mGSTO2

MSGDLSRCLGKGSCPPGPVPEGVIRIYSMRFCPYSHRARLVLKAKGIRHEVININLKSKP

bGSTO2 MTDDATRTLGKGSIPPGPVPEGVIRLYSMRFCPYAHRTRLVLRAKGIRHEVININLRNKP
mGSTO1 MSGESSRSLGKGSAPPGPVPEGOIRVYSMRFCPFAQRTLMVLKAKGIRHEVININLKNKP
bGSTO1 MSGGSARSLGKGSAPPGPVPEGLIRVYSMRFCPFAQRTLLVLNAKGIRHQVININLKNKP
*s . sk khkkkhkkh Khhhkhkhkhkhkhk hhksghkhkhdhhhhgsoskhks shk _ hhhhhhkehkhhhdhhks *%
mGSTO2 DWYYTKHPFGQIPVLENSQCOQLVYESVIACEYLDDVYPGRKLFPYDPYERARQKMLLELF
bGSTO2 EWYFTKHPFGOQIPVLENSKCOLIYESVIACEYLDDAYPGRKLYPYDPYERARQKMLLELF
mGSTO1 EWFFEKNPLGLVPVLENSQGHLVTESVITCEYLDEAYPEKKLFPDDPYKKARQKMTLESF
bGSTO1 EWFFOQKNPSGLVPVLENSQGOLIYESAITCEYLDEAYPGKKLLPDDPYEKACQKMVFELS
shkess kek Kk skhkkkhkhhks sks Khhk _hekkkkhkkhks *k skhkhk Kk kkksask kkk ok
mGSTO2 CKVPPLSKECLIALRCGRDCTDLKVALRQELCNMEEILEYONTTFFGGDCISMIDYLVWP
bGSTO2 YKVPHLTKECLVALRCGRDCGDLKLALRQEFCNLEEILGYONTVFFGGDCISMIDYLFWP
mGSTO1 SKVPPLIASF-VRSKRKEDSPNLREALENEFKKLEEGMDN-YKSFLGGDSPSMVDYLTWP
bGSTO1 SKVPPLLIRF-IRRENEADCSGLKEELRKEFSKLEEVLTKKKTTYFGGSSLSMIDYLIWP
*hkk * : . *, ks *_ sks sakk o . sskk_, kkskkk K%
mGSTO2 WFERLDVYGLADCVNHTPMLRLWIASMKODPAVCALHTDKSVFLGFLNLYFQNNPCAFDF
bGSTO2 WEFERLEVYGIADCVNHTPALRLWIAAMKODPTVCSLLTDKNTFLGFLNLYFONNPGAFDY
mGSTO1 WFOQRLEALELKECLAHTPKLKLWMAAMOQODPVASSHKIDAKTYREYLNLYLODSPEACDY
bGSTO1 WFERLEALELNECIDHTPKLKLWMAAMMKDPAVSALHIEPRDLRAFNDLYLONSPEACDY
*kkokks s ks khkk kekkskek skk_ 2 . s skkeke Kk Kk kg
mGSTO2 GLCNPIIR 248
bGSTO2 GLSC—=—- 244
mGSTO1 GL-=-———-— 240
bGSTO1 GL-—=—====— 241

Supplementary Figure 1. Mouse and Boar GSTO sequence comparison. The mouse glutathione-s-transferase
omega 2 (mGSTO2), boar glutathione-s-transferase omega 2 (bGSTO2), mouse glutathione-s-transferase omega
1 (mGSTO1) and boar glutathione-s-transferase omega 1 (bGSTO1) protein sequence alignment. The active site
cysteine (aa32) is identified by a red arrow and the inhibitor (CellTracker C7025) binding site in each sequence
is identified by a green underline. Fully conserved residues within the sequences are indicated by an asterisk
(*), residues with strong similarity are indicated by a colon (:) and weakly similar residues are indicated by a
period (.). The inhibitor is a membrane permeable probe that covalently binds to the active site and fluoresces
when bound.



