#Additional File S3: CAAX/CpAX proteins (<100aa) from B. cinerea, B.
sinoalli, S. sclerotiorum, M. fructicola, R. commune, A. resinae &
P. destructans

>M_fructicola VICG01000013.1 EYC84 009782
MLLFLRFLSWGFFSTVGWLGNGHFHASIISCVPNLCVIHGHDSNQYHLFMGNKFLSLPLR
PTTMCSAP*

>M_fructicola VICG01000010.1 EYC84 008624
MRVMVQEYLAGVQEKMLARRAEDSQGLKWPMNQAGDARCLCWFQLPTEFINLAYGLLSCSG
VVMLCCIVLCCVVL*

>M fructicola VICG01000011.1 EYC84 009873
MODEDEDDYALAAMGI SNGGGYRPSDSNONTYTPPPPOPESQLPPLERRRASTPPPETLK
HNKAKRNREVCVAK*

>M_fructicola VICG01000002.1 EYC84 004913
MKIRKTLVESGOMESDADDDEEEEEEDGGGGGGDGVDVVKPCRSKRALKRLKLRSSHGKL
RLKSKRVEYGALYKCTLYCTVE*

>M_fructicola VICG01000003.1 EYC84 005768
MPYRATPQLKINNFPLRSLLRPPVPKIALWPSSLNSLFCPPSPLLVYHLPTSPTAYRYIT
TRSARGCLLSHYPPPKRTCPIP*

>M fructicola VICG01000011.1 EYC84 010293
MVEFFKYLLREFVSRSWTFKTSDHVASDFCEFGVSLDDRYIVQCNLTCTTHATGRPVGIGNE
KSYPIQLSVFTKLCIDIICACNAN*

>M fructicola VICG01000016.1 EYC84 011744
MAQQPQKPHRSLWDRE PSDVANMPPVYTQEYDNRVSPQPQSQPQPANAVKDASETQKEAT
YVQKQONERKNNEDDVASGCCGCSVM*

>M fructicola VICG01000007.1 EYC84 002179
MQFTATTFIATLSAVAAASPLOSRSGLCSSALDTAQCCDVSVAGVANLNCASPSSTPTSV
ENFRSICAAGGQQASCCVLPVAGDALVCVAP*

>M fructicola VICG01000007.1 EYC84 002586
MPDNGITLCQYPSIRHLNHWYSTSGIYLCNEFSILFLEWPFFKRIPDIPERSPRINEQQSN
YLSSASGLEIEIMNRRDAAKGVVGCTFCAVC*

>M_fructicola VICG01000004.1 EYC84 003548
MKRKEEKTKDKKKIIIVQQGLPSILHSSPQAGTSNPHLTQIHSFHDRFGIPKREQDPCSV
PLHVTQDQPPSASQTARESMSSLENHDAPCLPV*

>M fructicola VICG01000011.1 EYC84 010490
MIYKLFEPSRSFDFWDAGHLYQSRIKELIQDKDGDLETYGMVAQRELSTTRVLVHTKTLF
YFLPLISTIHGWIQSMQGNVRQGKARQGKAMQCNVA*

>M fructicola VICG01000006.1 EYC84 000648
MIRFRMGRSRIRSSALSIFHEEINTVMRLEVYIISSSPPLLLSPPQLTIYTSILIILAQR
HPHSHHITGHDIILIYTQGNAMQOQRSAAQIEKLLACLLA*

>C cinerea NC 037317.1 BCIN 08901220
MPADWRTDKSGNVKGFIRRKGDPNPLNWGYKVDDKVLSHPKAAMIKTDVSKPKKDDKCKS
CEKKKKKEEKKKEKKKSAGGCIVS*



>C cinerea NC 037322.1 BCIN 13903330
MCTSTSTGLVNRNGPGSAASSTISDIVKGTSTTGKTKCLECDGYECCCIPIPCTVM*

>C cinerea NC 037319.1 Bcggl
MPOGYSSRDVGDPSQIKKNKQSMADLKLRRLTELNNRLREDLERERIPVSQAAKSIIQYT
SQTKDFMVPSIWGTVEKKDDPYAPQQOSGGCCLVM*

>C cinerea NC 037315.1 Bhp3
MOFTTTTLIAILSALAVASPIEPRONATAQQERLCTSAIDTAMCCQTTLAGVINQTCTTP
AITPINKQAFRAYCAAQGODSSCCKTPLVGDGVICTPP*

>B sinoallii NW 024066037.1 EAF02 006546
MPADWRTDKSGNVKGFIRRKGDPNPMNWGYKVDDKVLSHPKAGMVKTDVSKPKKDDKCKS
CEKKKEKEKKKKEKKDSAGGCLVS*

>B sinoallii NW 024066059.1 EAF02 011438
MPQGYSSRDVGDPSQIKKNKQSMADLKLRRLTELNNRLREDLERERIPVSQAAKSIIQYT
SQTKDFMVPSIWGTVDKKDDPYAPQQSGGCCLVM*

>B_sinocallii NW 024066033.1 FAF02 004193
MTTLSLEAWIWITQCAGKTCKFFAFPTNLPRLPTGNSLLAEAHEAPYRSRKSQQQSYDOH
VEKFRHAWRKKENPAAGLADGCSGTCSGFRKGCPAL*

>B sinocallii NW 024066029.1 FAF02 001539
MTPOPSHFKTFTLSSLYRHHLKPHKLTILILNLNLNQIQQLKMCTSTSTGLVNRNGPGSAA
SSTISDIVKGTSTTGKTKCLECDGYECCCIPIPCTVM*

>B sinoallii NW 024066033.1 EAF02 004477
MOFTITTLIAILSATIAAASPIEPRONGTAQQERLCTSAIDTAMCCQTSLAGVINQTCSTP
ATITPFTKEQFRAYCAAQGQDSSCCKTPLVGDGVICTPP*

>S sclerotiorum NW 001820814.1 SS1G 12764
MAYDPAMPWILWKSWQTLTDGAT SSKSDCLCAAP*

>S sclerotiorum NW 001820822.1 SS1G 10003
MTDTNSSQTKHCEKVIVGGPPVEEINAKTFCIAA*

>S sclerotiorum NW 001820812.1 SS1G 13368
MGIHARCQRIKRADCALRNKSCQRSMRDAAQCVIV*

>S_sclerotiorum NW 001820812.1 SS1G 13356
MVEKRDRLLDYAKAHNIAVPTMGAAFEGCSNCSIE™*

>S_sclerotiorum NW 001820832.1 SS1G 03496
MGHRAVVLPLHFKVSWKPAPVNPIRIMIFFSASGDVYCLLD*

>S sclerotiorum NW 001820831.1 SS1G 04828
MVDVEAFGWSGYCTASSKACCPAQLRHLCPTPPVGAVITVPDLAQVSSVTILSSYLCVVV*

>S sclerotiorum NW 001820832.1 SS1G 03509
MSSPDTPGNIEGLLRRKGDLNPMNWGEFKVDDKILDHPKIGLIKTDVSKPKDDGKCKSCVK
KQOEKAKKKEKNGDAGGCVVS*

>S_sclerotiorum NW 001820822.1 SS1G 09848
MCGRCLTKQGVHIDKDFLQEANARRRSEAAETRQSTILTLKILEQANVFVKEEKRNNRER
RRRRNTRGGMADRGK T GKQRKCVVM*



>S sclerotiorum NW 001820828.1 SS1G 06541
MTIASVRESLFLQTVRRRRIISALYSISVYGTKVTSRMEGLYVYCGGMGTEGIANGGQSA
ITDTQRLATKDHRPHIIVWSNKCSIY™*

>S sclerotiorum NW 001820815.1 SS1G 12567
MPOGYSSRDVGDPSQIKKNKQSMADLKLRRLTELNNRLREDLERERIPVSQAAKSIIQYT
SQTKDFMVPSIWGTVDKKDDPYAPQQSGGCCLVM*

>S_sclerotiorum NW _001820824.1 SS1G_09095
MAQNPQEPHRSRWDRE PADVANMPPAY TQENETKPPFQPQPLPRPTYAMNDGRGGQREVV
YVQQQQVERKHNKDDIALGCCAGCAAGCCCCGCSVM*

>R commune FJUW01000046.1 CZT08289.1
MSAQOLIYLHPWTGRSQQLEVSPGHGPWIYDIAYCVANY*

>R _commune FJUW01000014.1 CzS98287.1
MARENRFPKVAGYTVNTGPSNNPARYNADYDYQRNRPHRPHGGHHSSHRPHGHHSSSRKK
DPCRCVVM*

>R commune FJUW01000010.1 CZS95335.1
MEASCLPRHDIHPSLGTLTEEFGSIILDDRLALATASMYRGLTGEGSPGWSVGRSVDIRP
EKLRRCPLF*

>R commune FJUW01000051.1 CZT09580.1
MNLEINLRNSNSLTGTLKSCSIYATPRPILPSHERTPPVKLLDVAAISDSDTEIENQTDT
TSTNVNNPGCTLP*

>R commune FJUW01000027.1 CzT03207.1
MCGCYVSSRESKVAKSLFENVGISSIYEHLAPSNKSYIVSDWAATALHIFGLSSVQTQAE
SFRNKKAQGVPQRHRSSGCVPH*

>A resinae NW 020194476.1 M430DRAFT 139873
MCTATPSAPINHNGPGSAASSTISSIVKPEAGAAGKTKCLECDGFECCCIPIPCTVM*

>A resinae NW 020194477.1 M430DRAFT 141309
MPSGYSSRDVGDPSQVKKNKQSMADLKLRRLTELNNRLREDLERERIPVSQAAKSIITYT
NNTKDEFMVPSVWGTVDKKEDPYAPQQSGGCCVVM*

>P destructans NW 020167544.1 GNG1
MGYASRDAADPSQIKKNKQSMADLKLRRLTELNNRLREDLERERIPVSQAARSITIAYTDT
TRDFMVPSVWGPVDKKDDPYTPQPTGGCCVVM*

>P_destructans NW 020167532.1 VC83 05352
MARSTDPAPLRIAGTQGSGTDREAAGHSRI SCKPSSSSLADFKEPAYLATNPNGRVPSTH
DPNTDLTLWESGAIIEYLIEKYDSGRDQIICPLC*



