Fig. S1 distribution of supernatant-pellet ratios for Mmc-95010 MS/MS results
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Legend: The fold-change value between supernatant and pellet was first calculated for each of the proteins that were detected
by tandem mass spectrometry (relative frequency in supernatant/relative frequency in pellet). All values were then analysed by
a frequency distribution for values ranging from 0 to 33 and 0,5 intervalls (X axis). Values over 33 were not included. A modified
value of 1 was substituted to O when no spectral counts were detected in the pellet. The Y axis shows the number of proteins
within the 0,5 intervals.

The curve shows a negative exponential shape for values above 1 (proteins detected more frequently in the supernatant). The
green arrow represents the limit for outliers, here 5. Blue arrows pinpoint outlier proteins.
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Title: caseinolytic activity measurement robustness
evaluation

Legend: Caseinolytic activity was assessed on whole
cultures of Mmc (strain 95010), Mmm (strain
Gladysdale) and M. bovis (strain L2) in modified
Hayflick’s medium. Each strain was seeded in tenfold
dilutions series and incubated until observation of
four dilutions showing growth, as evidenced by
turbidity of the medium. Tube 1 was the first of the
series showing a faint turbidity. The caseinolytic
activity of the four cultures were measured and
compared with the positive control of the kit and
the negative control consisting of a non-seeded
medium. Results showed that the caseinolytic
activity was stable whatever the length of
incubation (A). The possible impact of medium
composition was evaluated by comparing the
caseinolytic activity of strain Mmc-95010 in two
media, the modified Hayflick medium and the
Indicia medium (B). There was no significant
difference of activity between the two media
although modified Hayflick medium yielded a lower
background value. Finally, the robustness of the
method was evaluated by repeating the
measurements on three strains having various
caseinolytic activities on three different occasions
(C). Results showed that the values obtained were
very consistent from one day to another.



Table S1. : Predicted protease coding genes, expression and foldchange within supernatant and pellet fractions.

A: comparions within M. capricolum (Ck, Ck-mut and Mccp-Abomsa); B: comparisons within M. mycoides (Mmc 95010, Mmm-Rita and Mmm Rita-mut); C: M. bovirhinis MV5

The proteins for which a significant number of specific peptides were detected, either in the pellet or supernatant (ratio X 10000>10) have their mnemonics highlighted blue. Foldchanges that
are significant are highlighted green. Values in a sample that differ significantly (>3 or <1/3) from the closest related sample are highlighted orange. For example, the S41 protease ABC01466.1
is detected almost exclusively in the supernatant of Mcc-Ck strain while it is no more detected in Ck-mut.

A Ck Ck Ck

Ch-mut Ck-mut Ck-mut Mecp-Adbomz  Mocp-Abomza Meocp-Abomsza
Pellet Swpermata Pellet Supernat Pellet SFupernatant
Protein ::':;:;;ﬂ ::.;;:;:; fo:dgctla Muemonic ;!::: Annctation [MEROPE and MAGE) ::;::;;ﬂ ‘::n:;';:]n ful:cth. Protein :;‘ﬂ:::;ﬂ :;‘ﬂ:::;ﬂ fnldc':‘.g Muaemonic
[30713) [&00F) [31885) [T323) [28163) [IE0T)

ABECOITESA 0.0 20.0 0.25 PACAP_OOT fr=H FirH-Z poptidare 534 423 05 COZ1TE0T.1 55 406 0.7 MCCPOL_001T
ABCO1050.1 4.6 12.5 274 PACAP_D035 erterare EreE 2.5 2T 0.3 COZ1T306.1 13 26 2 MCCPOL_0116
AECO1EE2 2.6 i) i) MICAP_O12T Family S9unarriqned peptidaror 0.3 a a COZ1T344.1 35 a i) MCCPOL_0154
ABCOIE02.1 443 725 16 PACAP_0133 pyrs CTF rynthokare 467 33 24 co21ras0d SE.S 3.5 16 MCCPOL_E0
ABECO14EE] 10535 25205 2.4 FCAP_DO15T pepad Family MAT unarriqned peptidarer 5.2 221.2 2.3 CO21T376.1 164 133 1.2 MCCPOL_MS6
AECOIGTSA 612 107.4 176 PCAP_0133 pepF oligopeptidars F 533 M3 241 COZ15M5.1 4.6 T8 13 MCCPO_0225
AECO12531 1774 3945 2.23 PCAP_0135 pepadl2 Family MAT unarriqned peptidarer 15.5 33 2.5 COZ215M7.1 5.5 125.3 15 MCCPOL_0227
AECO1466.1 .52 T4 F60T  MCAP_0240 rubFamily S41#4 non-peptidars homoloquer 1.5 1] 1] COZ1508ET.1 5.6 G5 15 MCCPOL_0237
ABCO1TE0.1 0.2 i) 1] PACAP_D5235 rubFamily S414 non-peptidare hamoloquer 0.3 a 0 CO2151301 a a i) MCCPOL_0400
ABCO1455.1 3.26 1357 4.22 PCAP_D523 rubFamily S414 non-peptidare hamoloquer 34 7.7 5T COZ15131.1 5.3 0.4 13 MCCPOL_0401
AECO1450.1 &&.0 154.3 21 MCAP_O5d41 rubFamily MEdE unarriqned peptidarer 41.3 135.2 2.3 CoZig202.1 134 305 2.3 MCCPO_0413
ABECOI0A 13 a a PACAP_D552 Fredizted hydrolare 0.6 2T 4.5 COZ215265.1 24 24 1 MCCPOL_0476
SECOIEET.A a a a MICAP_O33¢ lzph Family A% non-peptidare homologuer L 1] 1] COZ15265.1 1] 1] a MCCPO_0475
ABECOTTELA 243 6.2 2.3 PCAP_O420 pepty peptidare 323 107.5 33 COZ1&230.1 213 i 2.6 MCCPO_0503
ABCO1505.1 12.0 13 a1 FACAP_043% nagh Family MZ# non-peptidare hamoloquer 5.5 a a CO215310.1 15.4 5.2 0.5 MCCPO_0523
AEC01615.1 1.7 244 2.6 MCAP_0445 Family 533 unarriqned peptidarer, lipare 4.7 125 2.6 COZ15514.1 G5 a4 1 MCCPOL_052T
ABCOIETSA 2.9 12 0.4 PACAP_O446 Family £33 unarriqned peptidarer, lipare 0,3 a a CO218315.1 4.3 453 33 MCCPO_0523
ABECO1314.1 23.3 16.2 0.6 FCAP_O4EE pep0 Family M1Z unarriqned peptidarer 35T 12,3 0.3 MCCPO_0543
AEC01636.1 i) i) i) MACAR_O503 Family 3% unarriqned peptidarer 0 a a COZ15373.1 a a i) MCCPOL_0531
ABECOTE6.1 124 24.3 2 PCAP_O510 Family ©56 non-peptidare hamoloquer 0.6 15 14 CO2153734 7.4 7.7 1 MCCPO_0532
AECOITOE 41.7 325 0.5 MICAP_O516 |on Lon-A peptidare 6T.4 a0 13 COZ1536T.1 46.1 333 T MCCPO_0600
ABECO1S531 i) i) i) MCAP_OE0E Family £33 unarriqned peptidarer 0 a a COZ15464.1 a a i) MCCPOL_0ETT
ABECO11E3.1 a a a PACAP_D65E rubFamily C1&unarriqned peptidarer 0 a a MCCPOL_0T54
AECO16EE.1 i) i) i) MCAP_OGTS map rubFamily Mzd& unarriqned poptidarer F4 &2 2.4 COZ15555.1 0.5 26 2.5 MCCPOL_0TT
ABCO15TSA i) i) i) MCAP_OT1S Family M unarriqned peptidarer 0 a a 02185351 1 a i) MCCPOL_0E1
ABCO15TSA 0.3 a a PACAP_OT33 Family S9 unarriqned peptidarer 1.2 a a MCCPO_0544
AECO25E.1 2.3 i) i) MCAR_OS22 Family S9unarriqned pepkidarer 0.3 a a CoZ1a7224 T.4 241 0.3 MCCPOL_0355
AECO12321 10.4 1] 1] PACAP_0541 pldE Family £33 unarriqned peptidarer 13.1 1.5 0.1 CO215750.1 1] 1] 1] PCCPO_0365
AECO1E31. a a a MICAP_O04E pep Fraline dipeptidare L 1] 1] COZ1TE41.1 1] 1] a MACCPOL_0051
ABECO1450.1 0.3 i) i) MCAP_DOT2 Fukative peptidare DUFE 1.5 a a MCCPO_0030
ABECO12301 5.5 a a PACAP_D0231 Fukative peptidare DUF 3 5.5 a a MCCPO_0257
AECO15T2. 0.3 12 3.8 MCAP_DZET mekalloendopeptidare 1.5 14 0.3 COZ15166.1 14 a i) MCCPOL_05T6
ABCO10E1.1 .8 6.2 0.5 PACAP_O546 Fukative peptidare DUF 2 My coplarmalqGprotears 6.3 5.4 0.3 CoO21822351 46.5 26 0.6 MCCPOL_0454
AECO1433.1 S0.6 20 0.6 FACAP_0O350 Fukative peptidare OUF3; Mycoplarmalq@protears 275 g.2 0.5

ABCOITETA 236 125 04 MCAP_0O352 Fukative peptidare DUF31; Mycoplarmalq@protears 50.2 a6 0.z

ABCOITSEA BT 257 0.6 PACAP_DS6E ATF-dependent Clp prateare, ATP-bindingrubunit ClpE 433 4.1 0.5 COZ2152:3531 583 53 0.3 MCCPO_0450
AECO1E56.1 a a a MICAP_O413 Family ©10% unarriqned peptidarer L 1] 1] CoZ15as11 1] 1] a MCCPO_0434
ABCO1E15A 0.3 i i MCAP_0OS03 Metalloprake are cakalytiz domainruperfamily, predizeed 0.3 i} i} COZ1E37T.1 158 2 1.2 RACCPOL_0530
AECO1224.1 6.5 125 13 MCAP_D513 Fapain-like syrkcine peptidarcruperfamily T.2 15 2 FACCPOI_0535
AEC0163E.1 20.8 46.2 2.2 MCAF_O514 Fapain-like syrteine peptidarcruperfamily 16.3 30 145 COZ15585.1 &3 G5 0.3 MCCPO_053&
ABCOTI02.A 0.3 12 3.8 PCAP_OTSS Fapain-like zprteine peptidare ruperfamily 0.3 a a MCCPOL_0S5T
ABCOITEE.A 0.3 a a PCAP_OS04 zincmekalloprotears 03 a a COZ15635.1 a a a MCCPO_031
AECOIT2T.A 2.3 i) i) MCAP_O521 Orialoglyzoprotein endopeptidare 1.6 a a CoZ1a7224 T4 241 0.3 MCCPO_0355
AECO1SE2.1 1.3 1] 1] PACAR 0546 Futative peptidare DUF 3 6.6 1] 1] CO215743.1 13.1 5.1 0.2 MCCPO]_0366
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Predicted protease coding genes and tandem mass spectrometry detection of proteases For M Sorirdiais [straim M¥5)

C - ratio at ratioc  Foldcha - gene -
Protein e age Mucmonic ame Asnctation
EEA22062.1 33 0 0 MEYRI41_0 pepF PepF Oligaendopeptidaz: F
EEA22075.1 ™ &0 1 MEYR141_0 pepQ FepO Predicted metallocndopeptidase
BEA22077.1 0 0 MEYR141_0 lepE LepE Signal peptidase |
EEA220311 0 0 MEYR1410 lzpA lzpé& lipoprokein signal peplidase
EEA22105.1 L L MEYRI41_0 map Map Methionine aminopeptidase
MEYR141_0S0 Feptidase_%& Subtilase family
EEA22164.1 104 246 2 MEYE141_0 pepE (pep. PepE Leucyl aminopeptidase
MEYR141_0214 Peptidaze 35 family domain
EBAZ2135.1 a4 A2 0 MEYRI41_0224 DOLF 31 Putative peptidaze
EEA222111 34 233 3 MEYRI41_0254 DLF 31 Putative peptidase
MEYRI41_03TT DUF 31 Putative peptidase
EEAZ222704 24 155 ] MEYRI41_057S DOLF 31 Putative peptidase
EEA222E6.1 3 L L MEVR141_0403 preline iminopeptidaze:
BEA222E3.1 42 30 1 MEWR141_ 0404 peptidase W24 family protein
MEYR141_0407 DUF 3 Putative peptidase
EEA222331 1 ] 3 MEYR141_0414 preline dipsptidaze
EEA22234.1 30 26 1 MEYRI41L0 pepE [pep. PepE Leucyl aminopeptidase
EEA22400.1 22 45 2 MEYR141_0605 FrvX Putative aminopeptidase
BEA22d412.1 0 0 MEYR141_0625 M-terminal double-glycine peptidase domain
MEYRI41_0653 Peptidase 25 family domain
MEWVRI141_0723 Futative aminopeptidaze Froix
BEAZ24E31 =l 445 5 MEYRI41_OT56 DOLF 31 Putative peptidaze
EEAZ224301 MEYRI41_QTED DLF 31 Putative peptidase
EEAZ2431.1 3 123 33 MEYR141_0TE1 DLF 31 Putative peplidase
EEA22507.1 5 0 0 MEWR141_ 0734 FruX Putative aminapaptidase
EBAZ25421 2 15 35 MEYRI41_0553 DLF 31 Putative peptidase
BEA22552.1 TG 4 0 MEYRI410 lon ATP-dependent Lon protease
EEAZ255T.1 ] 4 4 MEYRI41_0575 Pephidaze 28 family domain
EEA22600.1 L L MEYRI4_0 clp ATP-dependent prateaze ClpP
BEA2206T.1 0 0 MEWR141_0020 AprE Zerine protease
EEA22063.1 1 0 MEYRI41_00z22 AprE Zerine protease
MEYR141_0030 AprE Zerine protease
EEA222311 T n n MEVR141_0314 Thid Putative inkracellular proteaselamidasze
EEA22246.1 B3 2 L MEYRI41_0 frsH HFIE ATP-dependent Zn proteases
EEA22300.1 n n MEYR141_0452 serine prokease
EEA22305.1 1 2 MEYR141_0445 AprE Serine protease
MEVRI41_065T AprE Zerine protease
BEA2246T.1 11 4 0 MEYR141_0707 AprE Zerine protease
EEA225411 5T ST 5 FAEYE141 0 ftzN" [paps Feshl Cell division Erotein

The muemanics highlighted in blue correpand bo prateins which are detected by mass spectrometry 24 spectral counts)
The proteins highlighted in green are those which proportion iz significantly higher in the supernatant thanin the cell pellet.

Protease coding genes were data-mined from the MV5 genome annotation.

An estimation of the protein ratio in the sample, pellet or supernatant, was calculated by dividing the number of specific spectral counts for this protein by the total number of spectral
counts for the sample. These proportions were compared by calculating a foldchange value (supernatant/ppellet). Proteins which are consistently detected (ratio X 10000>10) have their
mnemonic highlighted blue. Proteins which are significantly more detected in the supernatant are highlighted in green. For strain MV5, four DUF31 putative peptidases were the only
proteases that were significantly overrepresented in the supernatant.



Supl. Material

This Material shows the BLASTP results obtained either with the full MLC_2570 peptidic sequence through the MAGE interface against various mycoplasma genomes or the BLASTP results
obtained when using the conserved peptidase S41 superfamily domain and interrogating the nr NCBI database excluding mycoplasma sequences.

For each sequence an alignment is shown, followed by the protein full sequence with the main characteristics highlighted (N-terminal signal sequence, C-terminal transmembrane
sequence, active site of the serine protease and eventually LPXTG sortase domain, for Ruminococcus sequences) as well as the TMHMM results.

The N-terminal signal sequence is highlighted in blue when ending with a C and potentially a predicted lipoprotein.

>MLC 2570[ID:18101481| transmembrane protein and tail
Query specific protease [Mycoplasma mycoides subsp. capri LC
95010]

MKLVKKIGFLSLSAISILGPLAMINNLTTDNNLLITKRFLSSSNSNVGLKSYDYINLINN
KYIPAKINLHDHNGIAYIGVKEFLNSLDGLISEFSKIKVRPYQONANEFYKEKEISYNYKDNK
VVLNSISKYSNNNKTTNYQLEIDSKNKTITVSDNDFFTDIFTEFYRRGEEDLNIDELNTETL
VNKNKHIVEDLNKYGIEILNDONDLYLPLVLINQLEFLNQSNVQLYFNGQSVNLFAYSKTL
GKVELLKQLKHSYLNNONHIPAGLKDEFQYKYLGEFLEDHEFYGIKLDKNASYKDLEFKKYEKY
IKADNTTHYLTSRYLIEQLDDLHSSYLLTGYYNKDLETINKAVLKTTTPRSDREKDIARR

LSAYYDKELNYKNVYTPDR S RN S S S RO AORD RN DSBS

ITLGFDPFKQTEKFFASAYIQQAINKDTNTLNSIPATHSSVIEPNYVHELVEQPQPLQLS
RKTDETEIKNLNNLFSSIKETERKDAYFVLGALGVVISLAISEFVIIKKLLK*

In red, the peptides detected by tandem massspectrometry from the supernatant sample
I : active site of the serine protease

Grey: N-terminal transmembrane segment with a Signal Peptidase | domain

Yellow: C-terminal transmembrane segment

Green: peptidase S41 superfamily



M. agalactiae

Q - 1 - MAG_5760 [Mycoplasma agalactiae PG2 chromosome NC_009497]
hypothetical protein | automatic/finished

Length=643

Score = 212 bits (539), Expect = le-66
Identities = 102/154 (66%), Positives = 127/154 (82%), Gaps = 0/154 (0%)

Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK 60
TSVISFK FE NSA IE+SL +A+ GIKNI+ +V+ N GGY+G A+EIMGFL+DKPF
Sbjct 357 TSVISFKAFEENSAVSIEKSLNEAKEKGIKNIIEFNVTHNGGGYIGAAYEIMGFLSDKPEN 416

Query 61 SYSYNPLTKEQKVETIKSRFKKYDFNYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGFKTA 120
+++NPLT E K+ETIKS+ KYDENY+VLT+PFSEFSAGNIFPQLV+DNN+ K+IG+ T
Sbjct 417 VWTHNPLTGENKIETIKSKKTKYDFNYFVLTAPFSFSAGNIFPQLVRDNNLGKIIGYDTEF 476

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
GG+SAI ILPTGDIIQLSSN V T+K+ ++ E
Sbjct 477 GGSSAIGYYILPTGDIIQLSSNTVFTDKNFKTTE 510

>MAG 57601ID:18180474| hypothetical protein [Mycoplasma agalactiae PG2]
MKLKKLKHIFLASCVTAPFIGLSAIVNNSSNDEISSKLNEFDLIPLAKELNRQPKNKKVK
MYMHNDVPYIGIKEFLDAVSKIVKNENIEYSEFDVKKVVLTYKTDKEGKNSLKIVIDYDKQ
KITVSDYSFFISILRNHERGEEKLDIEFLKSENKNLTKEFEYDLRKYDIFILKDKSDLYL
POILLNQIFLNESNIQTYFNGEVLNLFRFVESLSGSGYFYLRQSIKNNETSIPSGLKEFQ
AKYFSFLLDHYYGIKENEDETMNESYKGFIETYKNRITHTNSDIHYLTTREITIRDLDDSH
TAYILDGYYSKNNEVLKHPIKSNKRITDRENLGEKLGKLYFKSNIEYQONVEFTPDGKTSVI
SFKAFEENSAVSIEKSLNEAKEKGIKNIIFNVTHNGGGYIGAAYEIMGFLSDKPEFNVWTH
NPLTGENKIETIKSKKTKYDFNYFVLTAPFSFIAGNIFPQLVRDNNLGKIIGYDTFGGSS
AIGYYILPTGDIIQLSSNTVFTDKNFKTTEFGISPDYPFKENIETGAKNLYDLDYLQKFV
NDINKESKKEPNKPINKPDTEPLPKPAEPSVPISRPHNNPEFNSDNGNIMIIIPDSGFTP
NNIEKSQGKGRKAGIIAGISVGIASGVAALSSMSYFLVKKEFRK*

TMHMM result

HELP with output formats

# MAG_S5760|ID:1818@474| Length: 643

4 MAG_5780|ID:1818@474| Number of predicted THHs: 1

4 MAG_S5780|1ID:1818@474| Exp number of AAs in TMHs: 27.26879
# MAG_576@|I0D:1818@474| Exp number, first 60 AAs: 2.75652

# MAG_5760|10:18180474| Total prob of N-in: 9.16586

MAG_5760|ID:18180474|  THHMM2.® outside 1 615
MAG_5760|ID:18180474|  THHMM2.® TMhelix 616 638
MAG_5760|ID:18180474|  THHMM2.@ inside 639 543

probability

08

06

04

0.2

TMHMM posterior probakilities for MAG 5760|I10:18180474|

100 200 300

inside

transmembrane

outside




M. alkalescens

HELP with t fi
@ - 1 - AMWK_v1_90025 [Mycoplasma alkalescens 14918 WGS NZ_AMWK] itk output formats

conserved exported protein of unknown function | automatic/finished
# AMWK_vl_908825|1ID:22220832| Length: 665
4 AMWK_v1_98825|ID:22220832| Number of predicted TMHs: 1
# AMWK_v1_90825|ID:22220832| Exp number of AAs in TMHs: 58.41398

Length=665 # AMWK_v1_98@25|ID:22220832| Exp number, first 6@ AAs: §.68435
# AMWK_v1_90825|ID:22220832| Total prob of N-in: 8.50219
Score = 225 bits (573), Expect = 2e-71 AMWK_v1_%8025|1D:22220832| TMHINZ . @ outside 1 629
L - . S _ 5 _ 5 AMWK_v1_90025|ID:22220832| TMHMNZ . @ Thhelix 638 652
Identities = 108/154 (70%), Positives = 133/154 (86%), Gaps = 0/154 (0%) AMWK_v1_90025 |ID:22220832 | THHMMZ. @ inside 653 665
Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSEFNSGGYLGTAFEIMGFLTDKPFK 60 ) . .
TSVISFK FE +SA TE+STK+A+ G4+ENTV 44+ N GG++G AFEIMGF+TDKPFK TMHMM posterior probabilities for AMWK_v1_90025(10:22220832|
Sbjct 367 TSVISFKAFEEDSASHIEKSLKEAKEKGVKNIVENLTLNGGGFIGAAFEIMGEFMTDKPEFK 426 1.2 j j j j j
Query 61 SYSYNPLTKEQKVETIKSRFKKYDFNYYVLTSPFSFIAGNIFPQLVKDNNVAKVIGFKTA 120 1F
SY+YNPL+ E+K+E I+S++ KYDENYYVLTSP++FSAGNIFPQ+VKDNNV KVIG+KT
Sbjct 427 SYTYNPLSGEKKIELIQSKYPKYDENYYVLTSPYAFSAGNIFPQOMVKDNNVGKVIGYKTE 486 - 0B r
Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154 T sl
GGASAIS AILPTGDIIQLSSN V T+K ++ E g
Sbjct 487 GGASAISYAILPTGDIIQLSSNTVETDKHFRTTE 520 o o4 |
02 r
>AMWK v1 90025|ID:22220832| conserved exported protein of unknown function [Mycoplasma
alkalescens 14918] 0 . . L
MKISKLKNLVISSTFILPFAVISAACATKADPFAVISAACATKADFDESALKEFLIIPLA W] 100 200 300 400 500 00
KELNSONNRNNKIKMYMHNDVAYVGIKEFLRSISTIIKHDKLTFSFNNDKVKLVLKTDLD
EKNNPSLIVDYKSKKIIVSNYKFFTEILKKYERGEEKLKISFLKRENQNLNQEFEFDLKK transmembrane inside outside

YNIDILKGKDDLYLPQILLNQVILNESNIQTYFNEDVEFNIFRFAESLTGFGSITLKMSPK
NNVKNIPDGLKNFQLKYYPFLFDYYYGIKLDKNKSYKEFFNNYKTDILSNDSDTHYLSTK
KIISDLDDLHTAYKLDGYYDKSRDLSSKQIANKTRTNGQIEIGNHLQKYYFKNNTEYQNV
YTSDNKTSVISFKAFEEDSASHIEKSLKEAKEKGVKNIVENLTLNGGGFIGAAFEIMGEM
TDKPFKSYTYNPLSGEKKIELIQSKYPKYDFNYYVLTSPYAFIAGNIFPQMVKDNNVGKV
IGYKTFGGASAISYAILPTGDIIQLSSNTVEFTDKHFRTTEFGIEPNFKFKYDLSKNPEKL
YDLTNIQNIVNNISQGKFDDVIEVKESDPETKSEHKTSKNNPHMTSNLIPRDSSKKHESL
NSNSSTIENKSGNISKLSAKPVNMSNNVKIAIILSTVVIAILATIATISVYEFVIRKQKRKLN
LKNEI*



M. auris

@ - 1 - AORI_v1 120043 [Mycoplasma auris 15026 WGS NZ_AORI]
conserved exported protein of unknown function | automatic/finished

AORI_vl_120043|ID:22222831| Length: 731

£
Length=731 # AORT vl _120943|1D:22222831| Number of predicted THMHs: 1
# AORI_v1_128@43|ID:22222831| Exp number of Afs in TMHs: 43,1445
Score = 209 bits (531), Expect = 3e-65 4% AORI_v1_128@43|ID:22222831| Exp number, first 68 Afs: 15.49685
# AORI vl _128@43|ID:22222831| Total prob of H-in: 8.66538

Identities = 99/154 (64%), Positives = 132/154 (86%), Gaps = 0/154 (0%)

# AORI_vl_128@43|ID:22222831| POSSIBLE N-term signal sequence
ACRI_v1_120643|ID:22222831| TMHMMZ. @ outside 1 7ee
Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK 60 ACRI_v1_120643|ID:22222831| TMHMMZ . @ THhelix 7e1r 723
T +ISF+ F+ +A IE+SL+ A+ +GIKNIV +++ NSGGY+G+AFEIMGE+T+KPFEF AORI_v1_120043|1D:22222831| THMHMMZ. @ inside 724 731

Sbjct 393 TGIISFRAFDKMTASGIEKSLEIAKNEGIKNIVENITVNSGGYVGSAFEIMGFMTNKPFY 452
TMHMM posterior probabilities for AQRI_w1_120043|10:22222831|

Query 61 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGFKTA 120 10 . . . . . . .
SY+YNPL++E+ VE IKS++KKYDENY++LTSPFSFSA NI Q+VKDN VAKVIG+KT

Sbjct 453 SYTYNPLSQEKSVEEIKSKYKKYDFNYFILTSPFSFIAANILAQMVKDNKVAKVIGYKTH 512

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154 —L
GGASAI+ AILPTGDIIQ+SSN+V ++K+ ++E .. 087
Sbjct 513 GGASAINYAILPTGDIIQISSNHVFSDKNENNIE 546 =
T 06
e
[w 8
04|
02 |

>AORI v1 120043|ID:22222831| conserved exported protein of unknown function [Mycoplasma auris

150267 . . . . m W .

MKLGKKTFIFSLLVNAILPMSLLSFSVONKNTNKRLNNKNKLLKNNSSSTFKLKEYEFSD

0 100 200 300 400 500 600
LTKNNSNELKKIELGLYNDVAYIGIKEFLKATKTVINEFNDYSFSWIKLNNKLYKKQKYLE
HNFKDNKVTLNVINKLVNDSDPDDQIQNKYSIEIDFQTKKINVSNYKFFTEILKDYKRGE transmm ermbrane inside autside
EELQIEFLSKKNLNEKTHFSYDLSKYDIEILKDKKDLYLPVVLLNQILLNESNYQTYENG
EYFNLENYFETLGSSYGPALLKQSNVNNENIPLGLKEFQYKYFPFLFDYYYGIKNKNNQS # plot in postscript. script for making the plot in gnuplot. data for plot

YKNFFATYEDDILAENDNHYLATKDIINDLGDLHSTSIIDGYYNHDNDAIKNIEKEFRKI

RRIRKRAEIENELGKRDFGKIEYSITYTPDRKTGIISFRAFDKMTASGIEKSLEIAKNEG
IKNIVENITVNSGGYVGSAFEIMGFMTNKPFYSYTYNPLSQEKSVEEIKSKYKKYDENYF
ILTSPFSFIAANILAQMVKDNKVAKVIGYKTHGGASAINYAILPTGDIIQISSNHVFSDK
NENNIEFGVKPDIFFEEDIYKNQDQLYDLNYIQQIVNKETNEEAKQDISFLIKNPNLGLL
KSSDEVSLYEALKNKNPNENIAFDDLEFQSINKIPNEKNEYEVSLKIKDNNTNYFGTIKL
IFSLEENAKPEFNPNGNTEDRNEKDKNNADKNRPKNKKTLRIILGIFGSLLVISLILVIVFE
LVLKLKKKTKQ*



M. bovis

@ - 1 - MBOVPG45 0421 [Mycoplasma bovis PG45 chromosome NC 014760]

S41B peptidase family lipoprotein | automatic/finished

# MBOVPG4S_0421|1D:18177276| Length: 652

4 MBOVPG4S_0421|ID:18177276| Mumber of predicted THHs: 1
£

#

Length=652 MBOVPGAS_8421|1D:18177276| Exp number of AAs in THHs: 58.9275
MBOVPG4S_@421|ID:18177276| Exp number, first 6@ AAs: 1.88566
. # MBOVPGAS_@421|ID:18177276| Total prob of N-in: 8.69144
Score = 223 bits (569), Expect = 6e-71 MBOVPGAS_p421|1D: 18177276 THHIMZ . @ outside 1 616
Identities = 107/154 (69%), Positives = 132/154 (86%), Gaps = 0/154 (0%) MBOVPG4S_0421|ID:18177276 | THMHINZ . @ THhelix 617 639
MBOVPG45_B421|ID:lBl??276| THMHMMZ . & inside 642 652
Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSFNSGGYLGTAFEIMGFLTDKPFK 60
TSVISFK FE +SA IE+SLK+A+ +KNIV +++ N GG++G AFEIMGF+TDKPFK TMHMM posterior probabilities for MBOVPG45_0421|10:18177278|
Sbjct 354 TSVISFKTFEEDSASHIEKSLKEAKEKSVKNIVENLTLNGGGFIGAAFEIMGFMTDKPFK 413 1.2 . . . . . .
Query 61  SYSYNPLTKEQKVETIKSRFKKYDFNYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGFKTA 120 it
SY+YNPL+ E+K+E I+S++ KYDFNYYVLTSP++FSAGNIFPQ+VKDNNV KVIG+KT
Sbjct 414 SYTYNPLSGEKKIELIQSKYPKYDFNYYVLTSPYAFSAGNIFPQMVKDNNVGKVIGYKTF 473 0e b
. 0
Query 121 GGASAISQAILPTGDIIQLSSNNVLINKSHQSLE 154 3 06:LJ
GGASAIS AILPTGDIIQLSSN V T+K ++ E 2 )
Sbjct 474 GGASAISYAILPTGDIIQLSSNTVETDKHFRTTE 507 a8 04
RS
o2t
o L . . .
>MBOVPG45 0421|1ID:18177276| S41B peptidase family lipoprotein [Mycoplasma bovis PG45] o] 100 200 300 400 500 &00
MKISKIRNLVISSAFILPEFTVISATCETKADFDESALKEFLIIPLAKELNGRIDRKNNKI o
KMYMHNDVAYVGIKEFLRSISTIIKHDKLTFSFNNDKVKLVLKTDLDEKNNPSLTVDYKL transmembrane inside outside
KKIIVSNYKFFTEILKKYERGEEKLKISFLKRENQNLNEEFEFDLKKYNIDILKGKDDLY s ot ot scriot for making the plot i ot. data for plot
LPOILLNQVILNESNIQTYFNDDVFNIFRFAESLTGFGSISLKMSPKNNVKNIPDGLKNF ¥ piolin posTSCript. senipt for making the plot n gnuplot, Sata for plo

QLKYYPFLEFDYYYGIKLDKNKSYKEFEFNNYKTDILSNDSDTHYLSTKKIISDLDDPHTAY
KLDGYYDKSRDLSSRQIANKKRTNGQIELGNHLOQKQYFKNNTEYQNVYTPDNKTSVISFK
TFEEDSASHIEKSLKEAKEKSVKNIVENLTLNGGGFIGAAFEIMGFMTDKPFKSYTYNPL
SGEKKIEL IQSKYPKYDFNYYVLTSPYAFIAGNI FPOMVKDNNVGKVIGYKTFGGASAIS
YAILPTGDIIQLSSNTVFTDKHFRTTEFGIEPNFKFKYDLSKNPEKLYDLTNIQNIVNNI
SQGKFDDVIEVKESEPETKSEHKTSKNNPHMNSNLMPRNSSKEHFSLNSNSSTIENKSDN
ISKLSAKSVNMSNNVKIAIILSTVVIAILAIAISVYFVIKKQKRKLNLKNEI



(;, - 2 - MCAP 0328 [Mycoplasma capricolum subsp. capricolum ATCC 27343 chromosome NC_007633]

hypothetical protein | automatic/finished

Length=682

Score = 226 bits (575), Expect = le-71
Identities = 107/154 (69%), Positives = 132/154 (86%), Gaps = 0/154 (0%)

TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK
TSVISFK FE ++A +IE+SLK+AQ GIKNI+ +V+ N GG++G A+E+MGFLTDKPF
Sbjct 348 TSVISFKQFEIDTAKQIEKSLKEAQNKGIKNIIEFNVTQONGGGFIGAAYELMGFLTDKPEN

Query 1

SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPEFSFSAGNIFPQLVKDNNVAKVIGEFKTA
Y+YNPL+KEQKVETIKS++ KY+FNYY+LTSP+SFSAGNIFPQ+ KDN VAK+IG+KT
Sbjct 408 VYNYNPLSKEQKVETIKSKYNKYNENYYILTSPYSFSAGNIFPQITKDNKVAKIIGYKTF

Query 61

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
GGAS+I ILPTGDIIQLS+NNV TN +SLE
Sbjct 468 GGASSIGYFILPTGDIIQLSTNNVETNNKFRSLE 501

>MCAP 0328|1ID:18107887| hypothetical protein [Mycoplasma capricolum subsp.
27343]
MKLLLTSLFLFSNTITPVLTNSVNIVSTNNTLSLKEYKLNSLTKSVEIKNKKKINLHLHK
DVGYVSIKEFLDSIEPIIKENDIKHEFKNNKAIITLNSKIPNLKIEFDYKTQDIIVSNNN
IFTEILKYKERGEEKLNLEFONLKNENPNTQFKYHLKDYDIEMLKDQKDIYLPIVLLNQT
FLNESNIQVYEFNDDEVNIFRFADSLKDISGIVNLKMSKANMSNSIPKSLKEFQYKYFAFL
FDHYYGIKLPNNKSYIDYFKKYEQKIINFSNDLHYLTTRQIVADLDDPHSAYILDGFYNK
EKDINKVQITGNTKEHRYDNWINIQSLLAQHDPSKIEYQONRFLSDNKTSVISFKQFEIDT
AKQIEKSLKEAQNKGIKNITFNVTONGGGFIGAAYELMGFLTDKPENVYNYNPLSKEQKV
ETIKSKYNKYNFNYYILTSPYSFIAGNIFPQITKDNKVAKIIGYKTFGGASSIGYFILPT
GDIIQLSTNNVFTNNKFRSLEFGVKPDVMLNGSVETNAKDLYDDNKLLELINKADKISFET
NDDDSTIKPIDTIPLKPDKPNKNEIKPKLSLSKLIKNKNIKISKNDPITLLKELEFENNPD
INFDQEIRISLKQPNKAEIYLENNPNDKITVNFSIVKDISEQNONVKNNKTKLIIIISSS
LLVVIVSLLLTFLIKKLKNKK*

60

407

120

capricolum ATCC

# MCAP_9328|ID:18187887|
# MCAP_328|ID:18187887
# MCAP_328|ID:18187887
# MCAP_328|ID:18187887
# MCAP_P328|ID:18187887
MCAP_9328|1D:18107887 |
MCAP_9328|1D:18107887 |
MCAP_9328|1D:18107887 |

Length: 682

Mumber of predicted TMHs: 1

Exp number of AAs in TMHs: 27.42851
Exp number, first 6@ AAs: @.33329

Total prob of N-in: @.e1047
THHMMZ . @ outside 1 652
THHMMZ . @ TMhelix 653 875
THHMMZ . @ inside &76 682

TMHMM posterior probakilities for MCAP_0328|I10:181 07887
1.2 T T T . .
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# plot in postscript, script for making the plot in gnuplot, data for plot




M. capricolum subsp. capripneumoniae

@ - 1 - MCCPOlv2 0297 [Mycoplasma capricolum susbp capripneumoniae Abomsa chromosome

# MCCPe1v2_8297|ID:20167948| Length: 656
AbomsaVv06] # MCCP@1v2_9297|I0:20167948| Number of predicted TMHs: 2
putative conserved membrane protein | validated/finished # MCCP@lv2_0297|I0:20167942| Exp numbsr of AAs in TMHs: 42.23@23
# MCCPe1v2_8297|ID:20167948| Exp number, first 68 AAs: 21.48802
# MCCPe1v2_@297|ID:20167948| Total prob of N-in: 8.96572
% MCCPe1v2_9297|I0:20167948| POSSIBLE M-term signal sequence
Length=656 MCCP@1v2_8297 |ID:20167948 | TMHMMZ . @ inside 1 5
MCCP@1vZ_8297 |ID: 20167948 | THMHMMZ . @ THMhelix 7 239
_ ) _ MCCP@1v2_8297 |ID: 20167948 | TMHMMZ . @ outside 3@ 631
Score._. 276 bits (706), Expec? = 6e-91 MCCPO1v2_8297|1D: 28167948 | THMHMN2. @ Thhelix 632 651
Identities = 138/154 (90%), Positives = 149/154 (97%), Gaps = 0/154 (0%) MCCPalv2_g297 |ID: 20167940 | TMHMMZ . @ inside 652 656
Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK 60 TMHMM posterior probabilities for MCCPO1v2_0297]1D:20167940]
TS+ISFKNFE +SA KIE+SL +A+++ +KNIVLDVSEFNSGG LGTA+EIMGFLTDKPFK
Sbjct 384 TSIISFKNFEIDSAKKIEQSLIEAKKNNVKNIVLDVSENSGGLLGTAYEIMGFLTDKPFK 443
-
Query 61 SYSYNPLTKEQKVETIKSRFKKYDFNYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGFKTA 120 1
SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGFKTA
Sbjct 444 SYSYNPLTKEQKVETIKSREFKKYDENYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGEFKTA 503 .
Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154 ﬁ
GGASAISQAILPTGDI+QLSSN+VLTNKSHQSLE g
Sbjct 504 GGASAISQAILPTGDIVQLSSNHVLTNKSHQSLE 537
>MCCP01v2 0297|ID:20167940| putative conserved membrane protein [Mycoplasma capricolum susbp
capripneumoniae Abomsal]

MKLVTKLSAISLGAFSIFAPIAVINNLTTKNNLLITKRFLSSSNSNSNFELKAYDYVNLI
DNKYLDAKINLHNHNGIAYIGVKEFLKALDGLISFSKIRVKPTHNSTFFKEKEITYKEFNK
DKVTLNSVTKYSNNSOQNNTNYQLEIDSKNNTITVSDNDFFTDIFAFYRRGEEDLNIDELD
TKILNKNKHIVEDLKKYDIDVLNDKKDLYLPLVLINQLFLNQSNVQLYFNGERINLFAYS
KTLRRVDFLKQLKQSYEFNNVNTISLGLKDFQHKYLGFLFDHYYGIKLDKNASYKDLFKKY
EKYIKADNTTHYLTSRYLIEQLDDLHSSYLLTGYYNKNLDTINRAVLNTSTPRSDKYKDI
ARRLSFYYNKELNYKNVYTPDKKTSIISFKNFEIDSAKKIEQSLIEAKKNNVKNIVLDVS
FNSGGLLGTAYEIMGFLTDKPFKSYSYNPLTKEQKVETIKSRFKKYDFNYYVLTSPFSFI
AGNIFPQLVKDNNVAKVIGFKTAGGASAISQAILPTGDIVQLSSNHVLTNKSHQSLEYGV
SPDIKENFNPFNETKKLEDSSFIQDVVNKDTSKLKNPNEFSQTSFVEPNLVHELLKKPTSL
QLNKDQKQENDIKNNNSLFSSLKSELRTKEALFVLGVIGLLASITTTFHIKKIKK

# plot in postscript, scnipt for making the plot in gnuplot, data for plot

transmembrane

300
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400

S00
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600




@ - 2 - MCCPOlv2 0400 [Mycoplasma capricolum susbp capripneumoniae Abomsa chromosome

AbomsaVv06]
Peptidase, S41 family | validated/finished

Length=683

Score = 228 bits (580), Expect = 3e-72

Identities = 108/154 (70%), Positives = 133/154 (86%), Gaps = 0/154 (0%)

Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSEFNSGGYLGTAFEIMGFLTDKPFK
TSVISFK FE ++4+A +IE+SLK+AQ GIKNI+ +V+ N GG++G A+E+MGFLTDKPFK
Sbjct 349 TSVISFKQFEIDTAKQIEKSLKEAQNKGIKNIIENVNQNGGGFIGAAYELMGFLTDKPFK

Query 61 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGEFKTA
Y+YNPL+KEQKVETIKS++ KY+FNYY+LTSP+SEFSAGNIFPQ+ KDN VAK+IG+KT
Sbjct 409 VYNYNPLSKEQKVETIKSKYNKYNENYYILTSPYSFSAGNIFPQITKDNKVAKIIGYKTE

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
GGAS+I ILPTGDIIQLS+NNV TN +SLE
Sbjct 469 GGASSIGYFILPTGDIIQLSTNNVFTNNKFKSLE 502

>MCCP01v2 0400|ID:20168043| Peptidase, S41 family [Mycoplasma capricolum susbp capripneumoniae

Abomsa]
MKLLLTSLFLEFSNTITPVLTNSINIVENTSNTISLKEYKLNSLTKDIKTMTKKKINLHLH
NNVGYVSVKEFLDSIEPTIIKFNDIKHEFKNNKTIITLTSKIPNLKIEFDYKTQDITVSNN
NIFTEILKDKERGEEKLNLEFQNLKNENPNTQFKYHLKDYDIEMLKDQKDIYLPIVLLNQ
IFLNESNIQVYFNDDEVNIFRFAETLSNEFINIVNLKGLKSSQKTTIPKNLKEFQYNYLGE
LEFDHYYGIKLKDNKEFYRNYFQSYKNWIISDSNNKHYLATKQLTIADLDDPHSAFIMDGYFEFN
KGEEYNKTKIESKSEVKRYKKWDDTLHLLAQHDPSKIEYQONRFLSDNKTSVISFKQFEID
TAKQIEKSLKEAQNKGIKNIIFNVNONGGGFIGAAYELMGFLTDKPFKVYNYNPLSKEQK
VETIKSKYNKYNFNYYILTSPYSFIAGNIFPQITKDNKVAKIIGYKTFGGASSIGYFILP
TGDIIQLSTNNVFTNNKFKSLEFGVKPDVMLNGSVETNAKDLYDDNKLLELINKADKISFE
GNDDDSTIKPIDTIPLKPDKPNTNGIKPKISLSKLIKNKNIKISKNDPITLLKELFENNP
DINFDQEIRISLKQPNKAEIYLENNPNDKITVNFSIVKDISEQNONIKNNKTKLIIIISS
SLLVVIVSLLLTFLIIKKLKNKK*

60

408

120

# MCCP@1v2_0400|I1D:20168043| Length: 683
# MCCPelv2_9408|ID:20168043| Number of predicted TMHs: 1
# MCCPelv2_0400|I1D:20163043| Exp number of AAs in THMHs: 25.45824
# MCCPelv2_0408|I1D:20188043| Exp number, first 6@ AAs: @.1782
# MCCP@1v2_0408|I1D:20168043| Total prob of N-in: 2.00576
MCCPAlv2_0408|ID: 20168043 | THHMMZ. @ outside 1 653
MCCPAlv2_0408|ID: 20168043 | THHMMZ. @ THhelix 654 676
MCCP@lv2_pAaae|ID: 28168043 THHMMZ. @ inside 677 683
TMHMM posterior probabilities for MCCPO1v2_0400[10:2016804 3|
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# plot in postscript, script for making the plot in gnuplot, data for plot




M. leachii

(:’ - 2 - MSB A0342 [Mycoplasma leachii PG50 chromosome NC_014751]

peptidase, S41 family | automatic/finished

Length=683

Score = 226 bits (576), Expect = le-71
Identities = 108/154 (70%), Positives = 132/154 (86%), Gaps =

Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSFNSGGYLGTAFEIMGEFLTDKPEFK
TSVISFK FE ++A +IE+SLK+AQ GIKNI+ +V+ N GG++G A+EIMGFLTDKPF
Sbjct 349 TSVISFKKFEIDTAKQIEKSLKEAQNRGIKNIIEFNVTONGGGFIGAAYEIMGFLTDKPFEN

Query 61 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGEFKTA
Y+YNPL+KEQKVETIKS++ KY+FNYY+LTSP+SEFSAGNIFPQ+ KDN VAK+IG+KT
Sbjct 409 VYNYNPLSKEQKVETIKSKYNKYNENYYILTSPYSFSAGNIFPQITKDNKVAKIIGYKTFE

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
GGAS+I ILPTGDIIQLS+NNV TN +SLE
Sbjct 469 GGASSIGYFILPTGDIIQLSTNNVETNNKFRSLE 502

>MSB A0342|ID:18097814| peptidase, S41 family [Mycoplasma leachii PG50]

MKLLLTSLFLLSNTIAPVLTNSVNIIENTTNTLSLKEYKLNSLTKDVKTMKKKNISLHLH
KDVGYVSIKEFLDSIEPIIKFNDIKHEFKNNKTIVTLTSKIPNLKIEFDYKTQDIIVSNN
NIFTEILKNKERGEEKLNLEFQNLKNENPNTQFKYHLKDYDIEMLKDQKDIYLPIVLLNQ
IFLNESNIQVYEFNDDEVSIFRFAETLSNFINIVNLKGLKSSQKTTIPKTLKEFQYKYFAF
LEDHYYGIKLKDNREFYKNYFONYKSQITSDSNDKHYLATKQLIEDLDDPHSAFTMDGYEN
KGEEYNKTKIESKSKVKRYKKWNDTLHLLAQHDPSKIEYQONRFLSDNKTSVISFKKFEID
TAKQIEKSLKEAQNRGIKNITIEFNVTONGGGFIGAAYEIMGFLTDKPEFNVYNYNPLSKEQK
VETIKSKYNKYNFNYYILTSPYSFIAGNIFPQITKDNKVAKIIGYKTFGGASSIGYFILP
TGDIIQLSTNNVETNNKFRSLEFGVKPDVMLNGSVETNAKDLYDDNKLLELINKADKISE
KNDDDSTIKPIDTIPLKPDKPNKNEIKPKISLSKLIKNKNIKISKNDPITLLKELFKNNP
DINFDQEIRISLKQPNKAEIYLENNPNDKIIINFSIVKDISEQNONLKNNKTKLIIIISS
SLLVVIVSLLLTFLIIKKLKNKK*

60

408

120

# MSE_AR342|ID:18097814| Length: 683

& MSB_A@342|ID:18097814| Number of predicted TMHs: 1

# MSB_A@342|ID:18097814| Exp number of AAs in TMHs: 26.54633
# MSE_A@342|ID:180697814| Exp number, first 60 AAs: @.3153%

# MSB_A@342|10:18097814| Total prob of N-in: 2.00794

MSB_AR342|1D:18097814| TMHWI2.0 outside 1 653
MSB_AR342|1D:18097814| TMHWI2.0 THhelix 654 676
M5B_A@342|ID:18037814| TMHMM2.@ inside 677 683

TMHMM posterior probabilities for MSB_A0342|1D:18097814]

- o

08 |
=
E 06|
&

04|

02t

0
0 100 200 300 400

inside

transmembrane

# plot in postscript, script for making the plot in gnuplot, data for plot

500 600

outside




Mmm

(:, - 1 - MMS A0313 [Mycoplasma mycoides subsp. mycoides SC Gladysdale chromosome NC_021025]

peptidase, S41 family | automatic/finished

Length=636

Score = 291 bits (744), Expect = le-96
Identities = 149/154 (97%), Positives = 150/154 (97%), Gaps = 0/154 (0%)

Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK
TSVISFKNFE NSAFKIEESLKQAQRDGIKNIVLDVSENSGG LGTA+EIMGFLTDKPFK
Sbjct 380 TSVISFKNFEPNSAFKIEESLKQAQRDGIKNIVLDVSENSGGLLGTAYEIMGFLTDKPFK

Query 61 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSFSAGNIFPQLVKDNNVAKVIGEFKTA
SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSFSAGNIF QLVKDNNVAKVIGEFKTA
Sbjct 440 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPESFSAGNIFSQLVKDNNVAKVIGEFKTA

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
GGASAISQAILPTGDIIQLSSN VLTNKSHQSLE
Sbjct 500 GGASAISQAILPTGDIIQLSSNYVLTNKSHQSLE 533

>MMS A0313|ID:18111339| peptidase, S41 family [Mycoplasma mycoides subsp. mycoides SC

Gladysdale]
MKLVTKLSAISLGAFSIFAPIAVINNLTTENNLLISKRFLSSSNSDFELKAYDYVNLIDN
KYINTKINLHNHNGVAYIGVKEFLKALDGLISFSKIIVKPTHNSTFFKEKEITYKEFNKDK
VTLNSVTKYSNNNKTTNYQLEIDSKNKTITVSDNDFFTDIFTEFYRRGEEDLNIDFLDTKI
LNKNKHIVFDLNKYGIEILNDONDLYLPLVLINQLFLNQSNIQLYFNGERINLFAYSKTL
RRVDFLKQLKHSYLNNQONHIPVGLKDFQHKYLGFLFDHFYGIKLDKNASYKDLFKKYEKY
IKADNTTHYLTSRYLIGQLDDLHSSYLLTGYYNKDLETINKAVLKTTTPRSDRFKDIARR
LSAYYGKLNYKNVYTPDRKTSVISFKNFEPNSAFKIEESLKQAQRDGIKNIVLDVSENSG
GLLGTAYEIMGFLTDKPFKSYSYNPLTKEQKVETIKSRFKKYDFNYYVLTSPFSFIAGNI
FSQLVKDNNVAKVIGFKTAGGASAISQAILPTGDIIQLSSNYVLTNKSHQSLEYGVNPDI
TLGFDPFKQTEKFFDSAYIQQAINKDTNTLNSIPATHSSVIEPNYVHELVEKPQPLQLSR
KTDQTERKDAYFVLGALGVVISLAIPFVIIKKLLKK*

# MMS_AR313|ID:1811133%| Length: 636

# MMS_AR313|ID:1811133%| Number of predicted TMHs: 2

# MMS_A@313|ID:18111339| Exp number of AAs in TMHs: 48.63485
# MMS_A@313|ID:18111339| Exp number, first 6@ Ads: 20.85361
# MMS_A@313|ID:18111333| Total prob of N-in: 8.91733
# MMS_APR313|ID:1811133%| POSSIBLE M-term signal sequence
MMS_AB313|ID: 18111333 TMHMMZ.® inside 1 6
MM5_A@313[1ID:18111338| TMHMMZ.@ THhelix 7 29
MM5_A@313[1ID:18111338| TMHMMZ.@ outside 32 ela
MMS_A@313[1D:18111338| TMHMM2.0 THhelix 611  &3@
MMS_A@313[1D:18111338| TMHMM2.6 inside 831 836

TMHMM posterior probabilities for MMS_A0313|10:18111339|
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# plot in postscript, scipt for making the plot in gnuplot, data for plot




@ - 2 - MMS A0112 [Mycoplasma mycoides subsp. mycoides SC Gladysdale chromosome NC_021025]

peptidase, S41 family | automatic/finished

Length=711

Score = 211 bits (538), Expect = 4e-66
Identities = 102/154 (66%), Positives = 127/154 (82%), Gaps = 0/154 (0%)

Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK
TSVISF F+ S I +SLKQA+ + IKNI+ +++ N GGY+G AFEI+GFLT+KPF
Sbjct 343 TSVISFSKFDEKSTDYILKSLKQAKENNIKNIIEFNLTQONGGGYIGVAFEILGFLTNKPEN

Query 61 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPEFSFSAGNIFPQLVKDNNVAKVIGEFKTA
YSYNPL+KE+KVETIKS+++ +DF YY+LTSP+SFSAGNIFPQ+ +DN VAK+IG+KT
Sbjct 403 VYSYNPLSKEKKVETIKSKYENFDFKYYILTSPYSFSAGNIFPQVARDNKVAKLIGYKTF

Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
GGASAI+ ILPTGDIIQLSSNNV TN +SLE
Sbjct 463 GGASAINYYILPTGDIIQLSSNNVETNDKFESLE 496

>MMS A0112|ID:18111780| peptidase, S41 family [Mycoplasma mycoides subsp. mycoides SC

Gladysdale]
MKITTILSSLFLSSSLSSTPVLTNSFINTTTNKIQTKEFNLDNLTIKNNRTSKKIQAFLH
NDVFYTSINEFLKNIDSVINYSNLEHSFKDNKTTIKLKNDSNFEFVEFDYLKKKIIVSNNK
IFTKILKNYKRAEEDLKIEFIKEQNLNNTNQFEIDLSKYNIDILKDONDLYLPSILLNQV
FLSKSNIQTYEFNGDDFKIFREFYEGLSLPGTFYLKQSDKNNONKIPIGLRRFQYEYLSFLF
DNYYAIKLKDNKSYKEYFKKYETQILSESSNEHYLATKKIINDLDDPHSAYVLDGYYDKD
RNFHKTLFENKQRVKNSDKILDLLARNDPNKIDYVNSFINDDTSVISFSKFDEKSTDYIL
KSLKQAKENNIKNIIFNLTONGGGYIGVAFEILGFLTNKPENVYSYNPLSKEKKVETIKS
KYENFDFKYYILTSPYSFIAGNIFPQVARDNKVAKLIGYKTFGGASAINYYILPTGDIIQ
LSSNNVEFTNDKFESLEFGVTPDVELDVDVYKNPSAIYQKETLLDLIKKADSIKETKKEIR
TEKLTKILDISKKIENNKTELKTKKPDKVVLKKEEEIYKKPDSINHNKAENDEIKNELIK
EKTNIESLNIKNLNLGKLDKIDENQILIALKNKNLELDINNLEVKNITNNSAEILQKNTD
QKFIVHFLKTPVKTSNKNTIWIVLIIGLTTLLGLINFIIRKLKTKKLNK*

# MMS_A@112|ID:1811178@| Length: 711

# MMS_AP112|ID:1811178@| Mumber of predicted TMHs: 1

# MMS_AB112|ID:18111780| Exp number of AAs in TMHs: 23.79443
# MMS_A@112|ID:18111786| Exp number, first 68 Ads: ©.53607

# MMS_A@112|ID:18111788| Total prob of N-in: 0.82528

MMS_A@112|1D:18111780| THHMM2.0 outside 1 &78
MMS_A®112|ID:18111780| TMHMM2.0 TMhelix 679 701
MMS_A@112|ID:18111780| TMHMM2.0 inside 782 711

TMHMM posterior probabilities for MMS_AC112|10:18111780|
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M. putrefaciens

@ - 1 - MPUT 0240 [Mycoplasma putrefaciens KS1 chromosome NC_015946]

Length=487
Score = 211 bits (536), Expect = 2e-67
Identities = 100/154 (65%), Positives = 132/154 (86%), Gaps = 0/154 (0%)
Query 1 TSVISFKNFEANSAFKIEESLKQAQRDGIKNIVLDVSENSGGYLGTAFEIMGFLTDKPFK
T +I F+ F+ ++A +E SLKQA++ +KNIVLD+S N GG++G+A+EI+GFLTD+ FK
Sbjct 185 TGIIGFQGFDHSTAKHLENSLKQAKQLNLKNIVLDLSRNGGGFIGSAYEILGFLTDQAFK
Query 61 SYSYNPLTKEQKVETIKSRFKKYDENYYVLTSPFSEFSAGNIFPQLVKDNNVAKVIGEFKTA
YSYNPL+K+QK+ETIKS+++KYDFNYYVL SP+SFSA NIF Q+ KDNN+AKVIG+++
Sbjct 245 IYSYNPLSKDQKIETIKSKYQKYDENYYVLISPYSFSAANIFAQITKDNNLAKVIGYQSF
Query 121 GGASAISQAILPTGDIIQLSSNNVLTNKSHQSLE 154

automatic/finished

GGASAIS A+LPTGDIIQLSSN+V T+K +SLE
Sbjct 305 GGASAISYAVLPTGDIIQLSSNDVEFTDKHFKSLE 338

Annoted as pseudo-gene with a frameshift at the N-terminal part.

>MPUT 0240|ID:22290485| [Mycoplasma putrefaciens KS1]
MLKDQTDIYLPFVLLNQLFLNQSNIQLYFNDSEVNFFRFAESLSDLIATVHLKRSPVNQQ
NKIPNGLKQFQYRYLAFLLDHYYAIKPKNTTSYKDLLKKYHDQILATNSTDHYLATRKLI
KELDDPHSAYILDGYYDKAKDENKLTLTNNSNPRTEFKNQLEFNLLASYDKPKFEYQLLTT
ADQOTGIIGFQGFDHSTAKHLENSLKQAKQLNLKNIVLDLSRNGGGFIGSAYEILGFLTD
QAFKIYSYNPLSKDQKIETIKSKYQKYDFNYYVLISPYSFIAANIFAQITKDNNLAKVIG
YOSFGGASAISYAVLPTGDIIQLSSNDVEFTDKHFKSLEFGVSPDLKLPGNDINDEFKNLYN
YYLLODLINKDNPSTDLANKTSLLALIKNTNLKVAKNDPKTLVQALIQSNAEVDLANKEL
IVILKAANRAEIYLADDPDNKITVTFQVVGSNHFNQSSTIILAILAPIIVILLVSVIVFEF
NKNKLKL*

60

244

120

# MPUT_@248| ID:222984585 |
# MPUT_@248| ID:222984585 |
# MPUT_@248|ID:222984585 |
# MPUT_@248| ID:222984585 |
# MPUT_@248| ID:222984585 |
MPUT_@248| ID: 22298485 |
MPUT_8240| ID: 22298485
MPUT_@24@| ID: 22298485

Length: 487

Mumber of predicted TMHs: 1

Exp number of AAs in TMHs: 26.78106
Exp number, first 6@ AAs: 8.1212

Total prob of N-in: 2.1349@
THHMMZ. @ outside 1 458
TMHMMZ.@ TMhelix 459 481
THHMMZ. @ inside 482 487

TMHMM posterior probabilities for MPUT_0240]1D:22290485)
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M. salivarium

>VEU54887.1 Probable CtpA-like serine protease [Mycoplasma salivarium]
MKLLLTSLFLLSNTIAPVLTNSVNIIENTTNTLSLKEYKLNSLTKDVKTMKKKNISLHLHKDVGYVSIKE
FLDSIEPIIKFNDIKHEFKNNKTIVTLTSKIPNLKIEFDYKTQDIIVSNNNIFTEILKNKERGEEKLNLE
FONLKNENPNTQFKYHLKDYDIEMLKDQKDIYLPIVLLNQIFLNESNIQVYFNDDEVSIFRFAETLSNETI
NIVNLKGLKSSQKTTIPKTLKEFQYKYFAFLFDHYYGIKLKDNREFYKNYFONYKSQITSDSNDKHYLATK
QLIEDLDDPHSAFTMDGYFNKGEEYNKTKIESKSKVKRYKKWNDTLHLLAQHDPSKIEYQONRFLSDNKTS
VISFKKFEIDTAKQIEKSLKEAQNRGIKNIIFNVTONGGGFIGAAYEIMGFLTDKPFNVYNYNPLSKEQK
VETIKSKYNKYNFNYYILTSPYSFSAGNIFPQITKDNKVAKIIGYKTFGGASSIGYFILPTGDIIQLSTN
NVFTNNKFRSLEFGVKPDVMLNGSVETNAKDLYDDNKLLELINKADKISEFKNDDDSTIKPIDTIPLKPDK
PNKNEIKPKISLSKLIKNKNIKISKNDPITLLKELFKNNPDINFDQEIRISLKQPNKAEIYLENNPNDKI
IINFSIVKDISEQNQNLKNNKTKLIISSSLLVVIVSLLLTFLIIKKLKNKK

# VEU54887.1 Length: 683
# VEUS54887.1 Number of predicted TMHs:

# VEUS4887.1 Exp number of AAs in TMHs:

# VEUS4887.1 Exp number, first 6@ AAs:
# VEU54887.1 Total prob of N-in:

VEU54887.1 TMHMM2 . @ outside
VEU543887.1 THMHMM2 .0 TMhelix

VEU54887.1 TMHMM2 .9 inside

1
26.54633
©.31539
@.08794
1 653
654 676
677 683

TMHMM posterior probabilities for VEUS4887 .1
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VEUS4887.1
Prediction: Signal peplide (Sec/SP1)

Cleavage site between pos. 22 and 23: TNS-VN
Probabdity: 0.2142

Probability

Protein Signal peptide TAT signal peptide

type (SeciSPl) (TausPI)
Likelihood 0.7542 00016
Download: PNG | EFS | Tabular

SignalP-5.0 prediction (Gram-positive): VEUS4887.1

Lipoprotein signal peptide
(SeciSPI)

0.0723

SP(Sec/SP1) —
TAT(Tat/sPI) ==
LIPO{Sec/SPIT) =

[=]
OTHER

MELLLTSLFLLSNTIAPYLTNSVNITENTTNTLSLKEYKLNSLTKOVETHNKKKNTISLHLHEDVEYVSIKE

] S5 5555555858555 858585C XN XAAXA XXX XX XA XN XN XN XXX XXX A XN XN E XXX XXX XXX XX XX X

n
Protein sequence

@




Ruminococcus flavefasciens

lipoprotein [Ruminococcus flavefaciens]

Sequence ID: WP_009982655.1Length: 810Number of Matches: 1

Range 1: 434 to 575GenPeptGraphics

Alignment statistics for match #1

Score Expect Method Identities Positives
Gaps
70.9 bits(172) 3e-11 Compositional matrix
adjust. 47/149(32%) 71/149(47%) 30/149(20%)
Query 29 IKNIVLDVSENSGGYLGTAFEIM--—-—-——————————————————— GFLTDKPFKSYSYN 65
IK +V DV+ N+GG + TA +M G +TD +++

Sbjct 434 IKKLVFDVATNTGGNMMTAMYMMNLIKGLNSVSLKNTSVMAGDSEDGLITDDFKTDRNED 493

Query 66 PLTKEQKVETIKSRFKKYDENYYVLTSPEFSFSAGNIFPQLVKDNNVAKVIGFKTAGGASA 125
+ E K K+D Y V4TS SFS GN FP L KDNN+ VIG ++ GG+ A

Sbjct 494 KVIDE------ KDDAIKFDLQYGVITSKMSFICGNWFPSLCKDNNIV—VIGERSGGGSCA 546

Query 126 ISQAILPTGDIIQLSSNNVLTNKSHQSLE 154
+ ++LP G I S+ L +  +S++

Sbjct 547 VDLSVLPDGMIYSYSTGITLVDSKGESID 575

>WP _009982655.1 lipoprotein [Ruminococcus flavefaciens]

MNFKKTIAGISALSMLLSTSAVSAVNAFAADDETTNYTDKTINAYLYSNDNVDTMTARFYNDKPNIPYLR
ISEFYKKWLDODLEITNKNDGTYDVKVPFGTVGTFDVEKDTIHSDDVGKFFIPEDDANSTSAASDLFIRE
EEAEEKAVDVTEFDEFGAYNIDFLGDENDIWLPAPTLCDLFAGTDKQSLYLDGSMYFCGYLLSDYSRLSIPQ
TOQEHITNLIEDFKDGRPADLIKYNYDEFCFLMDSGYGYPGRIPFNDIMKEKGFDAMLEEGNETTKKIKEL
LNSTDLYEYCAGLELLNGYFFDGGHTSFLPIPYTYDANFEILDGEFAAKVDAVIEGLGELKDNVDLKLEE
KNLEASIIGVENARKAMAETADYTEELSSSVYYEKGDVAVLMFDTEVIDLDSWDGYYHNGAELPEDEVTD
FYKAVQKADSNPAIKKLVEDVATNTGGNMMTAMYMMNLIKGLNSVSLKNTSVMAGDSEDGLITDDEFKTDR
NFDKVIDEKDDAIKFDLQYGVITSKMSFICGNWFPSLCKDNNIVVIGERSGGGSCAVDLSVLPDGMIYSY
STGITLVDSKGESIDLGIQPDYENVKIAEDGSKDEFSETFNEFDNISKIFDEFYGNTTTTPAETETTTTTTT
TSATTSTTTSSTNTSTDTTTTTTTTSATTSTTTSSTNTSTDTTTTTTAAKSTKSEETTTAAATTKAEDKT
IGTNDEITKMVEKDYFVKTGKNAASSETNVNKDGTLTVELKDENGNVIDKYTVDPETGKGTDADGNEVDL

PQTGINSLGTAGAAVGAVMLMLAGAAAVHGSGVLRKKEND

2 WP_B@9982655.1 Length: 818

# WP_BO9982655.1 Mumber of predicted THHs: 1

# WP_009982655.1 Exp number of AAs in THMs: 31.41054
& WP_D@9982655.1 Exp number, first 60 AAs: 10.98539
& WP_0e9582655.1 Total prob of N-in: 9.48931
# WP_D@9982655.1 POSSIBLE N-term signal sequence
WP_009982655.1 THHWMZ.O outside 1 781
WP_229982655.1 THHWZ.0 THhelix 782 go4
WP_229982655.1 THHWZ.0 inside 8es 810

TMHMM posterior probabilities for WP_009982655.1
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>RUFLAL17 v1 2350006|ID:44521933| exported protein of unknown function

flavefaciens 17] WP 028518726.1

MNIKKTIAGISALSWLISSGAFTAMNAFAADAAEYRTGQITAHLYSEDNLRDIECRYYND
MPNVPYIKLSDYYSCWTSQELQITNKNNGTYEVTVPIGATGIIDVNKDTVSSDDIGGECY
PQYVIESNTSNLYTYVKSISKPNEKESYTTDEFSDYKIDLRGDDNDIWWPVATLCDEYDEN
LNQGALIDDNLYFEFNSILDIKYSRTAIGNSAAHKEAFIEKYONGRPKDMVEYNYNELCEN
FDRTYGFPGRFIYNDLLAETNFDTMLSTASDSTKKIKELLLSEDAHEYCAGYELLNNYFW
DGGHTFFYGTMISEESDFTAKVAEVFASISGLKDAMNYRAINANSEYSGNSAYTALIKMC
ETADTYEEFNNSIYAVKGDTAVESFLMENDESDKWSSYYYENGEMPQDLITEFYNCVTKA

KINDDGTKDYSEVYNEFSMLSSLESDFYGK
KAETDPSVITTSTTTTTSTTTTTTTTSSSSTTTSETTTVSSTSSSSASTSGNTTTNANGT
LPKTGNNSAGTAAAAACAAVITIAGGALIFISRRTRNKEDNGIS*

LPKTG sorting signal

[Ruminococcus

# RUFLAL7_vl_23500@6|ID:44521933| Length: 784
# RUFLAL7_vl_2350086|10:44521933| Number of predicted TMHs: 2
# RUFLAL7 vl _2350086|ID:44521933| Exp number of AAs in TMHs: 42.64751
# RUFLAL7_vl_23500@6|I0:44521933| Exp number, first 6@ AAs: 20.07543
# RUFLAL7_vl_23500@6|ID:44521233| Total prob of M-in: 9.90018
# RUFLAL7_vl_2350086|I0:44521933| POSSIBLE N-term signal sequence
RUFLA17_v1_235@0@6 |ID:44521933| TMHMMZ.8 inside 1 5
RUFLAL7_v1_235@@@6 |ID:44521933| TMHMMZ.8 Trhelix 7 29
RUFLAL7_v1_235@066 |ID:44521933| TMHMMZ.@ outside 3@ 668
RUFLAL7_v1_235@806 |ID:44521933| TMHMMZ.8 Thhelix 669 691
RUFLAL7_v1_235@006 |ID:44521933| TMHMMZ.® inside 692 7e4
TMHMM posterior probabilities for RUFLA17_w1_2350006]D:44521833]
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# WP_B82325677.1 Length: 738
# WP_882325677.1 Number of predicted TMHs: 2

>WP 082325677.1 LPXTG cell wall anchor domain-containing protein # WP_@B2325677.1 Exp number of AAs in TMHs: 44.57823
- & WP_082325677.1 Exp number, first 60 Ads: 19.47697

[Ruminococcus flavefaciens] # WP_882325677.1 Total prob of N-in: @.98122
MGFRTYKRNKRFFQQRKMLCFLYLPDKKLSRRII///MNIKKTIAGISALSWLISSGAFTAMNAFAADAAEYR Voo ez s M
TGQITAHLYSEDNLRDIECRYYNDMPNVPYIKLSDYYSCWTSQELQITNKNNGTYEVTVPIGATGIIDVN L osa00err 1 Thaws 0 aeide &1 e
KDTVSSDDIGGFCYPQYVIESNTSNLYTYVKSISKPNEKESYTTDFSDYKIDLRGDDNDIWWPVATLCDF e omsaieen s Tmenas Dhelix T8 T
YDFNLNQGALIDDNLYFFNSILDIKYSRTAIGNSAAHKEAFIEKYQONGRPKDMVEYNYNELCFNFDRTYG
FPGRFIYNDLLAETNFDTMLSTASDSTKKIKELLLSEDAHEYCAGYELLNNYFWDGGHTFFYGTMISEES i TMHMM posterior probabilities for WP_082325677 1
DFTAKVAEVFASISGLKDAMNYRAINANSEYSGNSAYTALIKMCETADTYEEFNNSIYAVKGDTAVFSFL [ - -

MENDESDKWSSYYYENGEMPODLITEFYNCVTKANADPAIKNEVIDLGANFGGSAAVLEYMMGIISDLDN 1
ITIILGNGDKSVTEQYLVDKNLDKSYDEKDKAMKLDLNFGIITSNYS FICANLMPALAKDAGIMLVGEKS
GGGTCATNRYVTPDGLVYALSTGQOKFVDKAGTPIDNGIQPDYDIVKINDDGTKDYSEVYNFSMLSSLESD
FYGKKAETDPSVTTTSTTTTTSTTTTTTTTSSSSTTTSETTTVSSTSSSSASTSGNTTTNANGTLPKTGN
NSAGTAAAAACAAVITIAGGALIFISRRTRNKEDNGIS 04

08

06

probability
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# WP_gBess34el.1 Leng‘th: 699

# WP_080693401.1 Number of predicted TMHs: 2

# 1IP_080693401.1 Exp number of AAs in TMHs: 36.82416

# WP_@8@693401.1 Exp number, first 6@ AAs: 21.05507

# WP_BB@653401.1 Total prob of N-in: 9.94982

# WP_@8@6934081.1 POSSIBLE N-term signal sequence

WP_@88693401.1 TMHMM2.0 inside 1 8

. « . . . . = . TMHMM2 . Mi i

>WP_080693401.1 LPXTG cell wall anchor domain-containing protein [Ruminococcus flavefaciens] o oeocaraor’1 Tmams e fu:‘:;;ﬁ 5 e

WP_080693401.1 TMHMWM2.@ THhelix 674 693

WP_080693401.1 THHMM2.0 inside 694 699

MIMNSKKTIAGLSALSVLISSGAFTAMTAFAADTAEYTTGKMTAHLYSDEKLKE IECRYYNDMPNVPYIK
LSDYYSCWLCQYPDQELAITNKNDGTYEVKMPIGATGIIDTNKDTVSTDDAAGFLYPQYILESNGENIFT TMHMM posterior probabilities for WP _080693401 1
YVKGDSSAEEDEDEKVSYTQDFSVYDIDIRGDEKDIWWPATTLCDFYEYSLNQGAVIDDDLYFFPQILST
YSRTALAGTPEHTAAFIEKYKNGRPKDMIEYNYNELCFCFDRNYGFPGRFKYNELLEENGFDKMLSTASD
GTKKIKELLLSEDLYDYCAGYEMLNDYLWDGGHTVFTDFMLONSKDLASAVSAKFQTIAMPEDAFDHYAV
LNNSNNSGYTALKTREEMYKTADTYEKGNGSEYSVKGDTAFFAFNFFEDNAAGWYNYYFNNGELPQDVVS
EFYNSIKKADADPAVKNFVIDLSTNGGGSLSIVQYMMGLINDLDNVTVVMNGKTENAKEFVIDKNLDKAYD
DKDKAFKTDLRFGIITSNYSFCANLMPSLAKDAGIMLIGERSGGGTCATNRYFTPDGLLYALSTGLKEV
DKDGNTIDDGIVPDYDIVKKNADGTKDYSDVYNYSKLSALFDEFYGKKTDSSQSTSTTTTTTTTTTTSAT

TTTSATTTTAASSTSTSSSAASTTSGSTTTTTNVSTLPQTGNKSAAAACAAVLVMAGGAFMLMSRKKEN

probability
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transmembrane inside outside



# 1P_882320460.1 Length: 733
# WP_082320460.1 Number of predicted TMHs: 2
# WP_082320460.1 Exp number of AAs in TMHs: 43.04645
# WP_082320460.1 Exp number, first 60 AAs: 21.65657
# WP_e323284608.1 Total prob of N-in: @.96450
# WP_e38232046@.1 POSSIBLE N-term signal sequence
>WP 082320460.1 hypothetical protein [Ruminococcus flavefaciens] WP_082320460.1 TMHMWM2.0 inside 1 27
MTSYQLYFEPQAVKLLSRRIT///MKIKKTIAGIAALSVIISSGAFTALTASAAETSDYTTSKMTAHVYSDEN WP_082320460.1 THHW2.0 TMhelix 28 50
LIDIECRYYSDMPHVPYIKLSDYYSCWTGQELEINAKNDGIYEVKVPYGATGIIDINKEYMSSEDIEHFT WP_082320460.1  THHWI2.0 outside 51 699
WP_©82320460.1 THMHMM2.0 TMhelix 700 722
CPAYVFDSNDQSYETYTKENTEESEPQFGDIDLSEYKIDIRGDENEVWWPAATLCDIFEYPLNEGMCVEE WP 082320460.1 THMHW2.0 inside 723 733

ELYFCGHVNSEYNRKDNALNPAHAAEYLEKYKDGRPKDMAEFNYNELCFEIDNIYGEFPGRITYNDLLAEK
GFDGMLSEASDGTRKVKEMLLSEDPYEYCAGLELLNYYFWDGGHTFENNLAATIGSKEQVEKVGEYLVSPD
ELEGAFIWWADNAQASASGYLAQEARIAMFETADTYEAPPHPDDTLPYYEYAVKGDTAFFSESGENANTP
AWLNYYYNNGELPKDLISDEFYSCITRADKDPAIKNEVIDLGTNRGGSLDVLMYMMGLINDLDHINLASGS
NDEPQKSEFLVDKNLDKAFDEKDDAFKTDLNFGIITSNYSFICANLMPSLAKDSGIMLIGERSGGGACST
DYHATADGMIYAMSYGIKFADKDGKSIDEGIEPDYALVKLNEDGSKDYSDVYNFANLSSLEADEFYKKDAP
QEPSEPETETTTTTTTVTTTETTTTTTVSTTSDKDSTTSATSSASGSSSETTTTTDASDLPKTGNNSMGT
AAAAACAFIMTLSGGAAMMAAYRLRRKDENGSL

TMHMM posterior probabilities for WP_082320460.1

T T T T T T T
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