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DprE1l L s e e MGAVPSLTMSTREFPTETKRLMGWGRTAPTVAS 33
2VFS L e e MSD | TVIINWAGN | TYTAK 18
1WI1Q 1 MAVVYYLLLAGLIACSHALAAGTPALGDDRGRPWPAS LABLALDGKLRTDSNATAAASTDFGN I TSALPA 70
DprE1l 34 VIESTSDPEV | VREVTRAREEGG - - —RGVIAR GDN QNG LVIDMPA ----- NRIHS IDSGT 94
2VFS 19 ELERPHS LDAERAEVADSAR - - - - - - - VRVL FNE | EPGD VLLSLAGH- - - - - P/SVVDVDTAA 76
1W1Q 71 AVILYPSSTADLVALLSAANSTPGWPYT | AFR LMGQ FAP -GGVVVNMAS GDAAAPPRINVSADG 139
DprE1l DVDAGVS LDQEMKAALPHEEWVPY LPGTRQVIMGEA | GCD | HEKNHH S ABSF GNH RSMELL E 164
2VFS RVGGGVRYAELARVVHARGLALPNMASLPH IS SVATGTHGS - GVGNGS LASVMREVE LV S 145
1wIQ 140 DAGGEQVWI DV LRAS[EARGVAPRSWTDY LY LTFMGGT LSNAG | SGQAFRHGPQ | SNMLEMDV | E 209
DprEl 165 VRH LTPAGPDSDL WATVGGN I LRATHEMT TETAYFIADGDV GSLDETIAFHSDG -------- 226
2VFS 146 TNV 1 ARG - - -DERFIGGAVTSE VVTSLTLDLER - - - AYEMEQHVFIELP LAGLDPATFET------- 202
1WIiQ 210 MVTCSKQLN - ADLEDAV LGGL VITRARNAVEPAPARARWVRLVYEDFAAFSADQERLTAPRPGGGG 278

_——————

B4 B6 a6
DprE1l 227 - SEANYTYSSAWFDAISKPPKLGRAAIS GS LAKEDQLPSKLQKDP LKFDAPQLLTLPD I FPN 288
2VFS 203 --------- VMAAAYSVSIEFTDWRAPG - IRQVWLKRRTDRPLDGFPYAAP - - - - - - AAEKMHPVPGMPAV 256
1w1Q 279 ASFGPMSYVEGSVFVNQSLATDLANTGFETDADVAR | VALAGERNATTVYS | EATLNYDNATAAAAAVDQ 348

B7 B8 a8 a9
DprE1l 289 GIIANKETFMP | GE - LWYRKSETYRNKVQN LTQF YHPIIDMFGEWNRAYGSAGFEQYQF VU TEAVEEEKS | 357
2VFS 257 NCTEQFGVP - - - - - - - - - - - GPWHEREPHFRAEFTPS----------- SGAELQSEYLMPREHALAALHA 304
1WIQ 349 EASVLGTLSYVEGFAFQRDVAYAAFLDRVHGEEVAINKLG- - - - - LWRVPHPWLNMFVPRSR | ADEDRG 413
e G
B9 «a10 p10 all
DprE1l 358 1VD - -W@RSGHYSFNVFKIEFGPGNQAP LSFP | PBGWN - - YCWDFIP | KAG - - - LHEFUTEUDRRVIEEEGGR 420
2VFS 305 MDA - - I RE[f - LAPVIEQTCE | RTVAADAQWLSPAYGRDT - VAAHE TWVEDTAAVIEP VVRRILEEALVPEAAR 370
1WI1Q 414 VFKG | LQGTD I VGPI I VY PIEINKSMWDDGMSAATPPISEDVFYAUS|LLFSSVAPNDLARLQEQNRR I [ERECDL 483
g1 12 al2

DprE1l 421 LYTAKDSRTTRETFHAMYPR I DEWI R | RRSVDPDGVFEASDMARRLQLL - - - 468
2VFS 371 PHWGKVFTVPAGE LRALYPRLADFGALAGALDPAGKFTNAFVRGVLAG - - - 418
1wIQ 484 AGIQYKTY LARHTDRSDWVRHFGAAKWNRFVEMKNKYDPKRLLSPGQD | FN 534
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Figure S1: Sequence alignment of DprE1 with structurally related flavoenzymes.

Alignment of DprEl from M. smegmatis with alditol oxidase (PDB entry 2VFS) and with cytokinin
dehydrogenase (PDB entry 1W1Q). The location of secondary structure elements in the DprE1 structure
is shown beneath the alignment with disordered regions indicated with grey boxes. FAD-binding histidine
residues in 2VFS and 1W1Q are shown in green boxes. The position of DprE1 Cys394 and equivalent
residues in the two other structures is indicated with red boxes.



