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Supplementary S1. Alignment of the FtsZ amino acid sequence.

1 10 20 30 40 50 60 70 80 90 100

|

HFEPHEL THDAYIKYIGYGGGGGHAYEHHYRERIEGYEFFAYHTDADALRKTAYGOTIOIGSGITKGLGAGANPEY GRHSAEEDREALRAALDGADHY
HFEPHEL THDAYIKYIGYGGGGGHAYEHHYRERIEGYEFFAYHTDADALRKTAYGOTIOIGSGITKGLGAGANPEYGRHARDEDRDALRARLEGADHY
HYFGFHDEFHOKPYIKYIGYGGGGHSAYHRHIEHDYRGYSYYAHHTDAOYLKYSKADERIOLGKKL TRGLGAGAKPATGKOAALESEDDIREYLSDADHY
+ .nfepnElb #da¥TKYIGYGGGGgnAY #hH ! r#r ! eGYeXf AvNTDADALrkt avg #t 10iGsgi TkGLGAGANnPe ! Gr#AALEdrDal Raal sgADHY

101 110 120 130 140 150 160 170 180 190 200
1 |
FIRAGHGGGTGTGARPYYAEYAKDLGIL TYAYYTKPFHFEGKKEAAFAEQGTAEL SKHYDSLITIPHOKLLKYLGRGTSLLDAFGAAHDYLKGAYOGIAE
FIRAGHGGGTGTGAAPYYAEYAKDLGIL TYAYYTKPFHFEGKKEHAFAEQGITELSKHYDSLITIPHOKLLKYLGRGISLLDAFGAANDYLKGAYOGIAE
FITAGHGGGTGTGAAPYYARIAKELGYLTIGIYTKPFYFEGPLRHQHATITGLEELKPNYDTLIVIPHERLFSIADRDHOLLDAFRESDKYLRAOGYGIAE
FIaAGHGGGTGTGAAPYYAe !AK#LG!LT!a! YTKPFnFEGkkRHaf AeqGieEL skh¥DsLTLIPH#kL1k! 1gRgisL LDAFgaa#dVLkgaYIGIAE

201 210 220 230 240 250 260 270 280 290 300
1 |
LITRPGLHNYDFADYRTYHSENGYAHNGSGYACGEDRAEEARENAISSPLLEDIDLSGARGYLYNITAGFOLRLDEFETYGNTIRAFASDHATYYIGTSL
LITRPGLHHYDFADYRTYHSEHGYAHHGSGYASGEDRAEEAREHATSSPLLEDIDLSGARGYLYNITAGFDLRLDEFETYGNTIRAFASDHATYYIGTSL
ITAYPGHINYDFADYRTYHENKGTALHGIGHASGENRATEARRKATHSKLLE-YSIDGATDATYHISSGAEYTLFEIEARL TEIRNATESDLNYIYGHTY
1Tt rPGEnHYDFADYRTYHs #nGyA$HGsGwASGE #RAeEARenAlsSpLLEd ! d1sGArgvl VHILaGf #1lrLdEfELwvgnt IRafasdéat! iGtsl

301 310 320 330 340 350 360 370 380 388
1 |
DPEHHDELRYTYYATGIGHD~-KRPELITLYTHKOA=-SOPYHDHRYOOHGHSPLPOEYKPARKYYNDF TRAPNKEPDYLDIPAFLRKOAD
OPDHHOELRYTYYATGIGHD-KRPEITLYTHKQY-00PYHD-RYQOHGHAPL TOEQKPYAKVYHDHNAPO TRKEPDYLDIPAFLRKOAD
SYDLEDEHIY¥TIYATGYELRAKGNEVEKIAGDIFRHHSTOOYKITDTGLEPLNNKERSGEDTKKRTLPSHLHRK

dpD$$DEFrY¥T! YATGig#d. KrpE L1 ! bnkgf . ##pvnivryq#hGtePLn#e #kpgakvvndt 1Pqulkepdyldipaf lrkgad

High consensus (60%) is highlighted in red. Low consensus (30%) is highlighted in blue. Neutral is

highlighted in black. Consensus symbols: “!” = IV, “$” =

LM, “%” = FY, “#” = NDQEBZ. The Multalin

version 5.4.1 was used to build a consensus sequence.



Supplementary S2. Examples of mass spectra.

100 1393.6042
80
S
—
2
60
fo)
' 1 13747734
o
= g 1097.5697
a 1448.7418 1B80.9564
-
= 16088260
40—
o 11706843
2049.1447 21660880 2589.1600
20— 1473 6268 1624.8229
842.5004
1116 5473 13517324 24051539 25433427
] 1245 5837 2071 0457
15608244 20080451
0 s - 1083.5255 e 1495 8101 15837074 21810909
] qufr 54T4eggg“6 1333 646 l { l ‘ l m‘ﬁﬁgmz 08 Tk R E‘WET 2504. 183 2587.3250
bdeo Lt Lol L LM_J,JMJ AR N 1 10 T hl S T e N AL .LJ_L.‘_W«-/‘ JL.L«: Ity St i
T I T I T
1000 1500 2000 2500
miZ
Spectrum of uncleaved E. coli FtsZ.
100 1393.6965
807
>
=
7]
g 60
2
‘E 1603 8694
D
=
=
g =
[ 1880.9588
=
40 |
13747758
1440.7051 2048.1467
1624.8241 B 2568.1935
T 1087.5717
20 o8 2166.1008 25593400
] 14788285560 8259 2009.0521
1851.7241
1670.7663 24 B80S
O 1208.744 2213.8850 —
2 2}327.7079 1928 4322 21480482 2294 2008 iy |
&0 8430 984257305 4320 1170880871000 2 00 { ’ J S St 2487 35‘19 |
G T S SRR Lo PO i RS 59 9 el OO Y 1 l I L i P i I M Lhonodidoad ) JLhaaddll i
0 1 1 1 1 I : 1 1 1 ‘ 1 T 1 1
1000 1500 2000 2500

Spectrum of E. coli FtsZ cleaved by a protealysin.
Full mass range.
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Spectrum of E. coli FtsZ cleaved by a protealysin.
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The spectra are shown with the selected mass range, in which the peaks of the cleaved protein
disappear from the spectrum or the intensity of which is greatly reduced. Their corresponding peptides are

marked in blue.
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Spectrum of E. coli FtsZ cleaved by a protealysin.
The spectra are shown with the selected mass range, in which the peaks of the cleaved protein
disappear from the spectrum or the intensity of which is greatly reduced. Their corresponding peptides are
marked in blue.
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Spectrum of A. laidlawii FtsZ cleaved by a protealysin.

Full mass range.
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The spectra are shown with the selected mass range, in which the peaks of the cleaved protein
disappear from the spectrum or the intensity of which is greatly reduced. Their corresponding peptides are
marked in blue.



Supplementary S3. Peak intensities determined by mass spectrometry.

A W E coli FtsZ B W A cidiawii FisZ
I E£.coli FtsZ + Pin [ A laidiawii FisZ + Pin

Arb.Units

Arb.Units

4 -

0
0 50 100 150 200 250 300 350 0 50 100 150 200 250 300 350
Residue Number

Residue Number

The abscissa shows the first amino acids numbers of the found peptides. The y-axis shows the average
peak intensities corresponding to the found peptides in the spectra of the uncleaved FtsZ (red) and in the

spectra of the FtsZ cleaved by a protealysin (green).



Supplementary S4. Peptides detected by mass spectrometry.

1 MFEPMELTND AVIKVIGVGG GGGNAVEHMV  RERIEGVEFF AVNTDAQALR

51 KTAvGQTIQI GSGITKGLGA GANPEVGRNA ADEDRDALRA ALEGADMVFI
101 AAGMGGGTGT GAAPVVAEVA  KDLGILTVAV VTKPFNFEGK KRMAFAEQGI
151 TELSKHVDSL ITIPNDKLLK VLGRGISLLD AFGAANDVLK GAVQGIAEL!
201 TRPGLMNVDF ADVRTVMSEM  GYAMMGSGVA  SGEDRAEEAA EMAISSPLLE
251 DIDLSGARGV LVNITAGFDL RLDEFETVGN TIRAFASDNA TVVIGTSLDP
301 DMNDELRVTV VATGIGMDKR PEITLVTNKQ VQQPVMDRYQ  QHGMAPLTQE
351 QKPVAKVVND NAPQTAKEPD YLDIPAFLRK QAD

Uncleaved E. coli FtsZ.

1 MFEPMELTND AVIKVIGVGG GGGNAVEHMV  RERIEGVEFF AVNTDAQALR
51 KTAvGQTIQl GSGITKGLGA GANPEVGRNA ADEDRDALRA ALEGADMVFI
10 AAGMGGGTGT GAAPVVAEVA KDLGILTVAV VTKPFNFEGK KRMAFAEQGI

151 TELSKHVDSL ITIPNDKLLK VLGRGISLLD AFGAANDVLK GAVQGIAELI
201 TRPGLMNVDF ADVRTVMSEM GYAMMGSGVA  SGEDRAEEAA EMAISSPLLE
251 DIDLSGARGV LVNITAGFDL RLDEFETVGN TIRAFASDNA TVVIGTSLDP
301 DMNDELRVTV VATGIGMDKR PEITLVTNKQ VQQPVMDRYQ  QHGMAPLTQE
351 QKPVAKVVND NAPQTAKEPD YLDIPAFLRK QAD

E. coli FtsZ cleaved by a protealysin.

1 MVFGFNDEFN QKPVIKVIGV GGGGNSAVNR MIENDVRGVS YVAMNTDAQV

51  LKVSKADERI QLGKKLTRGL GAGAKPAIGK QAALESEDDI REVLSDADMV
101  FITAGMGGGT GTGAAPVVAR IAKELGVLTI GIVTKPFVFE GPLRMQHAIT
151 GLEELKPNVD TLIVIPNERL FSIADRDMQL LDAFRESDKV LRQGVQGIAE
201  IIAVPGMINV DFADVRTVME NKGTALMGIG MASGENRAIE AARKAIHSKL
251 LEVSIDGATD AIVNISSGAE VTLFEIEAAL TEIRNATESD LNVIYGHTVS
301 VDLEDEMIVT IVATGYELRA KGNEVEKIAG DIFRNNSTQQ  VKITDTGLEP
351 LNNKEASGED  TKKRTLPSWL HRK

Uncleaved A. laidlawii FtsZ.

1 MVFGFNDEFN QKPVIKVIGV GGGGNSAVNR MIENDVRGVS YVAMNTDAQV

51 LKVSKADERI QLGKKLTRGL GAGAKPAIGK QAALESEDDI REVLSDADMV
101  FITAGMGGGT GTGAAPVVAR IAKELGVLTI GIVTKPFVFE GPLRMQHAIT
151 GLEELKPNVD TLIVIPNERL FSIADRDMAQL LDAFRESDKV LRQGVQGIAE
201  IIAVPGMINV DFADVRTVME  NKGTALMGIG ~ MASGENRAIE  AARKAIHSKL
251 LEVSIDGATD AIVNISSGAE VTLFEIEAAL TEIRNATESD LNVIYGHTVS
301 VDLEDEMIVT IVATGYELRA KGNEVEKIAG DIFRNNSTQQ VKITDTGLEP
351 LNNKEASGED  TKKRTLPSWL HRK

A. laidlawii FtsZ cleaved by a protealysin.

Pepti

des found by mass spectrometry are highlighted in color. Underlining indicates the amino acids after which
the protein is cleaved by trypsin. Blue indicate peptides whose peak intensity in the spectrum of the cleaved
FtsZ is 10 or more times lower than the intensity of these peaks in the spectrum of the uncleaved protein
(Supplementary S2, S3). Examples of amino acids before which protealysin can cleave protein are
highlighted in yellow [19].



