-20 4 10

Signal Peptide

20
PBP6b ¥ ¢ ——
........ M K ERGENI 1 2 A s®F V F N L 5 G F a | . A ENTIPF S QP E H G w v M T T Q IgN
P B P 5 M N TIF S ARTIMMMELGES:2 L TTAfSECTATF I A AHADDULNTIZEKTMTI G Vv Q D E Y I g1 N S K v N
4 +

30 40 50 60 70 80

PBP6b T 2 & E H 0 QL NYS L T K .UBRS:EBA" 0 =fY1 0 s s R 1 TF D T v D AwARBSEN PV FREG S S L MFL
PBP5 reofflac v e oS L T K v DA - KIRA: ¢ cBYyv k2o x Fx e T M cEio Aw ARMEN P v FEIGSSLMFL
90 100 130

CPase domain 140

B
o<

- ) = —
PBP6b @ := D R B v ER] . E L PR D A c v AR A DREEES A G 8 R oG E v R Y ESEIY L L KB T H FERT v H
PBP5 KEICER1YE vER]L.E 1 oS GNENY-REY IN): ~ X1 ~ s - R YRR L E . <BE T HFEET VH
150 160 170 8 £ 260

1

0 180
L —
PBP6b [HEEWY (RS S AR L v L §R T H G B EFREE 1AM IS s L W T (AN R NG LLWDRESEENVYDG
PBP5 G LD AN i8s s AENDE]» FEEEECEY A B4 | ESRIEE F B v GO v B4 = < S TS (M cfAN R NG LLWODENEAEN v DG
210 230 250 260

220

240

PBP6b AN K G R ER IS K L L ERW G [ TRERE O T H R

PBP5S ESLIN K G R E B A K L LW G A T v B KV
270 280 200 C-terminal domain 310 320

L

PBPGb G K BRI R I Y K E NI DNNefT E Q E F WMV LEEBK A E I P H IRGENEKEETHEND G <N TFWHE T 5 A R Rl E

PBPS el E F A S PV F S DR AGCSHEEY D K D V ¥ L T IR G R M KD LEGSSEEVERN 5 S ESEND FWETL 0 K N v G

ey -
PBP6b eLyorofdovasuw Tle s v e R F EEERAE] 0 ¥ B 3 367
PBP5 N F QLDG T I EQR vge E I P N Ffe K I IIRET & L M F HHWE G 374

Figure S6. Sequence alignment of full-length PBP6b with PBP5 (UniProt codes: P33013 and
POAEB2, respectively). Domains are shown as coloured bars: CPase domain in green and the C-
terminal domain in dark blue. Active site sequences motifs essential for catalysis are highlighted
in green. Secondary structure based on the solved crystal structure of PBP6b is depicted above
the corresponding residues as blue arrows (beta-sheets) and pink cylinders (alpha-helices). The
C-terminal amphiphilic helix is shown in orange. Sequence alignment was generated and
annotated using Clustal Omega [Sievers et al. (2011) Mol Sys Biol 7: 539] and Aline [Bond and
Schuttelkopf (2009) Acta Cryst D65: 510-512], respectively.
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