Additional file 2 — Alignment of PacC protein from 7. virens IMI 304061 and 7. virens
Gv29.8, the published reference strain.

The alignment was generated using ClustalW (http://www.ebi.ac.uk/Tools/msa/clustalw?2/),
default ClustalW colors are shown, indicating amino acid physicochemical properties.

IMI MSAQVPDQAALSPSHDTKSASPTDASSTTSPNGSTSNNGSSASSNAQVSPSLGDAIDAPR 60
Gv29.8 MSAQVPDQAALSPSHDTKSASPTDASSTTSPNGSTSNNGSSASSNAQVSPSLGDAIDAPR 60

dkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkxx

IMI QLVCRWNQCGQKFTNAETLYEHICERHVGRKSTNNLSLTCQWNSCRTTTVKRDHITSHIR 120

Gv29.8 QLVCRWNQCGQKFTNAETLYEHICERHVGRKSTNNLSLTCOWNSCRTTTVKRDHITSHIR 120
Ak hkhkhkhkkhhhkhkhkhhkhkhkhkhhkhhhhkhkhhkhkhkhhkhkhhkhkhhhkhhhkhkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhxkhx*k

IMI VHVPLKPHKCEFCGKSFKRPQDLKKHVKTHADDSVLSRPGQDSQPGMNYRPQAPKPPSYY 180

Gv29.8 VHVPLKPHKCEFCGKSFKRPQDLKKHVKTHADDSVLSRPGODSQPGMNYRPQAPKPPSYY 180
Ak hkhkhhkkhhhk kA hhhkhhhhhhhhkhkhhhhhhkhkhhkhhhhhkhhkhkhkhhkkhkhkhkhkhkhkrhkhkkhkhkhhkxkhkx*k

IMI DHNGQMRSPVTGFPQPHAGGY YAPQPSTNYGLYFNQQHVNPAPRTEHIGYSASYDRKRTQ 240

Gv29.8 DHNGQMRSPVTGFPQPHAGGYYAPQPSTNYGLYFNQQHVNPAPRTEHIGYSASYDRKRTQ 240
Ak hkhkhhkkhhhk kA hhhkhhkhhhhhhkhkhhhhhhkhkhhkhkhhhkhkhhkhkhhhkkhkhkkhkhkhkhkrkhkhkkhhkhhkxkx*k

IMI AHEMVDDFFGSAKRRQIDPTSYAQIGRSLLPLHNALAMPSGPMAATESYFPQ'g HAVGH 300

Gv29.8 AHEMVDDFFGSAKRRQIDPTSYAQIGRSLLPLHNALAMPSGPMAATESYFPOFAGHAVGH 300
*****************************************************:******

IMI AVVHAAPAHTPTONPLAQQYYLPMPNARTQKDLIQLDOMLGOMODTVYETAPQITAGMEP 360

Gv29.8 GVVHAAPABAPTONPLAQQYYLPMPNARTQKDLIQLDQMLGOMODTVYETAPQITAGMHP 360
.********:**************************************************

IMI HDSQFAGYRSTPSPTTLHRGPGA| VAPDGYHQPVSA‘W ASPLTAISSTGTPAVTPPSS 420

Gv29.8 HDSQFAGYRSTPSPTTLHRGPGAIHVAPDGYHQPVSAASMASPLTAISSTGTPAVTPPSS 420
***********************:**************.*********************

IMI ALSYTSGHSPSPSASSGFSPQSRHSSTASSIMYPSLPTSLPAVSQGFGQSTTATLGPSFD 480

Gv29.8 ALSYTSGHSPSPSASSGFSPQSRHSSTASSIMYPSLPTSLPAVSQGFGQSTTATLGPSFD 480
Ak kA hkhkkhkhhk kA hhkhkhhkhhhhhkhkhkhhhkhhhkhkhhkhkhhhkkhkhkhkhkhkhkhkkhkhkhkhkhkhkrkhkhkkhkhkhhxkx*k

IMI AGERRRYSGGMLORARGAPPRSVEEPSGAVTPKASESTPHV[GSPSSESSDVSDATREREE 540

Gv29.8 AGERRRYSGGMLORARGAPPRSVEEPSGAVTPKASESTPHIGSPSSESSDVSDATREREE 540

Kok khkkhkhkhkh Ak khhk Ak Ak kh kA kA hkh kA kA hdkh kA kA hk e khkh Ak kA kA h kA hdhkxhk kK

IMI QYDRWVDNMRVIEALREYVQGRLKRGEFEQEYPSVNRIRKDVDAMDLEGKSRSPLANERP 600

Gv29.8 QYDRWVDNMRVIEALREYVQGRLKRGEFEQEYPSVNRIRKDVDAMDLEGKSRSPLANERP 600
] ok kK ok ok kK ok kK o ok kK ok ok Kk ok ok ko ok kK ok ok ok ok ok ko ok k ko ok Kk ok ok ko ok ok ok ok ok kK ok ok ok ok kK

IMI MSKESNPLYPVLPVPGT 617

Gv29.8 MSKESNPLYPVLPVPGT 617
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http://www.ebi.ac.uk/Tools/msa/clustalw2/



