKDITRLTMELKKVEDYMKQEKPIWTKIWEKELEDVCKGRDELRLMEDLMV
DLODDLEKASETFALVEAATKEQLKDNGTGASAGNARNFSKGLNSLGNSLDONAAKEGVLGEVRALMPNHEDRLEATERAEKLRQRELATRNTNKLQQEL
TNFVEEGRLKKSGGFEEVERARTAKDERIRREVW

> E3RQ08 | E3RQ08 PYRTT 696 940 | SubName: Full=Putative uncharacterized protein; - Pyrenophora
teres f. teres (strain 0-1) (Barley net blotch fungus) (Drechslera teres f. teres)
GDSGRAYINTGKKALQDDSEKIVNRVDDLODLVEDLRKDVVLRGVRPLPROQLETTAKDLSTATIAELKKLODLLAKEKPLWTKIWEQELQTVCEERDMLTM
QEELAADLODDLEKAAQTLELVEQATKQONLENEKEASGKGGMRSASGRNMLNAVAIDKVVDPRQARDGVLGEVKALQPNHEGRLEATIERAEKARQRDLE
TRNDDEFKRELGTFVEEGKLKKSGGVEEAERLRKAKDERARKENF

> H6BXAS | H6BXA5 EXODN 750 985 | SubName: Full=Putative uncharacterized protein; - Exophiala
dermatitidis (strain ATCC 34100 / CBS 525.76 / NIH/UT8656) (Black yeast) (Wangiella dermatitidis)
KGDAGRAHINESKKVLSDDSEALVNRVDDLSDIVEELRKDVVTRGVRPLPRQLEDISKEISTAAKQLTKVKEFVKREKPIWTRIWEQELQVVMTERDELT
QODELMNDLDGDLEDITNVFKLVEEATKQONLOAASTGGRQGLKQLPFDTDVDPHEAKSGMLDEVRALQPNHESRLEATERAAKVROQRELE SRRVGEFQR
EVEKFVEEGKLKKTGGMDEVERRRKLKDEAARKENW

> H2ANZ7 | H2ANZ7 KAZAF 476 713 | SubName: Full=Putative uncharacterized protein KAFRO0A06620; -
Kazachstania africana (strain ATCC 22294 / BCRC 22015 / CBS 2517 / CECT 1963 / NBRC 1671 / NRRL
Y-8276) (Yeast) (Kluyveromyces africanus)
SATGSAKAYMEKSQSELGQVSDGLLSRVDDLODITEILRKDVAERGARPSKKKLESLAKDLKKAEVDLNKMQQFIDTEKPOQWKRIWEAELDKVCEEQQFL
TLQEDLIMDLNEDLNKAQETYNLIDLCFQEQEKNPQKVKVNPILPILKPGTFGQVREQVMLAVQSINPNYDSRIDALEKAEKLWEKEKQYKEDTAFRDEL
GRFVESSSLKKSGGVEEIEKVRKQKDEENLRAVFGTNI

> E3QGD9 | E3QGDY9 COLGM 636 870 | SubName: Full=Actin interacting protein 3; - Colletotrichum
graminicola (strain M1.001 / M2 / FGSC 10212) (Maize anthracnose fungus) (Glomerella graminicola)
AYVHKGREQLNADSDRLVAKVDDLODLVEDLRKDVVHRGVRPLPRQLETVAMDITKLSKELKKVEDYMKEEKPIWTKIWEKELEDVCKGRDELRLMEDLM
IDLODDLEKASETFALVEQATKEQLKDNGTTASAGTARNFSKGLNNLGNSSDPNAAKDGVLGEVRALOPNHENRLEATERAEKLRQKELEGRKGNELQRE
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LSSFVEEGKLKKSGGFEEVERARKAKDDMIRKQVW

> G4MPB7 | G4MPB7 MAGO7 726 967 | SubName: Full=Bud site selection protein 6; - Magnaporthe oryzae
(strain 70-15 / ATCC MYA-4617 / FGSC 8958) (Rice blast fungus) (Pyricularia oryzae)
AYVIKGRKQLNTDSDRLVTQVDDLQODIVEDLRKDVVTRGVRPRPRQLETVAKEISQLTIELKKMEEYMKREKPVWTRIWEKELEEVCQGREELRIMEELM
IDLODDLEKASETFALVEQATKEQLKDAGAGNAAGPIGPGVLRQFSRGLENIGNNAFVDPSAAKEGVLGEVRALOPNHENRLEAIERAEKLROQKELETRK
GNALTKEITAFVGEGKLKKSGGFEEVERARKAMDDKIRREVW

> C5MCQ6 | C5MCQ6 CANTT 510 747 | SubName: Full=Putative uncharacterized protein; - Candida
tropicalis (strain ATCC MYA-3404 / T1l) (Yeast)
SONSNRAYMESCNSKLSDDSDLLITKVDDLODVMEEMRKDVAQRGVRVSEKQLKHITIKDIKSAKDSLHDMSSYISKERPVWKKIWESELDKVCEEQQFLN
LODDLIQDLQEDIKKIEETFGLIEQCSVEQTKGKSSKRNKIVANLY IPEPGESLHTAKDAVLNDIAALTPNHESRVEATERAEKIREKEREMMRLNKEQE
ELGDEFVEDNRLKKSGGIEELEKARQIKDSENLKSSFGI

> G3B1lYO | G3B1YO CANTC 529 767 | SubName: Full=Putative uncharacterized protein; - Candida tenuis
(strain ATCC 10573 / BCRC 21748 / CBS 615 / JCM 9827 / NBRC 10315 / NRRL Y-1498 / VKM Y-70) (Yeast)
ATKSSNRIYMEKCHGRLSEESDSLLTKVDDLQODVMEGLRKDVAQRGVRVGAQQLKATMKEIVAAGDSLKDMSSFINKEKTVWKKIWEAELDRVCEEQQFF
NLODDLTKDLEEDLAKIQETFDLVEQCSLEQSKQSSYRRNKVVANLPIPEPGENLHSIKDAVLSEVAALKPDHESRVDAINKAEKLROQKNKQMMDLTEFQ
EELGSFIDDSKLRKSGGIDEIERQRQLKDSENLKSSMGG

> GORS34 | GORS34 HYPJQ 714 954 | SubName: Full=Predicted protein; Flags: Fragment; - Hypocrea
jecorina (strain QM6a) (Trichoderma reesei)
EGDAGYAYVSNGRKQLNADSDRLVAKVDDLODLVEDLRKDVVHRGVRPLPRQLEVVAKDVTALSKELKAMEDYMAKEKPIWTKIWEKELEDVCQGRDELR
IMEELLIDLRDDLEKASETFTLVEQATKEQMKDSGTGHSASTVRTFSKGLNNLGNSLDONAAKEDMLGEVRALOQPNHQDRLEAIERAEKLROQKELKTRTT
NPLHREMKAFVSEGKLKKSGGFEEVERARLAKDEKIRREVW

> G3ATL7 | G3ATL7_SPAPN 430 667 | SubName: Full=Putative uncharacterized protein; - Spathaspora
passalidarum (strain NRRL Y-27907 / 11-Y1)
SKDSNRSFMETCHTKLSEESDVLITKVDDLODLVEELRKDVAQRGVRISEKQIKNTVKEIENAKSALRSMTDFISKERNVWKKIWETELDKVCEEQHFFK
VODELTIDLEEDIKKMEETFTLIEQCSIEQSKGSTRKRNKVVANLYIPEPGESLHDIKDAVLNEVVALVPDHQSRVEATERAEKLREKEREMMKLNQFQE
ELGDEFVEDKKLKKSGGIAEVEKMRSQKDSENLKSSFGI

> Q0CQO01 | QO0CQO1 ASPTN 621 856 | SubName: Full=Putative uncharacterized protein; - Aspergillus
terreus (strain NIH 2624 / FGSC A1156)
EGDAGRARVNSGKKELAEESERIVARVDDLODLVEDLRKDVVTRGVRPLPRQLEMVGKDISAVTKEVKKMOQEFLKREKPIWTKIWEKELQLVCEERDQLT
MQOEDLAADLODDLEKAAQTFALVEQATKQQALONANQGVTLRNVSRNIDPSVDPLKAKDNVLGEVRALQPDHESRLEATERAEKARQKELENRRIGLEFQK
ELGSEFVQEGKLKKSGGVEETERLRRAKDDRIRKEVW
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