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Supplemental TABLE SI 

Publicly available quantitation software for quantitative proteomics experiments 
Software MS instrumentation Input data format Labelling strategy Quantitation strategy Reference 

MSQuant QSTAR, QTOF, LTQ-
FT Mascot html result file 

SILAC (14N/15N 
possible with extra 
software) 

Area under centroided MS1 XIC of 
isotopmers 

(Schulze & Mann, 
2004) 

XPRESS LCQ, QTOF, 
MALDI-TOF-TOF 

mzXML (part of the 
Trans-Proteomic Pipeline 
(TPP)), or in BioWorks 
package from 
ThermoFinnigan 

ICAT (also SILAC, 
and metabolic 
labelling) 

Area under MS1 XIC of isotopmers (Han et al., 2001) 

ASAPRatio QTOF, LTQ, LTQ-FT, 
LTQ-Orbitrap mzXML, part of TPP Stable isotopic 

labelling Area under MS1 XIC of isotopmers (Li et al., 2003) 

MFPaQ QSTAR 
Web-based application, 
Mascot result file and 
Analyst .wiff required 

ICAT, SILAC  Peak intensity of MS1 isotopomers (Bouyssie et al., 2007) 

MaxQuant 
High resolution mass 
spectrometers (LTQ-
Orbitrap) 

Xcalibur .raw file 
Stable isotopic 
labelling especially 
SILAC, label free 

Intensity of MS1 3D-peaks (intensity 
vs. m/z vs. time) scans of isotopomers 

(Cox & Mann, 2008; 
Graumann et al., 2008) 

RelEx ThermoFischer (.raw) DTASelect output files (.out)
14N/15N metabolic 
labelling 

Background-subtracted intensity 
ratio of MS1 XIC of isotopmers (MacCoss et al., 2003) 

Census Low and high-resolution 
mass spectrometers 

DTA Select output, 
mzXML, pepXML 

Label free, stable 
isotopic labelling, 
iTRAQ 

MS1 based on RelEx, or MS2 from 
single-reaction monitoring (SRM) 
scans or iTRAQ 

(Park et al., 2008) 

QN 
High resolution hybrid 
ion trap mass 
spectrometer; LTQ-FT 

SEQUEST data output 
14N/15N metabolic 
labelling Area under MS1 XIC of isotopmers (Andreev et al., 2006) 

MSight 

Applied Biosystems, 
Brucker, Waters, ABI-
SCIEX, ThermoFinnigan 
mass spectrometers 

mzXML Label free 2D representation of LC-MS data, 
similar to 2DE (Palagi et al., 2005) 

 



APEX Most protXML, part of TPP  Label free 

Absolute quantitation by MS2 
spectral counting, corrected by 
machine learning-based prior 
expectation of observing each peptide 
based on physicochemical properties 

(Lu et al., 2006) 

MapQuant LTQ-FT .raw file Label free 
MS1 scans are converted into 2D 
maps (RT vs. m/z). Quantitation of 
2D map features. 

(Leptos et al., 2006) 

PEPPeR LTQ-Orbitrap, LTQ-FT High resolution MS scans Label free 

Spectral feature quantitation by 
landmark and peak matching of MS1, 
uses MapQuant as part of the 
PEPPeR pipeline 

(Jaffe et al., 2006) 

Masic Most .raw, mzXML, mzData, 
CDF and MGF file pairs  Label free Accurate mass and time tag 

quantitation from MS1 (Monroe et al., 2008) 

msInspect/AMT Most mzXML and pepXML, part 
of TPP Label free Accurate mass and time tag 

quantitation from MS1 (May et al., 2007) 

SpecArray 

High resolution, high 
accuracy QTOF or 
similarly performing 
analyser 

mzXML Label free 
Peptide array, quantitation of MS1 
single ion chromatograms based on 
ASAPRatio algorithm 

(Li et al., 2005) 

ZoomQuant Ion trap mass 
spectrometers DTA Select .out files 18O labelling Isotopomer peak areas from MS1 (Halligan et al., 2005) 

ProQuant 
QSTAR, QTrap; Applied 
Biosystems mass 
spectrometers 

Raw data files iTRAQ (4-plex) 
Isotopomer peak area from MS2 of 
reporter ions (114-117 m/z for 4-
plex) 

Applied Biosystems, 
2004 

ProteinPilot 
QSTAR, QTrap; Applied 
Biosystems mass 
spectrometers 

Raw data files SILAC, iTRAQ (4-
plex and 8-plex) 

Isotopomer peak areas from MS1 for 
SILAC. Isotopomer peak area from 
MS2 of reporter ions (114-117 m/z 
for 4-plex, 113-121 m/z for 8-plex) 

Applied Biosystems, 
2006 

Multi-Q 

Applied Biosystems, 
Brucker, Waters and 
ThermoFinnigan mass 
spectrometers 

mzXML iTRAQ Peak intensities of reporter ions in 
MS2 (Lin et al., 2006) 

Libra Most, QTOF, QSTAR, 
TOF-TOF mzXML, part of TPP iTRAQ Peak intensities of reporter ions in 

MS2 (Keller et al., 2005) 

 



 

i-Tracker Most .dta or .mgf files iTRAQ Area under report ion peaks in MS2 (Shadforth et al., 2005) 

Mascot Most .dta or .mgf files 
SILAC, 14N/15N 
metabolic labelling, 
18O, iTRAQ 

Area under MS1 XIC of 
isotopmers, area under report ion 
peaks in MS2 for iTRAQ, spectral 
counting. 

Matrix Science, 2008 

Entries shaded in grey represent software packages available at the commencement of the current study in 2004. Bold entries 
represent software able to process 14N/15N metabolic labelling experiments. 



Supplemental TABLE SII 

Linear modelling design matrix 

Description of experiments Indicator variables 
Experiment Name 14N 15N Buffer Biorep 10ºC vs 30ºC buffer 

1 A1_1 10ºC 30ºC Tris A  1 0 
2 A1_2 10ºC 30ºC Tris A  1 0 
3 A2_1 10ºC 30ºC Tris A  1 0 
4 A2_2 10ºC 30ºC Tris A  1 0 
5 B1_1 30ºC 10ºC Tris B -1 0 
6 B1_2 30ºC 10ºC Tris B -1 0 
7 B2_1 30ºC 10ºC Tris B -1 0 
8 B2_2 30ºC 10ºC Tris B -1 0 
9 C1_1 10ºC 30ºC Urea C  1 1 
10 C1_2 10ºC 30ºC Urea C  1 1 
11 C2_1 10ºC 30ºC Urea C  1 1 
12 C2_2 10ºC 30ºC Urea C  1 1 
13 D1_1 30ºC 10ºC Urea D -1 1 
14 D1_2 30ºC 10ºC Urea D -1 1 
15 D2_1 30ºC 10ºC Urea D -1 1 
16 D2_2 30ºC 10ºC Urea D -1 1 
17 E_1 10ºC 30ºC Tris E  1 0 
18 E_2 10ºC 30ºC Tris E  1 0 
19 F_1 30ºC 10ºC Tris F -1 0 
20 F_2 30ºC 10ºC Tris F -1 0 

The linear model design matrix accounts for experimental variables including the 

experimental 14N:15N label swap, where some 10ºC samples are labeled with 14N (+1) 

while others are labeled with 15N (-1), the Tris (0) or urea (1) protein extraction 

buffer, and the number of technical replicates in each experiment (two for 

experiments E-F and four for experiments A-D). The biorep factor groups the 

experiments into biological replicates, and the technical replicates within each 

biological replicate are expected to have a higher correlation to each other than 

between biological replicates.  

 



Supplemental Table SII. S. alaskensis proteins identified using metabolic labeling and a GeLC-MS/MS platform

2135 proteins were confidently identified in all MS experiments and are shown below. 

Proteins were identified using the SEQUEST search algorithm in Bioworks BioBrowser (v 3.3) with the following search parameters against the S. alaskensis database: monoisotopic precursor and fragments mass 

type, fully enzymatic trypsin (KR)  enzyme with allowance for one missed cleavage, and variable acrylamide, carbamidomethyl and oxidation modifications. For LCQ data files a 1.2 Da peptide tolerance and 0.6 Da 

fragment ion tolerance was used, while for LTQ data files a 0.8 Da peptide tolerance and 0.6 Da. The S. alaskensis database contains 3208 proteins. 

Identifications were filtered using DTA Select based on the following parameters: DeltaCN of at least 0.08, a minimum XCorr of 2.1 for +1, 2.7 for +2, and 3.2 for +3 charged peptides. 

The MS/MS were also interrogated against a decoy database (randomised S. alaskensis) with <1% false positive identification rate in DTA Select. 

For each identified protein the following is shown: RefSeq accession number, locus tag, protein description, sequence coverage (%), number of peptides identified and identified peptides listed.

Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

YP_615061 Sala_0002 glutathione S-transferase-like protein 62.33% 13 R.IYPAAELTPEVQADVIR.I
R.ILQIWAEAR.A
R.HSGLPFEEVTVPLYNEEWNQR.R
R.FITYSIPLPR.F
R.REGDEFAPSGGK.V
R.FGGEGDYLFGDWSAADMMFAPVVTR.F
R.RIYPAAELTPEVQADVIR.I
R.EGDEFAPSGGK.V
K.AYSSWSLR.G
R.FGGEGDYLFGDWSAADMMFAPVVTR.F
R.FGGEGDYLFGDWSAADMMFAPVVTR.F
R.EGDEFAPSGGKVPILWDGADIVVWDSLAIIDYLNEK.T
K.VPILWDGADIVVWDSLAIIDYLNEK.T

YP_615062 Sala_0003 GTP-binding 37.44% 7 R.TQELNYFDVGEPPVFR.L
K.SAPALQHLPVPSVPEIAFAGR.S
R.FLINDYLR.G
K.SSLLNALTNR.N
K.LFSGPIAFLK.S
R.KLFSGPIAFLK.S
R.KHPAAHPEVIATSSEK.G

YP_615063 Sala_0004 60 kDa inner membrane insertion protein 46.92% 19 K.QTVVNAGTAPVSLSSFALIDR.L
K.LTPTTPVTLSWTNTTGQTFR.I
R.VTAAISSPATNNYQTLFAR.D
R.DFTQVAPGQQLTATSR.I
K.SVFDIDYDDLEEAPNR.S
R.LNPAPADPVQAQVFK.I
K.EVEILETYQDDQGITR.L
R.LFAPGGTPAAYFASLGWTAQGIQLPGAGTVWTANGTK.L
R.GSINLVGAR.I
R.YTSAGWLGFTDKYWLAAIVPAK.G
R.IEYSIDANYLITAK.Q
K.YWLAAIVPAK.G
R.YTSAGWLGFTDK.Y
R.YKDDKPR.M
R.PVDVVLAEGQR.I
R.LLMFPIANR.Q
R.LGKPTDPHEVDSWTIHVGPTGYLDGK.S
K.LYKDEK.I
K.FPALKAAPAK.

YP_615068 Sala_0009 glutathione S-transferase-like protein 15.91% 2 R.FQAVVAEYLPFITATPDLAR.V
R.ALETEAPFTHYDELR.A

YP_615070 Sala_0011 3-demethylubiquinone-9 3-methyltransferase 21.56% 4 R.VLIEATTSSDKAAAK.R
R.VLIEATTSSDK.A
K.WGVSWQITPR.V
K.IDIAAIEAAVR.G

YP_615071 Sala_0012 Glyoxalase/bleomycin resistance protein/dioxygenase 16.10% 2 R.WNELATSEPDTAITFYQR.H
R.FYGAVVGWTIAAHSDPGAPGGVDYR.M

YP_615073 Sala_0014 glutathione S-transferase-like protein 22.42% 4 R.APVTIAAAFAALEAVAADADGARA.
R.APVTIAAAFAALEAVAADADGAR.A
R.FPGGGLIPATAEDR.G
R.EEALLDDAPALR.A

YP_615074 Sala_0015 protein of unknown function DUF1428 50.42% 9 R.VVENWGDDVPDGK.I
K.ADETVVFSWFEYPDK.Q
K.DGETVVFSWVEWPSR.E
R.GTGATGYVDGFVAPVPDANKDR.Y
R.VVENWGDDVPDGKITDYAR.A
R.MIVGGFETILDDR.G
K.VNDFKGAVQAK.A
K.MASEIFIEHGATR.V
R.MVEAWGDDVPDGK.V

YP_615075 Sala_0016 glutathione S-transferase-like protein 46.88% 9 R.LFESGAILLHLAEKDER.L
R.EAVEAGLIAEQPR.L
R.ALDAQLAAFREEAGPPA.
R.RPGLIDFIR.G
R.LNDAMGDKPYLTGDFTVADIAMATVLR.E
R.ALDAQLAAFR.E
R.PADHFLFQPWGQVPVLNDGGIR.L
R.LNDAMGDKPYLTGDFTVADIAMATVLR.E
R.LNDAMGDKPYLTGDFTVADIAMATVLR.E

YP_615076 Sala_0017 alpha/beta hydrolase fold 36.09% 8 R.LSPTPDAFPDLVAAIK.H
K.HIDSTPFAYSDAQLR.A
R.LDGWVPEVLEGIAK.M
R.IAYAVHGDPTSK.Q
K.VGGAFSYDQMADDAAAVLASLR.V
K.TMIILGDADGITFEHAIK.L
R.GGADIATATQGFMTQPPK.A
K.VGGAFSYDQMADDAAAVLASLRVER.A

YP_615078 Sala_0019 Glyoxalase/bleomycin resistance protein/dioxygenase 48.61% 5 R.MIFVNLPVTDLDR.S
R.EAVDGQVDK.A
K.ADPTPTQDFGFMYGR.S
R.SFEDPDGHIWEVMWMDPAAIPAGEPAEAAA.
R.EAVDGQVDKAVK.A

YP_615083 Sala_0024 protein of unknown function DUF583 25.19% 3 K.IAGLLDGSIEAK.T
R.ITGDVTYETITIENGGK.V
R.ITGDVTYETITIENGGKVDGK.L

YP_615084 Sala_0025 peptidase M23B 8.46% 3 R.VAETAADLEER.Q
R.GGPFIPFRGR.G
R.FNALFQDHEIFVR.T

YP_615086 Sala_0027 TonB-dependent receptor 60.61% 35 R.NITNDESPTGGIDFNNLTSYVNEPR.I
R.GLGNTDFDLNASQPVSLVYDEVVLENPILK.G
K.GHGIEAELQAAPAR.G
R.REESLQDVPVSVSVLSGDTLGAITSTGADIR.A
R.YGTSQVEVAAGAADDNGFSVR.L
K.GFPIFDLDRVEVLR.G
R.TDRFDVAAFVR.N
R.EESLQDVPVSVSVLSGDTLGAITSTGADIR.A
R.VISTADQEETMSYEAGIK.T
R.LQLQYENGPFTGR.V
R.DKVWQDGINFQK.L
R.FNLTGYYFDTK.D
R.VPSLNIESSYGR.S
R.VFDGSAIIFR.A
R.PVETRPIFVVNPNTPVPPQSAR.V
R.DDWVDNIATTAKDDLGGYDDIAAR.L
R.LVGLGGADTAFER.D
R.IWGVEAGVKF.
K.DLQLTAVGGTANVASLLNVDAK.G
K.DDLGGYDDIAAR.L
R.GDIDGGFGAVFLPVSGPGLIPFAAQSQDNVPSLDQFTQEIR.I
R.LVGLGGADTAFERDK.V
R.LSGLYQHR.D
K.VWQDGINFQK.L
R.DDWVDNIATTAK.D
R.YNHDTR.D
R.ANTQLPGSNR.L
K.LLTWDASATWEASDAVTFYAR.V
R.LSGLYQHRDDWVDNIATTAK.D
K.LNTYNAALNLEYDFGAVTAYSITSYWNGNFK.S
R.VISTADQEETMSYEAGIK.T
R.FDVAAFVR.N
R.DFVAARPVETRPIFVVNPNTPVPPQSAR.V



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.APSVQGR.L
K.GFPIFDLDR.V

YP_615087 Sala_0028 PepSY-associated TM helix 17.13% 4 R.LAEGAGAYASQSGEIVTR.W
R.TTLWFDAATGDVLGAR.D
R.GDLATVAAATEK.L
K.LMAAQGTQGIIYADER.F

YP_615088 Sala_0029 TonB-dependent receptor 80.87% 38 R.SLAPFGQANLQLAGGLVR.L
R.AVPGLEALTLIAGFDALWDSTEQR.L
R.TPGVDIDSFLDISPIVSNNR.E
R.NDFEGYNLTDAIVR.Y
R.AYASYAEGYTVPDVGR.I
K.ISIDDYTTLASAGR.T
R.VGINLTQGETQDSETLSLFGR.F
R.YQTSLGGVSLAVSNLFDR.Q
R.DTFGGEPNPIATFQDAAIAPIGTLFDQSQNR.S
R.QYISYASDTQRPTDNFFNFAGR.G
R.FELEGDGDYAAVAGNK.A
R.SRDTFGGEPNPIATFQDAAIAPIGTLFDQSQNR.S
R.GPLDASATYFWSSSK.K
R.TFVSGGSPTFDDVLLNGGVIVEPMPGIR.A
R.SPLYAINGIPQSTPLR.D
K.AAGLPTSARPGTPPGVPATNR.T
R.ALLQASADNDFSDEGMGGK.V
R.TFTLGWDYRF.
R.LNLAAAYANGPLSAR.V
R.DGFTIDGFFVDR.V
R.FDASVGAAWER.R
K.RGPLDASATYFWSSSK.K
R.QRVEIEGLEINLAVK.M
K.GQLLIARPDGIFDVQR.Q
R.VQTQFYLAR.T
R.VELIFGSNALQGIGGTGGIVNQVTVGAPTDEGVSGR.A
K.MPIDGLTLSAGYAHIVGQFDDDADGLVETDLDGANISPDR.L
R.RVGINLTQGETQDSETLSLFGR.F
R.RGVFFDGEGR.R
K.LSGAGETLR.G
R.TFTLGWDYR.F
R.TESVSLSLTDSNLGGGNFISQIFWNR.S
R.ELGVEVK.R
K.VAGLVQYK.A
R.VEIEGLEINLAVK.M
R.TPGVDIDSFLDISPIVSNNRELGVEVK.R
R.FGYAVTDTMR.L
K.DALDQQIAIAGSVTDAVATLSPSFSPTR.Q

YP_615089 Sala_0030 Patatin 2.73% 2 R.TVGEAAQDEVR.A
K.LSAVVEELAR.L

YP_615091 Sala_0032 Entericidin EcnAB 14.29% 2 K.VAEETAKAEANDKQ.
K.VAEETAKAEANDK.Q

YP_615092 Sala_0033 outer membrane protein 22.86% 3 K.AAEAADAAKEATDAAK.G
K.AAEAADAAK.E
K.GAMEEAKK.

YP_615093 Sala_0034 transcriptional regulator, ArsR family 56.40% 13 R.YFAEHAAEWDAIR.S
R.LGFSDAQIR.G
R.SDQDQPPVSDGGPTK.R
R.IVADGPIAAIIAQADKWPFSAR.E
R.GGGHLLIVDFAPHEDEELR.T
R.SDQDQPPVSDGGPTKR.L
R.RSDQDQPPVSDGGPTK.R
R.MAEIFAPTAR.R
R.ILVEAGIVER.R
R.GWFASAGLLLETTQTLEGGK.L
R.LGHLLDIGTGTGR.M
R.HVAESEVEAAMLAMMHNR.R
R.EMELAIGELAVVLDQSQPR.V

YP_615094 Sala_0035 5,10-methylenetetrahydrofolate reductase 31.41% 7 R.AITQFFFSPDSFLR.F
R.FRDTAAAAGIDAPIIPGILPVSNVSQTR.R
R.AHPDGYANAVELVAGLK.A
R.TLEPLAPSFVSVTYGAGGSTR.E
R.DTAAAAGIDAPIIPGILPVSNVSQTR.R
R.AYWDAGVR.H
K.MEAQLWDTFR.T

YP_615095 Sala_0036 5-methyltetrahydrofolate--homocysteine S-methyltransferase 47.04% 10 K.TLSLSPDVNNPGFR.E
R.NLSGHTVEAFWYAVR.H
R.NAYVGVDGAEHGLSIDPR.G
R.ISQADYGAEHLVAGINLASAR.L
K.AGIAATLEAEAALGR.E
R.FVAGAVGPTNK.T
K.VLSDIADALVMVYPNAGLPNELGEYDELPETTAELVR.E
R.ELPLMISMTLTDLSGR.N
R.RFVAGAVGPTNK.T
R.DYLVAGADIIATNTFSANR.I

YP_615096 Sala_0037 5-methyltetrahydrofolate--homocysteine methyltransferase 40.66% 23 R.KVEGEELSPTER.L
R.AVGVATALVSDTGR.D
R.FAEAFAER.L
R.YKGTNAAQEK.A
R.IGSDQLEDYAR.R
K.WSVIEAGLK.C
R.QQVENGAQIIDVNMDEGLLDAEHAMTTFLK.L
R.ANYYDAYLSDKPAPPLQPGLHR.F
K.AVAHLLPFIEASKEPGAK.G
R.IDPAYQGPVLHVLDASR.A
R.GVDLETATR.W
R.AWELHGTWPSILQDEVVGETAR.A
K.EGEEQFLDHAK.K
K.ADADAMLDQIIAEQWLTAR.G
R.LILADDYAAAVEVAR.Q
K.LIAAEPDIAR.V
R.TACEDVILNR.K
R.HGDDIVIHLAEEER.H
K.ILEAANENDADMIGLSGLITPSLDEMVTVAEEMQR.A
K.GYKNDYAHVR.D
K.GQSVLLSIEEAR.A
R.TTLWGYAPGEQLTNEALIKEEYR.G
R.FRADKDDYSDILLK.A

YP_615097 Sala_0038 hypothetical protein 47.32% 9 R.NSEQGILTADDPEAALTIDR.S
R.SVFVADWSGEALAIGANELGAGLAR.F
R.LQDAVDAIGEGEGTIR.I
R.IAFVASEPGR.A
R.IIGNLFVQGR.D
R.LETSDLDVVNAMFR.N
R.DKENYSAFIAVAAEER.K
R.VDVSDNSFDDTQGTGTNYMIDLPSGSTGR.I
R.VDGLVFQNMR.V

YP_615098 Sala_0039 hypothetical protein 19.08% 2 R.ADDGVIQLLAFPDIR.V
K.TPAEALAASLIETR.G

YP_615102 Sala_0043 thiol:disulfide interchange protein 15.45% 5 R.TAEGSGSTFSPDALAK.A
K.AGVVTLVGDWTNGDPVITR.T
R.NSVPLYLWYAPGADKPEILPQILTPGMLIDK.V
R.FAIPLPASVAIDAPHLFVETQDVIDYAAPQR.F
R.AAVQAAFDK.A

YP_615103 Sala_0044 type I phosphodiesterase/nucleotide pyrophosphatase 64.35% 25 R.FLASPEADGAVLATAAALR.Q
R.ADETLWLAPTGLTSYR.G
R.IDTALDPEALGNEVAEK.L
R.AATVIAAAINQPR.G
K.ARDPQAQVVSVAGK.D
K.HLLVPTLGDLMK.A
R.SGDFIVALKPR.V
R.KAALAEILPR.L
K.AALAEILPR.L
R.TGVVANNYFDLSVAR.A
K.LGLPQPLLHGEGGDYYLSK.A
R.DELAAHPISR.R
R.VTPIAEPGVGYVATHGSVWDYDR.R
R.RATAAIQAPK.L
R.RAPDMWSVMDR.L
R.DPQAQVVSVAGKDR.A
R.VYCAEDETVPDTSSGSGK.Y



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.QNAWPDAQR.I
R.LDATGMNYAVVLTADHGGHDLPER.N
R.KDLAGFEQPNAVMTVDIMPTLAALIGLPVDAGAIDGR.C
K.LKYPIAALVGALCLAGAGTTVAQEAAPAAR.R
K.DLAGFEQPNAVMTVDIMPTLAALIGLPVDAGAIDGR.C
R.RFLASPEADGAVLATAAALR.Q
R.GPLTLPAECAAQDIAIPLANGASVGTGR.M
R.DPQAQVVSVAGK.D

YP_615104 Sala_0045 pyrroline-5-carboxylate reductase 40.91% 9 K.LATATFGGATALLADSGEKPGTLIAQVASK.G
R.VAIVDPLAAPR.E
K.GGTTQAGLDVLDSDGQLAALLTNVLR.A
R.WLASGLGADR.V
R.LIESYAAAGER.L
R.LGLSAEDALK.L
R.GRELAEIAR.G
R.ELAEIARGEG.
R.ELAEIAR.G

YP_615106 Sala_0047 branched-chain amino acid aminotransferase 65.65% 20 R.DAIITLAHDAGLTVR.E
R.GPLTLDPATAVLHYAQEIFEGLK.A
K.GHDQVVFLDAAEHR.W
R.AAAIADPAFGR.V
R.MAMAELPEELFIAAVK.E
K.SSAPAISLWVSEDYTR.A
R.YTEGQGWHDAQVMPR.G
R.EEAYAIDQWQADAESGR.L
R.DAIITLAHDAGLTVREEAYAIDQWQADAESGR.L
R.VFTDHMVSIR.Y
R.LDDGSMALFR.V
R.LPHPSPVADDVR.A
K.SFTIGAGGQGQVTEMLK.A
K.PASEYQFLVITSPVGNYFK.S
R.LTESFACGTAAVVTPVGK.V
R.AADPHGWVTR.I
K.CGGNYAASLIAQR.E
R.VFTDHMVSIR.Y
R.AADPHGWVTRI.
K.SFTIGAGGQGQVTEMLK.A

YP_615108 Sala_0049 hypothetical protein 5.11% 3 R.SVEELTADVAVIGADEATAELEAIADR.Q
R.IEVANAQLAQAKLAISNSSEASVK.A
K.AGLAEKLK.V

YP_615124 Sala_0065 17 kDa surface antigen 27.15% 2 R.TVGTIIGAAGGGLLGR.A
R.ENGTTGLIIGAAVGALVGRELDGGR.D

YP_615134 Sala_0075 Twin-arginine translocation pathway signal 31.14% 6 R.LAESPTIGVPTITLEGDANGAPHPDPAAYAK.K
R.SAQAFDNPDHVAIVIHNYR.W
R.NITGGIGHNLPQEAPK.A
R.NGQQAALAQDVIALMDALR.I
K.LIWHTASPEWK.F
K.AFADAVLQAATPA.

YP_615137 Sala_0078 short-chain dehydrogenase/reductase SDR 28.98% 6 R.SIVEAALAQGHNVVATAR.N
R.NPAVLEDLAAR.Y
R.YSGQLLAVR.L
R.ILLVSSIGAR.I
R.IATAGAGVYYASK.A
R.DPDGVAAMILQVAALDDPPSR.I

YP_615144 Sala_0085 short-chain dehydrogenase/reductase SDR 64.14% 10 R.EAAEQLATETGTSAVATDSGDRDAVIAR.V
R.VNVTAPYHASVEAAR.Q
R.IIVIGSVNGDR.M
K.SVLVLGGSR.G
R.VRESGPLDILVVNAGFALFGDALDLDPDDVDR.L
R.EAAEQLATETGTSAVATDSGDR.D
R.ESGPLDILVVNAGFALFGDALDLDPDDVDR.L
R.MPLPGMASYALSK.S
R.HGRPEEVAGMVAWLAGPEAGFVTGAMHTIDGAFGA.
K.VVFTYNGSR.E

YP_615146 Sala_0087 hypothetical protein 28.52% 5 R.RLEAWQNLAR.L
R.VLHGELGFVGDDETYDAPVNADFIR.V
R.GLPIALSILYVAMAR.R
R.ASLGQEGGAAALSAVR.M
R.AEQEKDHQR.G

YP_615149 Sala_0090 transcriptional regulator, MarR family 45.03% 7 R.APEAGPAASALALLAHQPGLSIR.M
R.LATEGLIER.R
K.IASDEVLASR.D
R.NIFGAFALMISDDIVR.A
R.DRLENLEHSYR.I
R.LENLEHSYR.I
R.DEVIAEGLSILKPDELK.I

YP_615151 Sala_0092 hypothetical protein 18.44% 2 R.DYWNPLVALR.A
R.GSAVVDALVGGASDHG.

YP_615152 Sala_0093 NmrA-like protein 9.96% 2 R.ILTGPEALSYDEVADR.I
K.TGALVAQQLTAR.G

YP_615157 Sala_0099 hypothetical protein 25.79% 3 R.QTTPAGDEDVPSK.H
R.LESGDDGEDASNIYAITDPATNHK.G
R.APYQGDDAPGDE.

YP_615158 Sala_0100 hypothetical protein 61.33% 7 R.TNYLDYVSIAQLDR.S
R.TGETVQFNGR.D
K.SAVEEGAVIK.L
R.SEPIENDEQAQAEVASDLAEALDDTLHDYADKLEK.L
R.TGETVQFNGRDLIVEDVE.
R.ETMLSLETAALHSAR.T
R.SEPIENDEQAQAEVASDLAEALDDTLHDYADK.L

YP_615162 Sala_0104 hypothetical protein 31.25% 3 R.LAEAWVHTYPVR.Y
R.VAEHDTGVR.C
K.QSVATLVDR.V

YP_615164 Sala_0106 protein of unknown function DUF336 33.57% 3 R.ETAVALIDAAITAAR.A
R.AIGIPAAVAVVDATGYLR.A
R.TDDAPFLTVDVAIDK.A

YP_615166 Sala_0108 oxidoreductase, molybdopterin binding 19.90% 2 R.IPPGQHLVENFPVLTAGPTPNVELADWK.F
K.VWNWSEFNALPK.T

YP_615168 Sala_0110 Acetyl-CoA C-acyltransferase 18.29% 5 R.LTDLFAQDPAAALAALQSLALHDYVLPTK.G
R.FAEPVFVAAGLR.T
R.TMGDHMEDTAK.A
R.LAALKPVFDR.D
R.GFFDDLAISLPELAR.D

YP_615178 Sala_0121 pyridine nucleotide-disulphide oxidoreductase dimerisation region 10.97% 3 R.TPLTIVFTDPQIAIAGR.S
R.AGPVEVDGVQVMNR.V
R.LTVAELLERPFYHPVIEEGLR.T

YP_615181 Sala_0124 helix-turn-helix, Fis-type 12.90% 2 R.LIGGPVVLSFFR.G
R.IPMPATYVISTDGIIR.Y

YP_615182 Sala_0125 Protein-methionine-S-oxide reductase 33.33% 3 R.SAHGDSHLGHVFPDGPR.D
R.HVTQEGGTER.A
R.FVHRDDMEAEGYSEFLNQIEEN.

YP_615183 Sala_0126 peptide methionine sulfoxide reductase 45.03% 6 R.VGYSGGDVPNATYR.N
R.SAIYYADEAQRETALQTIADVNASGLWPGK.V
R.SAIYYADEAQR.E
R.ETALQTIADVNASGLWPGK.V
R.NHGTHAEAIEINFDPDQISYRR.I
R.AAWVLPSAGER.S

YP_615187 Sala_0130 Endoribonuclease L-PSP 19.23% 2 R.EDGSPEPEFAEQVR.L
R.LLFVSGQVGSREDGSPEPEFAEQVR.L

YP_615202 Sala_0145 thioredoxin reductase 72.90% 11 R.GKLPLDADGYLQVTPGTSLTAIPGVFAAGDVTDK.I
K.LTGDGGDVYLAETLVIATGAQAK.W
K.MLILGSGPAGLSAAIYAAR.A
K.VVVIGGGNTAVEEALYLTNHSDDVTLIHR.R
K.WLGVPGEQELGGK.G
.MPSTHHTKMLILGSGPAGLSAAIYAAR.A
R.FVAGEGVSGLVGVDLIDTVTGAASHEPTDGGFVAIGHSPSTELFR.G
K.LPLDADGYLQVTPGTSLTAIPGVFAAGDVTDKIYR.Q
K.VVVIGGGNTAVEEALYLTNHSDDVTLIHRR.D
R.YLAEAEYHAMVDA.
K.GVSACATCDGFFYR.G

YP_615204 Sala_0147 Rhodanese-like protein 23.14% 3 R.NAAPYVDPADWNALVDDPGTVLIDTR.N
R.NGFEVGYGSFAGAVDPGTK.S
R.HEGVEDVVHLK.G

YP_615205 Sala_0148 nitrogen regulatory protein P-II 46.43% 4 K.IFVIPVETALR.I
R.GAEYVVDFLPK.V
R.VVEAIAAAAQTGR.I
K.EALHEVGVSGITVTEAK.G
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YP_615206 Sala_0149 glutamine synthetase, type I 62.55% 27 R.LVPGFEAPVLLAYSSR.N
K.SGFEIDDIELPTNTGR.S
K.GGYFPVAPVDSAVDIR.A
K.ALNAFTNPTTNSYK.R
R.IKDNDIEWVDLR.F
K.YVVHQVAHAYGK.T
K.GDVFSKDQIEAYVELK.W
R.FEQTPSPVEFDMYYSA.
R.EALDSLMADHDFLLK.G
R.AKGGYFPVAPVDSAVDIR.A
K.RAEAYLGSTGIGDTVYVGPEAEFFMFDDVR.F
K.HHHEVAAAQHELGLTFGTLTQTADR.M
K.ALNAFTNPTTNSYKR.L
K.RLVPGFEAPVLLAYSSR.N
R.AEAYLGSTGIGDTVYVGPEAEFFMFDDVR.F
R.FETGYNK.S
K.DQIEAYVELK.W
R.FPDAMANPYLCYSALLMAGLDGIQNK.I
R.FPDAMANPYLCYSALLMAGLDGIQNK.I
R.EALDSLMADHDFLLK.G
K.RAEAYLGSTGIGDTVYVGPEAEFFMFDDVR.F
K.GKPLFAGNGYAGLSDMCLYFIGGVIK.H
R.IPYGAGAK.A
R.FPDAMANPYLCYSALLMAGLDGIQNK.I
R.AEMVSTMLEMGLPCDK.H
K.PIKDDNGSGMHTHISIWEK.G
K.GKPLFAGNGYAGLSDMCLYFIGGVIK.H

YP_615211 Sala_0154 aldehyde dehydrogenase 61.64% 20 K.LHEVINPATEEAASTVVLGTAADVDAAVAAAR.E
K.IQGLIQSAIDEGAKLETGGTGLPSNVNR.G
R.AGMVAVNSWGPGPGAPFGGYK.A
K.VVYEPIGVVGMITPWNWPLNQIALK.V
K.DFSFTEQHGANK.V
K.LETGGTGLPSNVNR.G
K.IQGLIQSAIDEGAK.L
K.EREAEAVGVIK.A
R.GYYVKPTVFSGVTPEMR.I
R.EGGLFGLKDFMEVK.A
R.VHQELGGK.S
K.QHYIGGGWVDSK.G
K.AMFDGTQVGDPMSEGAHIGPVVNK.A
R.EEIFGPVATVMAYDTLDQAVEIANDTEYGLSAVVSGDPAK.A
R.EAEAVGVIK.A
K.AQFDKIQGLIQSAIDEGAK.L
R.LELLNRIVEEYK.K
K.SMAAEMGAPVSFAGTAQVGAGIGGFLGTIAALK.D
K.SMAAEMGAPVSFAGTAQVGAGIGGFLGTIAALK.D
K.AQFDKIQGLIQSAIDEGAKLETGGTGLPSNVNR.G

YP_615212 Sala_0155 arginine biosynthesis bifunctional protein ArgJ 52.70% 15 R.ALIVNAGNSNAFTGYR.G
R.SPLAPAAFPDLPEIAGVTR.R
R.QVALDLAHQVVR.D
R.EAAGGTFNAITVDSDTSTSDTVLLFATGQAGHAPLAAR.D
R.DDPGADALYAAIR.Q
K.GAAASAIVGGR.T
K.DGLAVDGYDEAPVAAHLK.G
R.IGADLGLGEGR.A
K.TAIAGEDANWGR.V
K.FIEVQVTR.A
R.VALAIANSPLVK.T
R.QVALDLAHQVVRDGEGASK.F
R.TVHVAGIAK.G
R.AGVAAALTAK.P
R.AGVAAALTAKPCSWEVAAETIGTTDTFAK.G

YP_615213 Sala_0156 thioredoxin 66.04% 7 K.MIGPALEEISDELAGK.V
K.NGEIADTK.V
K.SALKGWLEGAL.
R.GIPTMILFKNGEIADTK.V
K.NGEIADTKVGAAPK.S
K.LNIDDHPDAPSK.Y
R.GIPTMILFK.N

YP_615214 Sala_0157 UvrD/REP helicase 30.70% 23 R.WLAVQAPALDEPAR.G
R.AIEEDEAGALQR.R
R.IATALLYTAAPR.L
R.AAAAALAQR.L
K.LPVYAIGADER.H
R.TVPEASWHAAVSGVLDR.L
R.HGALADAYAK.A
R.FAVQPHDDLNLAALLVSPLIGWTQDDLYDR.T
R.EQGLADFDDLITLAGSLLR.V
R.EARDPIDELLNQALAFEAR.K
R.AGQDFEAVDLISNYR.S
R.VLGDLLDAPDEEQAALR.A
R.LQALHVPVAGVDR.F
R.LGPDAAIGFLSR.C
R.LGHDWEDGGAAWGR.R
R.FLETLLSGPIDGR.R
R.FAEAYALAK.R
R.ALFATVIDSPGGAIR.V
K.GLQAPIVILADATDDAAFGHRPFTVDVAAWEK.L
K.DGRPVAPGDVMILVR.R
K.AVAASGAAWGTK.T
K.ALGATEEADEGVDDNGNATAPARDPASMR.L
K.AAADEEHWR.L

YP_615215 Sala_0158 helicase 21.80% 13 R.WGIAVDDSAGQPLAR.T
R.LAALAGDLPQPALDGVPLTDLAAR.I
R.AGANAAAFEAELAALRDDPALDAIAR.A
R.YADGVLGLTEGIVLLPSNR.A
R.QGLEWLTGEAAWTGPAGR.M
R.AFADALAAGLIDR.Y
K.AAFDKLDNQLGLLGLIAR.R
R.YTPAGEPPVTGAAAFQLAGGLAR.V
R.SAVQAAFVR.A
R.FVVAAGITTAAPAIAR.L
K.LDNQLGLLGLIAR.R
R.WPAATQPDPWLAPGIR.R
K.SAAEAVDHAADALAGLAAR.Y

YP_615216 Sala_0159 Nucleotidyl transferase 25.52% 4 R.IAPFVYTGIQLVSR.R
K.ALPLLTGDPILIVNSDNIWTDGPQDSIR.H
R.RLLDGAPDGPFSTNILWDR.A
R.LLDGAPDGPFSTNILWDR.A

YP_615217 Sala_0160 aminoglycoside phosphotransferase 29.41% 8 R.GLLLIEDFGDVR.L
R.AAWEAALTPVESDGLPR.V
R.DIENAYWALAAQR.N
R.ILPLAGDASFR.R
R.DVSPAVEAAMLAR.Y
R.DLAHPALVPVR.Q
R.LRETVDAAPDR.E
R.ILGVFVR.L

YP_615219 Sala_0162 PAS/PAC sensor signal transduction histidine kinase 13.60% 7 K.GQQAGTDTGGIGLALAR.Q
R.QIDNVLDLAQGEAGTLAIER.A
R.LSAAVAQFGPDQGLAFANLPFR.R
R.LASLVEASPQLPVIVR.A
R.NEALEAADKAK.T
R.LVAGLLDNAVR.F
R.AAFAGGQAER.L

YP_615220 Sala_0163 adenosylhomocysteinase 77.33% 37 K.GVSEETTTGVHR.L
R.SEQYQNDVYVLPK.H
K.KGELPFPAINVNDSVTK.S
K.VATVAGFGDVGK.G
K.GESLADYWDYVGR.I
K.WTEVKPQVDLVEFPDGK.Q
K.AFIAAKPGYLTK.T
R.IFDWESDNDGR.T
R.TANLILDDGGDATMFALWGAK.L
R.DYVVADIGLADFGRK.E
K.EINIAETEMPGLMALR.A
R.DYVVADIGLADFGR.K
K.VAALHLEK.L



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.RGTDVMLAGK.V
R.AEYGASQPLKGAR.I
R.AEYGASQPLK.G
R.GTDVMLAGK.V
R.SDIFVTATGNADVITAEHMAAMK.N
K.LEAGETMPPPENEEEVEMQR.A
K.VATVAGFGDVGKGSAQSLR.N
K.QADYIGVPVEGPFKPDHYR.Y
R.LVNLGNATGHPSFVMSASFTNQTLAQIELWTR.S
R.ITGSLHMTIQTAVLIETLTALGAEVR.W
K.SKFDNLYGCK.E
K.QIIILSK.G
K.FDNLYGCK.E
K.EINIAETEMPGLMALR.A
K.EINIAETEMPGLMALR.A
R.TANLILDDGGDATMFALWGAK.L
R.LYHIAK.K
R.ITGSLHMTIQTAVLIETLTALGAEVR.W
R.GTDVMLAGK.V
K.RSDIFVTATGNADVITAEHMAAMK.N
K.NMAIVCNIGHFDSEIQIAALANYK.W
K.LEAGETMPPPENEEEVEMQR.A
K.LEAGETMPPPENEEEVEMQR.A
K.EINIAETEMPGLMALR.A

YP_615222 Sala_0165 protein of unknown function DUF179 12.15% 2 R.WQAAFAEAGVDAR.L
R.DWGGEGAVLVADR.W

YP_615223 Sala_0166 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen 91.62% 9 K.VTENGPEQVSAADYFK.G
R.FSMIINDGVVEQLNVEAPGEFK.V
R.VALFSVPGAFTPTCSAK.H
K.SANAGDAVTMLADGNGAFAEAVGLTMDGTAFGMGK.R
K.MTIQPGDKLPDATFVK.V
K.HLPGFVEKADALK.A
K.GVDEIACTAVNDAFVMGAWSK.S
K.VTENGPEQVSAADYFKGR.R
K.VSSADHMLEQL.

YP_615224 Sala_0167 AMP nucleosidase 53.35% 16 R.HYTGTAPEHFQR.Y
R.LPPADAAATGLFDYPAIR.L
R.SSQESTDPAAR.I
R.IDAIIAELQDKFR.A
R.AGTFETTVTRPDLFADYLR.E
R.EGQAGHNLSFGR.F
R.AIGIDMESATIAAQGYR.F
R.TGTVVTTDDRNWELR.Y
R.RLPPADAAATGLFDYPAIR.L
R.DDHILDGVLPPEIPIPPIAEVQQALASAAESVSGTSGADLK.K
R.IGDYVLAHAYLR.D
R.HQMPAYHLIAPDGGGITLVNIGVGPSNAK.T
R.YTALAGAAGLYVDQPGVNASALVADSAWR.R
R.HYDVEIEVTR.T
R.YVDEFVAWAGAQVGR.G
R.YILFTNYHR.Y

YP_615225 Sala_0168 ATPase AAA-2 54.17% 36 R.VVFGQNTAIEVLSSAIK.L
K.ETALDQFTVNLNEK.A
R.YTPDAINAAVDLSAR.Y
R.NRLDAIVPFGYLPPEVVAR.V
R.SKNNPLYVGDPGVGK.T
K.IKQPLAEELLFGK.L
K.IDVVEPTLEDTKK.I
K.QLASIMGIPLQR.F
R.SAFEAHHQVR.Y
R.ESYAVYFLQQQDLTR.L
K.TGEDAHIGNPLAFEITPAAPK.G
K.TAIAEGLAR.K
R.LDAVSYLSHGVGK.G
R.AILHVQSSGKDEVTGANVLVALFSER.E
R.NVHIQLDDAAR.E
R.KIIEGDVPEVLLPAVIYSLDMGALLAGTR.Y
R.ESIGFGQQTR.E
K.VEGHSDPSPTSGFQR.V
R.LDAIVPFGYLPPEVVAR.V
K.NNPLYVGDPGVGK.T
K.MKTGEDAHIGNPLAFEITPAAPK.G
R.ACGVALGDLQSAVVHYLDTELDSLK.V
K.TGKVDPLIGR.S
K.IIEGDVPEVLLPAVIYSLDMGALLAGTR.Y
K.IDVVEPTLEDTK.K
K.AIDVIDEVGAMQMLVAPSKR.K
K.AHPDLFNILLQVMDNGR.L
R.YRGDFEER.L
R.VVDKFILELELQLADR.N
R.NHFEKDR.A
R.LTDHHGK.T
R.FQKIDVVEPTLEDTKK.I
R.FDMSEYMER.H
R.EIEAVIATMAR.I
R.EDAQEEAVKR.M
K.DEVTGANVLVALFSER.E

YP_615226 Sala_0169 AMP-dependent synthetase and ligase 20.40% 6 K.LTHQNLTANAR.Q
R.QVNAIDPDTQAEDR.I
R.FSELTDNDGRPEPVAIAPETDVALIQYTGGTTGTPK.G
R.LIVGSVAGGLSK.T
R.TGDVAVIEEGGYIR.I
K.GPQVMQGYWNRPEADAESFTADGWLR.T

YP_615227 Sala_0170 hypothetical protein 31.82% 4 R.GLFGFSFPK.L
K.LGGIFGGDEDEIKEIETTIR.A
R.EVGELAAADAAR.E
K.TATMGSYFATIDGGR.T

YP_615228 Sala_0171 para-aminobenzoate synthase, component I 20.26% 8 R.DGVLLTPPLALGLLPGVLR.G
R.LPEGVGAVDVLR.A
R.LAPSGALAVEVSPLPR.L
R.LADLSAGFFLGNSLR.G
R.LADGAADAALAR.A
R.GAVDGVVGAMPLGWFGLFTGVQR.I
R.ADVPVAGDPLAVYAR.L
K.ASAATLGFAFDR.H

YP_615229 Sala_0172 aminotransferase, class I and II 66.25% 22 R.DNDLDYGLDQITVNVGGK.H
R.IGYAGGPAWLIK.A
R.WVIFNSPSNPSGAAYSPAELDAIGEVIR.R
K.TPSGQVIDSDEALIDYFLDSAR.V
K.ITPGQLDAAITPR.T
R.VAAVHGAAFGLSPAFR.V
K.KTPSGQVIDSDEALIDYFLDSAR.V
R.LKAEGVDVIGLSAGEPDFDTPDFVK.E
R.VSYATSEAVLK.E
R.WVIFNSPSNPSGAAYSPAELDAIGEVIRR.H
K.AEGVDVIGLSAGEPDFDTPDFVK.E
K.YTLVDGTVALK.E
K.HTLFNALVATVDK.G
K.AYAMTGWR.I
R.IQPSATLAMTAR.V
R.TRWVIFNSPSNPSGAAYSPAELDAIGEVIR.R
R.RDNDLDYGLDQITVNVGGK.H
K.EAAIEAIR.A
K.AEGVDVIGLSAGEPDFDTPDFVKEAAIEAIR.A
R.LKAEGVDVIGLSAGEPDFDTPDFVKEAAIEAIR.A
K.GDEVIIPAPYWVSYPDIVAFAGGTPVFVAASAAQHYK.I
K.AYAMTGWR.I

YP_615230 Sala_0173 peptide methionine sulfoxide reductase 35.81% 7 R.IVYDPTQVSYGTLLR.I
R.YELTHDGTSGHAEAVR.I
R.QVATAYLAQIGR.G
R.ILFSVVADPTLKDR.Q
R.AAIVPLDATQR.Q
R.ILFSVVADPTLK.D
K.LPAALTDPAVPAKR.A

YP_615231 Sala_0174 Beta-lactamase 44.07% 10 R.AQAPVEQTSQPR.A
K.GSTAGYNDIGIATAPDGTR.Y
R.IGPEDLTLFYQPIAAR.V
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R.GALLSPESTEYLLGVMSR.T
K.LWVALTVLDAVDQGR.L
R.NAYLANPPDGASPTAIANALTR.L
R.DLIEIAITQSDNTANDSLLR.T
R.MELMQAVSSAVAAYHGK.
R.GPSGSVTVPIGQPVPSAMPR.P
R.GGDLFPQQSVSK.L

YP_615232 Sala_0175 hypothetical protein 21.36% 2 R.VADLSLAQFLHK.V
R.TGLNNAGLSK.A

YP_615233 Sala_0176 succinyl-CoA synthetase, beta subunit 66.43% 28 R.GIAAMSVEEAVAAAK.Q
K.DILANSGLPIVAANDLGDAAK.K
R.DLTEEDPAEVEASEYDLAYIK.L
K.LNGAFPANFLDVGGGASK.E
K.EVNLSVPLVVR.L
R.SIEEVGSHAR.E
R.LEGTNVQQGK.D
K.IILKDPAVEGILVNIFGGIMK.C
K.EYYLALLVDR.A
R.SVAAALELTGDLAK.Q
K.LGFDGNAMFR.H
K.FKELGPDAK.G
R.LYITDGADIKK.E
R.EMLGNTLVTIQTGEAGK.Q
K.DILANSGLPIVAANDLGDAAKK.I
R.LEGTNVQQGKDILANSGLPIVAANDLGDAAK.K
R.HPDIAELRDLTEEDPAEVEASEYDLAYIK.L
K.DPAVEGILVNIFGGIMK.C
K.KIVAEVAR.A
K.IHTITIDPATGLMPHHGR.S
R.EMLGNTLVTIQTGEAGK.Q
K.SQIHAGGR.G
K.IILKDPAVEGILVNIFGGIMK.C
K.EKVTAAFK.I
K.CDIIADGIVAAAK.E
K.LGFDGNAMFR.H
K.IVAEVAR.A

YP_615235 Sala_0178 electron transfer flavoprotein beta-subunit 85.94% 22 R.AILVQTDDAVEPLAVAK.I
K.SIADAEQPGLVILGK.Q
K.LKLPAIVTTDLR.L
R.VKADGTGVDLANVK.M
K.APTDYGVDTTPR.V
K.VADVDELVAK.L
K.GVATEIVAVSIGPAK.A
R.VLDYNVKPR.V
K.MSMNPFDEIAVEEAIR.L
K.QAIDDDNNQTGQMLAALTGWAQGTFASAVNVEGDHVSVTR.E
K.LPAIVTTDLR.L
K.ADGTGVDLANVK.M
K.EKGVATEIVAVSIGPAK.A
R.EVDGGLETVK.L
R.TALAMGADR.A
R.YASLPNIMK.A
K.SKPLDVKAPTDYGVDTTPR.V
K.MSMNPFDEIAVEEAIR.L
R.YASLPNIMK.A
R.QAGIKVADVDELVAK.L
R.EVDGGLETVKLK.L
K.TLKVSEPPVR.Q

YP_615236 Sala_0179 electron transfer flavoprotein, alpha subunit 90.29% 23 K.TFTRPIYAGNAIATVESSDAK.L
R.AAVDAGYVPNDYQVGQTGK.I
K.YQEVIVPLADKLNAALGASR.A
K.LGEVHLLVAGSGVDAVAK.E
R.VAALLDVMQISEILSVEGPK.T
K.DATLAVVTAASK.L
K.AATSGGAGTIEAVAAGSDAGISSFVGAEIAK.S
K.SERPELTSAK.I
K.TIVAINKDEDAPIFQVADLGLVADLFSAVPELTAK.I
K.TLVWVEHDGK.A
K.VHVADNAAFDHNLPENVAPLIAELMSSHDAFLAPATTTGK.N
K.EAAQIAGVGK.V
K.AVKDATLAVVTAASK.L
K.IVAPEVYFAIGISGAIQHLAGMK.D
K.LNAALGASR.A
K.DEDAPIFQVADLGLVADLFSAVPELTAK.I
K.LGEVHLLVAGSGVDAVAKEAAQIAGVGK.V
R.PIYAGNAIATVESSDAK.L
K.YQEVIVPLADK.L
R.VAALLDVMQISEILSVEGPK.T
R.ALGSSEKYQEVIVPLADKLNAALGASR.A
R.ALGSSEKYQEVIVPLADK.L
K.IVAPEVYFAIGISGAIQHLAGMK.D

YP_615238 Sala_0181 TonB-dependent receptor 42.26% 27 K.IAPTPGAPAEDIPGYSK.W
R.LGTTDLEYLGLGPVISYDPR.D
R.AVEYDQYPSEVINQVLVYK.T
R.STDYVDVLPSLNLSLR.T
K.TDRNELIFESNAGTGR.G
R.DQVVESISAEDIGKLPDASIAESIAR.L
R.ANAVDLTFEK.Y
R.ILGGQDGYYNNR.I
R.DLLAAGLYQLVPNPYGDVVVK.A
R.AGTFTNVEGVVR.N
R.SSFVGELSGFGGNR.V
R.GGGVGAVDTIGFR.S
K.SYATSTQLTR.L
R.AVIDYQVYGR.R
K.SLVPDEAFVGLVANTDGLTSVPVPEQFR.L
R.SVQFGVNYTDR.S
R.IIEDELWQYR.V
R.TAGDFVIR.F
R.GFAPDFSTTLLNGR.E
R.ASLESAVGAK.K
K.LYSFGWNNR.W
K.WVANGTIFFEK.W
K.TPMASIVGQGLSGTVDLR.T
R.VEVERELEGFFR.S
R.TIRPLEYGK.S
R.RILGGQDGYYNNR.I
R.GIELPLAFGGAGVNVTDIDESGEFVFAR.A

YP_615239 Sala_0182 tryptophan halogenase 10.96% 3 R.LFNQALGIDEDEFLTATQGTIK.L
R.TLLAHLDGAPQAQPNR.L
R.LDGDSGNVAGVTLDDGR.R

YP_615240 Sala_0183 alpha amylase, catalytic region 28.17% 10 K.LTDPAFAYTPVVPK.G
K.VAVYNDNDLIGTDATTADANFDTAHPLYR.H
R.WIDEFGIDGFR.I
R.AFSDKPGLLAVSR.F
K.QANPDADDAELLAR.T
R.VVQGFIDIFGR.W
R.RGGVDGPAINPGFAGDGVASADNWAK.L
R.GNSDWVGESALYGDFAGLDDLATENPR.V
R.EVVLAYNTSAAPLR.A
R.AVIDSVSGTR.G

YP_615241 Sala_0184 alpha amylase, catalytic region 53.56% 18 R.TPLPWAAAAANAGFSEADPWLPLGPSHR.D
R.LNSAYGFDFLYADR.L
R.ADGSPPTNWQSVFGGPAWTWDAR.R
R.SFADSNGDGVGDLAGITAR.L
R.LGGNANWVAEGDLLAFDR.V
K.GAAIYQVYPR.S
R.QQDDPASLLNLTR.R
K.IYNQSHPDIALFLER.I
R.GNIIIYNGEELGLDQVDIPFDQVKDPEAR.K
R.DVQDALLGVVR.F
R.TRPFDFQQK.I
R.WTPQDVDRDAFAR.M
R.EAAEAWPDAPGIGWPSWAFENHDAPR.A
K.VTTDLVFAHTSDR.H
R.HAWFAESR.A
R.DLAVDRQQDDPASLLNLTR.R
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K.DNDKADWYVWADAR.A
R.IDAINFAMHDPEFRDNPPAPPSNK.V

YP_615242 Sala_0185 alpha-glucosidase 83.97% 48 K.TGYVADAGGIIAPGATPGSK.A
K.QVPTDWAESHLIAGAVGDYAIFAR.K
K.HGFGGVLVEGWNK.G
K.GWNSNWFGHGDAYSFTEAYPDFDLK.A
R.LFDDGIGFR.Y
R.ISDDAAGLVESDLELNLNEPNK.L
R.IEGSETASADSR.W
R.TLTLSFDFLDPGK.T
K.SADWYVGGVNDGTER.T
R.KSADWYVGGVNDGTER.T
R.GPWSWAEGPNHGATTER.T
R.ATLAPSSQGPR.V
K.DGDGATYLTDAR.R
R.LADGTHLAFHEAALVDYAGMWLK.R
R.DQHNELLVR.F
K.LGFLMADR.V
K.VAVNPHEPVKDTGLR.R
K.GAEDVPMTSTLAK.Q
R.YEQVYQQTPIDAVSTAHTPITMR.L
R.GMEYNAWGAFANNPDHEPTLVYTR.M
K.AMEWHDGQR.Q
R.SLVLTVTTDNDARPTWSLSR.K
R.QHESWGGHAMNVR.F
R.MLSGPMDYTPGVFSLK.G
R.TKQYIDFAAK.H
R.FVRDQHNELLVR.F
K.GVTLIGHHETGGNIAVYEAQLDDAMK.L
R.NIAYDTIK.V
R.LFDDGIGFRYELPEQEGLK.T
R.DLPFATPWR.T
K.YIGIWWGMIR.G
K.VAVNPHEPVK.D
K.LWLAPGGGAAMR.V
K.LGDVSWVKPMK.Y
R.YEQVYQQTPIDAVSTAHTPITMR.L
R.WEQPWGER.R
R.QVQHHQK.V
K.TYTATIWKDGDGATYLTDAR.R
K.LLIAPSK.L
K.IADEITEFDIAAEGTAWWIAGGEWNR.Y
R.YELPEQEGLK.T
R.GMEYNAWGAFANNPDHEPTLVYTR.M
R.GFRIEGSETASADSR.W
R.FRQHESWGGHAMNVR.F
R.FRLFDDGIGFR.Y
R.ELAFVK.Q
K.QLGLYLAIYSPIQMAADFIENLEAHPR.E
K.GAEDVPMTSTLAK.Q

YP_615243 Sala_0186 Oxidoreductase alpha (molybdopterin) subunit 13.23% 6 R.VALETIADDGTAR.R
R.TPNEAAFLYSIFVR.E
R.YDAATDHYVPVGWDDAFALIGR.H
R.SHDQFNTTIYSYNDR.Y
R.FTEPQDIVQMATFGSTEISSEFVHIK.I
K.VLLEQSVVTK.G

YP_615247 Sala_0190 glucose-6-phosphate 1-dehydrogenase 76.37% 27 R.LLLDFIEGDQTLFVR.R
R.EVNAQVGDAFAEDR.V
R.AALTEYLPEDRIEAAVVDGFLAR.I
R.VSYYDGVGALK.D
R.PIGVYLSTPPSMFGPIAQGLK.A
K.GQYSSGAVNGAAVAGYADELGQPSNTETFVALK.A
K.VETLVLFGATGDLAQR.M
K.LDANMMIINLQPEENIR.V
R.RDEVEAQWEWIDAIR.D
R.IAMEKPIGHDLASSR.E
K.SEVLIQFKPVPHNIFAR.V
R.IDHYLGKETVQNLLALR.F
K.ETVQNLLALR.F
R.AALTEYLPEDR.I
R.MLFPSLYNLHMDGLLADALTIVGSGR.S
R.IEAAVVDGFLAR.I
R.FANMLFEPLWNAQAIDHVQITVAETVGLEGR.V
R.DAWDQVDMTPQSYTAGSWGPSSAIALIER.D
R.VGAGKLDANMMIINLQPEENIR.V
R.IDHYLGK.E
R.IDYCAIDAGAGTGYAELAALLGDR.M
R.IAMEKPIGHDLASSR.E
K.LKEVTMDVSLSHSFAGER.R
K.DMVQNHMLQLLAIIAMEPPASVGATAVR.D
K.AANIACAECR.I
R.RIAYER.L
K.LKEVTMDVSLSHSFAGER.R

YP_615248 Sala_0191 6-phosphogluconate dehydratase 61.99% 28 R.IFDDQNQVLAAFK.A
R.AAGIIIDWQDFDELSHAVPLLAR.V
K.IVPGLLIGALR.F
K.TSAVAEDRWTIEAPAR.I
R.IAQIGWDGDDYRPLGR.C
R.GEVAALVDETEWAAR.S
K.AGELDRDVVVVVR.F
K.AIVNAAIGLLATGGSTNHAIHLPAIAR.A
K.VPAVIHLSPEALPGPDGMSGPLAYLR.D
K.LTPALGVLQDK.G
R.SPAAAPPPAVGVGR.E
K.GGSAVLAAMEAVT.
R.HHADEAEK.G
R.FGHLPQILVPAGPMPSGLANK.E
R.TGAAMNIGIVTAYNDMLSAHQPYGR.Y
R.RAAYLDLMDR.Q
R.HHADEAEKGGSAVLAAMEAVT.
R.VYPNGAGDVNQFHAAGGIGFVVR.E
R.GNLSCGNLAHGFAAAGDDKPVIR.T
R.FGHLPQILVPAGPMPSGLANK.E
R.ELLGAGLLHGDVLTVGGTMADYAAEPVLVNDELHWQAAPGQSR.D
R.DDTMLRPVADPFSPDGGMR.L
R.AAYLDLMDR.Q
K.VPAVIHLSPEALPGPDGMSGPLAYLR.D
R.VALLTDGR.M
R.TGAAMNIGIVTAYNDMLSAHQPYGRYPEQIK.L
R.DNIAQGTVIALSHAMFEGALLLGICDK.I
K.TSAVAEDR.W

YP_615249 Sala_0192 2-dehydro-3-deoxyphosphogluconate aldolase/4-hydroxy-2-oxoglutarate aldolase 53.88% 7 R.VPGAVVGAGTVLNPR.M
K.FFPAATSGGIPALK.A
K.RVPGAVVGAGTVLNPR.M
R.TPAALDAIR.A
R.VEDAVPMAEALVAGGLR.V
R.CVGGSWVVPAGPLDPVRIEALAK.E
K.ALAGPFGGVNFCPTGGISAATAPEWLALEPVR.C

YP_615250 Sala_0193 HAD-superfamily subfamily IB, PSPase-like protein 11.39% 4 R.TLGQPQESVAESVAR.E
K.GVDEQSFIDFGEELYRK.H
K.GVDEQSFIDFGEELYR.K
K.GAFHLAMQAGVPIVPIVIHNATDVAPK.N

YP_615253 Sala_0196 Patatin 12.45% 5 K.LVEAYIAEVVASLDK.I
R.LLNAITAPNVLIR.E
R.LAGLIPDLTFQEAYEISGR.H
K.KLVEAYIAEVVASLDK.I
K.IDKAGDDGPGHR.S

YP_615257 Sala_0200 thioredoxin domain 2 47.62% 4 K.AGGGQAQQGQANVSAGQATGAAK.F
R.VVGAIDWQGDEAK.A
R.GTAAPTATFTGPDDAPVTLADFR.G
K.ALQPYLDPENGLLDAANSALPTSIYYDAEGR.E

YP_615258 Sala_0201 argininosuccinate lyase 53.85% 15 R.IDAGLAALQSALLQR.A
R.ALAASGYSTATDLADWLVR.E
R.LNESPLGAAALAGTGFPVDR.D
R.FGGGPAAIMQEINASIPIDKR.L
R.AGLLLGAFQR.L
R.LWEEDIAASR.A
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R.SRNDQVATDFR.L
R.IISADDAAAIDR.G
R.LKELIGEPAGR.L
R.RAEELGVELPALPAADAAAIHAAVTPDVLAALTVEASVASR.M
R.NPDAAELVR.G
R.MSYGGTAPER.V
R.GLAQIAEEFAENGVPVDLSLEDIHMTVEAR.L
R.LAEEIVIWASQPFGFVALPDAWSTGSSIMPQK.R
K.RNPDAAELVR.G

YP_615259 Sala_0202 hypothetical protein 45.78% 3 R.APTTQELTTPDAQAR.P
K.EDLKPPANQPAPVVPIGADR.A
R.APTTQELTTPDAQARPAR.S

YP_615260 Sala_0203 diaminopimelate decarboxylase 71.36% 22 K.FGVGIDSAPAIFDR.L
R.VNPDVDAGTHAK.I
R.GVALHIGSQLTSLDPLEAAFER.V
R.GIGQFNIEHEPEGVALSEIAVAK.E
R.QGYGADVVSGGELER.A
R.TAGAYGATMASTYNSR.S
R.SLVPEVLVDGDRYITVADR.I
R.HAQVFADALR.D
R.DREIDAVQPGALAVFR.T
K.TRAELAQGLDR.G
R.PALYDAWHDFVAVKPTGEK.M
R.DGVLHAEDIPLPR.I
R.ALAAGMAAEDIVFSGVGK.T
K.AENKFGVGIDSAPAIFDR.L
R.IAAGTIMAAERVPDWID.
R.VTKDWDVTLMFEPGR.V
R.AELAQGLDR.G
K.EIGTPVYVYSR.A
R.EIDAVQPGALAVFR.T
R.SLVPEVLVDGDR.Y
R.AAGHSITHVDLGGGLGVPYRPEDNPPTPAEYGAMVAR.V
K.HIAFAIK.C

YP_615261 Sala_0204 siroheme synthase-like protein 43.85% 7 R.IISAWEAGATIAFVALGDEAAAR.A
R.APVTIAIGTGGASAGLAK.A
R.TVVLVGEGEAAEAK.A
R.AIDAALAPGGALDPLDAGAADR.V
R.LGDLAGALYAAR.A
R.VGEWLAAAAPDRPSR.L
R.QRLEALLPAR.L

YP_615262 Sala_0205 sigma54 specific transcriptional regulator, Fis family 35.48% 7 K.VAAEALGLSYDQIR.H
R.ETQFIGQSAAFQDAVDR.A
R.ASQAALLDRPVLVIGER.G
R.WGDPTKPIDALSFDPFASPWQPTVR.A
R.ANAAASVAAPPAAPSPSPGPVSDLR.A
R.EGDIEVLATYFGQR.M
R.AVEYGEITR.V

YP_615264 Sala_0207 phage shock protein A, PspA 53.18% 9 K.SLDEEIAELQAADKVADELAALK.A
R.LKAEIAVLDDALSGYEADIAK.L
K.DREDLATAALVEK.Q
R.DIIAANVTDLLDRAEDPEK.M
R.TRDIIAANVTDLLDR.A
R.RVDEAEGR.A
R.ADALGLGYK.K
K.LESLQDSWK.E
K.AEIAVLDDALSGYEADIAK.L

YP_615265 Sala_0208 phage shock B 34.07% 2 K.TLTGEDEQLLDELYDTAR.R
R.SDEELAQLENINR.R

YP_615267 Sala_0210 hypothetical protein 40.40% 3 R.LLTDDNAKLASQVSR.L
K.HGYPVENEWGGTVHR.T
K.AAQLADQIDR.L

YP_615269 Sala_0212 hypothetical protein 42.53% 3 R.QFQAISSETAEK.A
R.IVTDKGIDVADEIEK.L
K.AAQYAVHTER.L

YP_615272 Sala_0215 Fe-S metabolism associated SufE 12.50% 2 R.DDGRLHFLADSNAAITK.G
R.LHFLADSNAAITK.G

YP_615273 Sala_0216 peptidase M20 60.18% 23 R.VPVAAIAPALAHWDSLLR.E
K.VLTDPDASASDASPLR.A
R.IGLPIVADR.V
R.DPFLPVEEEGYIFGR.G
R.IFPGVAVEAVR.S
K.GGHAENALPQR.A
K.ASDSFAHGLNER.V
R.NAEFALNGDGGGGLIGEDGKPQYYSLQAGEK.T
R.APGLPIIPSMSAGATDSYHFR.M
R.VGGEIGAALK.T
R.PSPVNAIVQLADALVK.V
R.GKVPELAAYYAGVLK.A
K.DWTRDPFLPVEEEGYIFGR.G
R.FRPQVNELTR.I
K.TFAADPTDTK.A
K.QILKDSIAIPTVK.G
K.VPELAAYYAGVLK.A
K.TYADFTLEVTNAGGHSSRPSPVNAIVQLADALVK.V
R.MNGVPSYGVAGLFSK.A
R.GSEDNKFDIAMMVATMAQLK.R
R.APGLPIIPSMSAGATDSYHFR.M
K.TYADFTLEVTNAGGHSSR.P
K.ASDSFAHGLNERVPVAAIAPALAHWDSLLR.E

YP_615274 Sala_0217 band 7 protein 52.00% 16 R.GNHEEVGAELRK.A
R.VTDTAQALFDVDDYKEFVMAQIEAAVR.S
R.YPYDDIEHQEVTLR.G
R.GNPIEMAAQVVWR.V
R.WVLPWLTR.K
R.ANNVISDKIK.V
R.RQQAEAVIAAR.K
R.GNHEEVGAELR.K
K.VVDLDDER.K
R.SIGSRYPYDDIEHQEVTLR.G
R.DTQPVVNAGSLY.
R.ANNVISDK.I
.MVESGAPALNR.S
K.VNDLRGNPIEMAAQVVWR.V
K.LVEGAVTMVEMALQHLSDKK.V
K.LVEGAVTMVEMALQHLSDK.K

YP_615277 Sala_0220 AMP-dependent synthetase and ligase 38.63% 10 R.TAIAGLNSVEQMAVILGTLR.A
R.AHAAERPDAVAAADAER.R
R.AGGVAGLITNSATGEQMAAMIADTGAR.H
K.VIDEDGNELPQGSVGEIVGR.S
R.LTWSDLDRLTDR.I
R.GAPAYGPNAVTILSTPLYSNTTMASFMPTVGSGGR.V
K.AMHWYDSEGQLFYR.H
R.VVEAAVVGMPSEEWGETPVAFVVLKPGADAESVR.E
R.IDEDGFLTLMDR.A
R.HGDIGRIDEDGFLTLMDR.A

YP_615278 Sala_0221 AMP-dependent synthetase and ligase 12.94% 4 R.LTQDETDYILDNSGAQILVVSASLADAAQR.L
R.VNSSQWVPTHFVR.M
R.RIDFLEALPR.H
K.KFDPEAALAHIER.Y

YP_615280 Sala_0223 Enoyl-CoA hydratase/isomerase 37.08% 6 R.ISITMLDGGIADVR.L
K.LLGFATHVSDDPLAK.A
R.GIANNAQYAAWGWR.E
R.WGLVPDVAGMALWR.T
R.ELPVPVIAAVHGVAFGAGSQIMAAADIR.I
R.DPGASSAGGGLAER.T

YP_615286 Sala_0229 hypothetical protein 10.78% 2 R.DLPVGGLDGFETPGR.A
R.ETETSDDDTPVLTR.R

YP_615293 Sala_0236 UTP-glucose-1-phosphate uridylyltransferase 59.58% 10 R.VGGNLISVLEVPHEQVSSYGVIAPGAR.D
R.EAGIEQMIFVTGR.G
K.GLVEKPPVAEAPSNLIISGR.Y
R.AFAIDLLK.
K.GAGGEIQLTDAMATMIGAQPFHAVTFAGAR.Y
R.GKDLSVLTPTR.L
K.EMLPVVDRPLIQYAVDEAR.E
K.AVFPVAGLGTR.F
K.AGYIQANLAVALERPDIAADVR.A
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R.LGPGACAYVR.Q
YP_615294 Sala_0237 OmpA/MotB 68.82% 9 R.LLFPTNESAVPAEQQER.M

R.VVVIVTPALASQ.
R.VEGHTDSTGSSAYNLTLSR.A
R.RVVVIVTPALASQ.
R.LVSVGITTAR.V
R.AGGMTFTADQIVGRGETLPLSGNDTAEGR.Q
R.AGGMTFTADQIVGR.G
K.SEGFVETALGWELSMPER.L
R.ARAEAVAAPMR.A

YP_615295 Sala_0238 diguanylate cyclase 12.01% 3 R.IGGDEFVVIIDPFDVGVVPADLANR.L
R.FALLFIDADNFK.A
K.SPAGDPAPLLSR.T

YP_615297 Sala_0240 peptide methionine sulfoxide reductase 59.32% 5 R.SAIFPLDDAQAAAAR.R
R.VESGYIGGTVANPTYK.Q
R.ITFDPAVIGYDDLLDVFFATHDPTQLNR.Q
R.AAPDWPAPIVTTIENASEWYPAEDYHQAYWEGEGQR.N
R.QGNDVGTQYR.S

YP_615298 Sala_0241 peptidase M48, Ste24p 18.18% 3 K.AIDLAPVPDGEGDHPFAR.I
R.ADDANHAFVAAIAPGSPAAGAGLR.V
R.AAGQPLHPPLVDAPPPLE.

YP_615299 Sala_0242 cytochrome oxidase assembly 13.52% 2 R.LTESGLSITEWRPVSGVLPPLNEADWVR.E
R.WLWAVALLVIIVVGVGGITR.L

YP_615300 Sala_0243 ribosomal protein L13 77.36% 16 R.VASIIANILR.G
K.WVLIDAEGLVVGR.V
K.HTGYAGGIKETSPAK.I
K.TTVSANAATVEK.K
K.TTVSANAATVEKK.W
K.KWVLIDAEGLVVGR.V
R.IFAGSEHPHEGQNPEVIDVASMNR.K
R.IFAGSEHPHEGQNPEVIDVASMNRK.N
K.HTGYAGGIK.E
R.IFAGSEHPHEGQNPEVIDVASMNR.K
K.VAFTGKK.M
K.PSFTPHVDCGDNVIVINAEK.V
K.HKPSFTPHVDCGDNVIVINAEK.V
R.VLEKAVER.M
R.IFAGSEHPHEGQNPEVIDVASMNRK.N
K.ILEGRFPER.V

YP_615301 Sala_0244 ribosomal protein S9 76.97% 14 R.LVINQPFGLTER.V
R.VGQYDVIATVK.G
K.GGGLSGQAGAVLHGIAQALTR.F
K.DLGGAVEGSVAAPVSTTPLR.E
K.DLGGAVEGSVAAPVSTTPLREK.I
R.DQESYFAR.P
R.DQESYFARPTLR.L
R.VWLKPGTGK.I
R.RKDAVAR.V
K.ITVNGRDQESYFARPTLR.L
R.SFQFSKR.
R.RSFQFSK.R
R.EKIVDK.Q
K.IVDKQGR.A

YP_615302 Sala_0245 short-chain dehydrogenase/reductase SDR 29.78% 4 R.IDGLVNNAGISQR.S
R.IIGVDLLAPIALTQQLLPR.M
R.NALNADGSVRGESDTAIDNGLSPDDAAAQMLAAVDAGK.R
K.HGLIGYHDAVR.A

YP_615303 Sala_0247 transcriptional regulator, CarD family 56.57% 9 R.ADDQPEQSYSER.Q
K.INSGDLVSIAEVTR.D
K.EALQVLTTKPK.V
K.ILQILNEHAPLYYAEKV.
R.DLFRADDQPEQSYSER.Q
R.ELAAMEESDEKTAQAK.I
K.ILQILNEHAPLYYAEK.V
K.SEIAGMQLELYVLR.F
K.LSSDKTLKEALQVLTTKPKVKR.T

YP_615304 Sala_0248 tRNA pseudouridine synthase A 33.33% 5 R.FTAEEVQVLSAGR.T
R.QALGLNAPPDGLYFVGAVYP.
R.PLDVDAMHEAAQQLIGLHDFTTFR.S
R.HGEEVIIEAAAR.S
R.AHVDIEKPLTPFK.L

YP_615305 Sala_0249 methionyl-tRNA formyltransferase 37.25% 8 K.SPVQLWAEEHGLPVR.T
R.LDFLVSAVQVER.Q
K.VLAAEVVHPAETVAGAAPGVTIDDR.L
R.LIETTPVAR.K
R.LAIACNPGAIR.V
R.YKVLAAEVVHPAETVAGAAPGVTIDDR.L
R.RVLSELHAFPPVPQPDEGVTYAAK.I
R.AFNPAPGAFFELEGER.Y

YP_615306 Sala_0250 recombination protein RecR 46.97% 4 R.ESAFAPLLAALQTVSER.L
R.LTQLAHGLPVGGELDYLDEGTLAQALR.A
R.LSALEGVRPQDLSIDALVTR.V
R.VAAGGIDEVVLAMNATLEGQTTAHYLAER.L

YP_615307 Sala_0251 Peptide deformylase 43.33% 7 R.VISKPVETFDAELK.Q
R.ILVIDLQEADPEDPEGK.K
K.QLVADMFETMYDAPGIGLAAIQVGVPK.R
R.ILVIDLQEADPEDPEGKK.V
K.QLVADMFETMYDAPGIGLAAIQVGVPKR.I
K.RILVIDLQEADPEDPEGK.K
K.QLVADMFETMYDAPGIGLAAIQVGVPK.R

YP_615308 Sala_0252 GrpE protein 56.35% 9 K.LAEQLAAVQQDLLYAR.A
R.DILSVADNLGR.A
R.ALAALSDEQR.A
K.EVADAHAYAATR.F
R.ADEAIKPLVTGLEATER.E
R.AEKEVADAHAYAATR.F
R.RAEKEVADAHAYAATR.F
R.ALAALSDEQRADEAIKPLVTGLEATER.E
.MENDTPVDDGQTDDAATETETAATEPQDEAAK.L

YP_615309 Sala_0253 heat-inducible transcription repressor HrcA 46.97% 11 R.VVGVVGVIGPTR.L
K.LFSLSGSSVIAAPYR.G
R.QLLDELETKQDIAQLLDSAR.E
R.GQANLLDDSAVGDLDR.V
R.NVMQDLEEYGLLASPHTSAGR.M
R.IVPMVDFTAQSLSR.L
K.LATLNLSPASIR.N
R.LVVDAYLETGQPVGSR.T
R.GQANLLDDSAVGDLDRVR.Q
R.LFVDGMMQVAEPSAEDR.A
R.GLAIWSSDGADRPVLIVR.G

YP_615310 Sala_0254 ribonuclease PH 47.90% 9 R.TASISGAWVALR.L
R.LAVDKLIEAK.Q
K.GTPVLDLDYDEDSVAEADGNFVLTGK.G
K.GQIVEVQASAEGATYDEEGLLR.L
R.VLVTASVEEKVPPFLR.G
R.GKGQGWVTAEYGMLPR.A
R.VLVTASVEEK.V
K.GQGWVTAEYGMLPR.A
R.IGCGEIFAAQAK.A

YP_615311 Sala_0255 hypothetical protein 24.16% 3 R.DTGSHTEALLERGEGYLT.
R.DTGSHTEALLER.G
R.MLLLEEQDNGSRPETTAR.D

YP_615312 Sala_0256 hypothetical protein 45.53% 2 K.IAALIEPVTAGAVGAAAVPIGYALVQAR.R
K.AQPISSGEAVGVAIGTGFAGYLAPALIK.A

YP_615313 Sala_0257 Ham1-like protein 30.00% 4 K.VEGLLAEQGPDVDR.S
K.LGFGYDPVFVPAGK.T
R.ALLAPYGVDPVSAADLGLPEPEETGTSFR.D
R.ALLAPYGVDPVSAADLGLPEPEETGTSFRDNALLK.A

YP_615317 Sala_0261 glutathione synthetase 52.05% 12 R.QDPPFDLGYLTGTWLLER.I
R.SNLAVGGYAEAAELTPR.E
R.IQGETLVVNDPVSVR.N
R.IVLVDGEVAGAINR.K
R.HGAVVIKPLHGNGGK.A
R.DLDAVKDFQAR.H
K.VFVLDFPEYMPPTMVTR.D
R.GYTLYHYDVR.G
R.FNNSDTAGMIWDAIAR.R
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R.FGDEVTLDLGRDVDVVLMR.Q
R.FGDEVTLDLGR.D
R.EQEICAALAPALK.E

YP_615319 Sala_0263 Protein of unknown function UPF0011 26.92% 6 R.LAAALAALAEGLGNR.E
R.AAATLASADLIAAEDTR.V
R.FLFAGFLPNK.A
R.ASLVFYESGPR.L
R.ADTIAEFAGLR.A
R.DAMADKPVAQAAK.A

YP_615320 Sala_0264 Extracellular ligand-binding receptor 81.22% 19 K.LILGPLLSEDVAAVAPIAR.G
R.LLATDGFGGIDGIFR.F
R.VALLVPQTGPNADVGTAIANATTMALLDTR.T
R.VANAGDIDAVLIADSGGNAIR.A
R.TGGPATPPPPSDPGETVGPGLPTDTDR.H
R.ITTYDTALGAAAAAR.Q
R.ALEVSEIGAGGFR.V
R.AAVAEAGGTLVALESYDR.S
R.LASLGYDSVLLTVR.I
R.RVANAGDIDAVLIADSGGNAIR.A
R.QILGTELWNTDAVLAGSAAMR.G
R.GAWFASVSDGLYGQLATK.Y
R.SATALTGAAR.R
R.VIDPAPTKW.
R.DWKPGTNFPVNR.L
K.IPVLSFSNDSSVAGNGVFIMGFVPGQSVER.I
R.QAVADGNKLILGPLLSEDVAAVAPIAR.G
R.GLGAVALAGVLAACQVVPR.T
R.FGALVPK.N

YP_615321 Sala_0265 translation initiation factor IF-3 46.82% 9 K.VFDFLEEGDKVK.M
R.YNEFIASPK.V
R.VAELTAEVAK.V
R.EMSHTQLGLNVLQR.V
R.VAELTAEVAKVEAHPR.T
K.MRPNIDDHDFDVK.M
R.GREMSHTQLGLNVLQR.V
K.YKYEAQK.K
K.TQEIKEIK.M

YP_615322 Sala_0266 protein of unknown function DUF833 40.95% 5 R.FADPAVADLDRFNAFNLFAIDGSGPR.L
R.SDPEGLLDTLTAEGDPALFLTGEVYGTR.A
R.ATLAALVGSR.S
R.ASTLAAVAADGTVR.M
R.DLQAGGTWLGVHAPSGR.A

YP_615323 Sala_0267 hypothetical protein 23.37% 3 R.INAGEEPGDDVTGWLR.A
K.GLDEWVATAR.R
R.FAALVQGFGNDVELAPK.K

YP_615324 Sala_0268 transcriptional regulator, TetR family 24.75% 4 R.VFALLGGYR.T
K.QDVLIGVLELYR.D
K.GYLSTSVSDILSR.S
R.ELMAANFTNWSTAIAR.C

YP_615326 Sala_0270 peptidase S10, serine carboxypeptidase 18.80% 7 R.FTGLSETWLEQADLR.V
K.ASASSVEAFAEEAR.Q
R.INYAATIGETIIR.N
K.DYYGVTQDAK.L
K.YLGGESYGTTR.T
R.TDREYQSISGIGGQWDWR.I
R.QWAIGPYATALLK.G

YP_615330 Sala_0274 hypothetical protein 70.10% 10 R.FDNLNPHQYTPDSLQTYR.S
R.IFGLPFDLTMQEAQK.I
R.SYSENPVSFRPSGQSR.M
K.SKAPTTQTSASPPTTSSLPMVDLPNVNQLPVQLR.Q
K.APTTQTSASPPTTSSLPMVDLPNVNQLPVQLR.Q
R.SRDDFIR.F
R.LKTALEDFR.S
R.FLDYLGEK.G
K.VLAVLSDDEAEDVTNLDIDHVMGR.F
K.IANIVLAHASPE.

YP_615331 Sala_0275 excinuclease ABC, B subunit 32.14% 16 K.ILAAQLYGEFK.S
R.IYANSHYVTPGPTLK.Q
R.VSFFGDEIEEITEFDPLTGK.K
R.VSFFGDEIEEITEFDPLTGKK.I
R.TGERDQVLLGVTGSGK.T
R.NIGDIIAHVASK.D
R.SETSLVQTIGR.A
R.FELVSDYEPAGDQPTAIR.E
R.YMHSDVETLER.I
R.SDTYIEKESSVNEAIDR.M
R.PQTISVSATPGTWEMER.T
R.LPGEPPPTLFEYLPDNALLFVDESHQTIPQIGAMSK.G
R.LGVFDVLVGINLLR.E
R.DAAADLEFEEAGR.L
K.RNDQAFAR.G
K.AYNEAHGITPTTIK.R

YP_615335 Sala_0279 Tetratricopeptide TPR_4 32.19% 12 R.SEDFDPAVDSYPR.V
R.LDHFDTPEFTAVEPVIAQLAGDYGVIVR.D
R.RFDLIELLAAHTAGGAAPR.P
K.AYAIATEALGR.S
R.GEQAQAQAILDR.M
R.DAVPEPLLEISAPDSGNLPESR.A
R.AIWSQQLR.L
K.ADPRDPVALAALSLVR.F
R.SLALDPSNPGVPAVTLAFILSQR.G
R.FLITPAVIAR.A
R.FGDWQPQR.G
R.ALNPYDADMAGFLGLFK.L

YP_615336 Sala_0280 acyl carrier protein 30.77% 3 K.DAIDYIEANKG.
K.IVVEHLGVEADK.V
K.KIVVEHLGVEADK.V

YP_615337 Sala_0281 beta-ketoacyl synthase 73.03% 20 R.AALNNSFGFGGTNASLIVK.A
R.VVVTGLGLVTPLGGDVETSWK.N
R.DQIVPPTLNLDNPDEGTEGADLVPK.V
R.QVDPFIIYGIDAAGQALEDAGLTELTEEQKVR.A
R.QVDPFIIYGIDAAGQALEDAGLTELTEEQK.V
R.LINLISGQVSIK.Y
K.IYAEVVGYGLSGDAYHVTAPDPEMDGAFR.S
R.DRDGFVMGEGAGVVVLEEYEHAK.A
R.DGFVMGEGAGVVVLEEYEHAK.A
R.LFGDAMANVSMSSTK.S
K.AGMTPADIDYINAHGTSTMADTIELGAVK.R
R.RVVVTGLGLVTPLGGDVETSWK.N
K.SGAGPITKFDASDQK.C
R.FNDRPEQASR.P
R.AGCSIGSGIGGLPGIESESLLLAEKGPGR.V
R.AGCSIGSGIGGLPGIESESLLLAEK.G
K.GPNHAVVTACSTGAHSIGDAAR.M
K.SAIGHLLGGAGAVETIFCILAIR.D
K.IYAEVVGYGLSGDAYHVTAPDPEMDGAFR.S
K.AGMTPADIDYINAHGTSTMADTIELGAVKR.L

YP_615339 Sala_0283 glucose sorbosone dehydrogenase 49.60% 12 R.NILGLAFDDSGR.L
R.VQEIASFDEPWAMTFLPGTR.A
R.LEGLEVIWK.Q
R.YLFIGSGER.Q
R.HGDEVNLVEAK.A
R.LNPDGSIPADNPFAGEGGVTAQIWSLGHR.N
R.QKFDPAQDMTGNLGK.I
R.EDGTVWLLTDGDDGR.L
K.NSLLMGALSGEGLVQMR.I
K.LWWNPAVSPAGLAYYGGDLYPGWK.N
K.ANYGYPIVSNGDHYDGR.D
R.LWNQEMGPR.H

YP_615340 Sala_0284 RNA polymerase, sigma-24 subunit, ECF subfamily 32.23% 5 K.FVGEYDETAVER.T
R.TISTPASQEESGEMADVQR.G
K.ALLAGVIPHLR.A
R.NKFVGEYDETAVER.T
K.RADAPPASEAVDAIMDSVEEIAAR.R

YP_615342 Sala_0286 RNA polymerase, sigma-24 subunit, ECF subfamily 26.54% 6 R.STDEQPSHEAFR.A
K.FTAEYDELAAER.L
R.LLVAPDDQDDSLHLADVQR.A
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R.RSTDEQPSHEAFR.A
R.KKFTAEYDELAAER.L
R.ALLMLPVDQR.E

YP_615343 Sala_0287 RNA polymerase, sigma-24 subunit, ECF subfamily 42.42% 7 R.APVPAIFITAFPER.L
R.IWESAYIDDGEGSDDAENPLVR.A
R.ALTGSQQHGDNFVHALLEVIVAAPDEFR.S
R.VEPTFLISKPFR.E
R.TSVLIIEDEPLIAMELEQIVR.S
R.TSVLIIEDEPLIAMELEQIVR.S
R.AAISQSLLFTPQLAA.

YP_615344 Sala_0288 signal transduction histidine kinase 19.65% 7 R.WTQDDEGADDRR.F
R.AQNVLLGANFMTGSMHALLR.E
R.MLEQALDFSGIATWR.Y
R.LTWAESGADREITPPER.T
R.FQDNPLVTGEPYIR.F
R.EYHLLDTGAEAAFDR.V
K.HGALSGER.G

YP_615347 Sala_0291 Superoxide dismutase 100.00% 19 K.TEPAGDLLAAIER.D
K.AYVDKVNAAIEGTELADK.S
K.DTAVNHFASGWAWLIAR.D
K.VNAAIEGTELADK.S
K.GLFNNSAQSWNHAFYWNSLNPTK.T
R.DFGSLGELK.K
K.SLEEIIHHAEGSGNK.G
K.NLRPAYVDAVVDELLNWDFAAENYAR.E
K.TEPAGDLLAAIERDFGSLGELK.K
R.DGTLSVTDTHDAGTELVAGIK.P
R.DFGSLGELKK.K
K.VNAAIEGTELADKSLEEIIHHAEGSGNK.G
K.LKDTAVNHFASGWAWLIAR.D
R.DGTLSVTDTHDAGTELVAGIKPLLVIDVWEHAYYIDR.K
R.PAYVDAVVDELLNWDFAAENYAR.E
R.KNLRPAYVDAVVDELLNWDFAAENYAR.E
K.PLLVIDVWEHAYYIDR.K
K.GLFNNSAQSWNHAFYWNSLNPTKTEPAGDLLAAIER.D
K.PLLVIDVWEHAYYIDRK.N

YP_615348 Sala_0292 L-serine dehydratase 1 32.03% 10 K.VVTAPTNGAAGIIPAVIR.Y
K.GHAADTAIVAGLAGEIPASTSLAAIK.A
R.TFLLAAGAVGALYK.R
R.AASEGFIYLLGR.Q
R.GAEDEVELPYAFTSGADLLAMGAVSGK.S
R.SYRGDAAGVR.T
K.IGVGPSSSHTVGPMVAAR.R
R.QPFHSNAVSFTAR.D
R.DGDGEILAK.R
K.IGVGPSSSHTVGPMVAAR.R

YP_615350 Sala_0294 glucose-methanol-choline oxidoreductase 3.60% 2 R.VGVVVAAGTIASSK.L
K.HGAVQTTTNR.D

YP_615352 Sala_0296 protein of unknown function DUF156 25.56% 3 R.ATGAEDLLAVIR.R
R.RIAGQVAAVEK.A
R.IAGQVAAVEK.A

YP_615353 Sala_0297 short-chain dehydrogenase/reductase SDR 24.03% 4 K.AAYDAAEAAFGTVDTIVANAGVATEK.M
R.VALVTGASSGLGAGFAK.A
K.RLDQAGSR.E
R.IVLIGSITAEK.V

YP_615354 Sala_0298 Enoyl-CoA hydratase/isomerase 21.76% 3 R.AGLVSEIVGEEALLDR.G
R.LNALNEELVDELNAYFGGLVERPDVR.V
R.LVGASLAAEMILTGR.F

YP_615359 Sala_0303 transcriptional regulator, LacI family 14.93% 3 R.VPGEVSVVGFDDSPGAALFSPSLTSIR.Q
R.QDWAVGGELLAQK.V
R.EAVGPLLDAR.G

YP_615360 Sala_0304 beta-phosphoglucomutase 5.98% 4 R.LWDAADLAIDGDDALAAALR.F
R.FAQDAVELAYR.Q
R.IVPLDGGALVASR.L
R.HLAYAAETADWLAAR.G

YP_615361 Sala_0305 TonB-dependent receptor 54.71% 29 R.GQWLLPIPVVR.D
R.NFFADGGATDLSGNR.V
R.GGTGALFGNGQPGLTVNFVQK.E
R.QFGNIDPGTGVLAGPETR.L
K.ASGTLENNDFGVNVDGDPDTLYDNGTAVLNGTFR.N
R.LLNLVLANGQVATDR.G
R.GSILVFAR.Y
R.GFTQGSFFNVNAAYDGR.E
R.TDLLSLYATLFHTR.F
R.GLATTVITNGAPIASIGGAR.S
R.GADLVNLGTNFDYEIGDGLQLR.Y
R.FSDTANTQSLPNYFK.I
R.GNTNPFFDNLR.D
K.VIPGVSAESSGGQNGANIFVR.G
K.ASITDFGDLR.G
R.QDAAFAITSINAEAIER.A
R.GNTNPFFDNLRDGIFVSPR.V
K.QIEDFTNDLAVEWDSGNNK.F
R.QLGAGSQVVNAR.P
R.KQIEDFTNDLAVEWDSGNNK.F
R.EYAFYAVDEFQVTPELR.L
K.EGGRDFEGLVK.A
R.YLNDRGQWLLPIPVVR.D
R.VTPAYDIPFGNDGK.V
R.GDMLLSGPLGESTSFMIGGYYASGNGIR.D
R.AAPNSTADLFK.V
K.VSLYSTFTYVGDRFSDTANTQSLPNYFK.I
K.VSLYSTFTYVGDR.F
K.GSWSWTVGANYDISSSVGVYAR.Y

YP_615363 Sala_0307 amidohydrolase 2 39.43% 9 R.FWNILALAR.T
K.LFNLALAAPK.T
R.NVGVDQVLIASDYPQMSLAK.T
K.IHPHTQGFDAADPR.V
R.NDALIALGK.K
K.HAGASGLVVLLDNASIVPADNEK.L
K.TLEAFDKLDLTEEER.A
K.HAGASGLVVLLDNASIVPADNEKLFNLALAAPK.T
R.AGNPADISAR.N

YP_615364 Sala_0308 iron-containing alcohol dehydrogenase 20.88% 4 R.VDELAGGLASAGIAAR.V
R.RLTADTGIDSLTHAIEAYVSR.R
R.AMGVADDAEGDQAAVAR.L
K.QLGEVLETLGLSRPLIVTDPWLLNSGR.V

YP_615370 Sala_0314 type II secretion system protein C 9.72% 2 R.ESLFLDQSGAAPVAR.P
K.LAGVAFDHVLLDR.G

YP_615371 Sala_0315 type II and III secretion system protein 23.09% 11 R.QEVSSVAGPVSSR.N
K.SREDNAALTAR.R
K.NTIFGAIINAVK.S
K.FLVGQDVPITTGEQLGDNFENAFR.T
R.EEVGIKLEVTPQVNGAGEVK.M
R.VQPIDGAAAQPGR.I
R.IPLLSDIPLIGELFK.S
R.IGSGGAAQNQFVTEIIR.L
R.APVAIVPIDSSNAIALR.G
K.NIPFVATSYSNASPNILTLGGAYASTR.I
K.LEVTPQVNGAGEVK.M

YP_615374 Sala_0318 General secretion pathway protein G 33.13% 2 K.AFDVWSLGADGAPGGTDENADIRGDS.
R.LDNLTYPTSTDGLNALVTAPPALAQPER.Y

YP_615379 Sala_0323 General secretion pathway L 9.28% 2 R.EALLLTLAAPPLDLLSGAWKPK.R
R.TDGTLTTTLAAPR.V

YP_615381 Sala_0325 type II secretion system protein N 42.02% 8 R.ASLSPLALLTGATELAFER.S
R.LGALPLGTVR.A
R.AAPGGFVLATSGRF.
R.GSVWSAELVDAR.L
R.AEAALASQSGMER.L
R.VQLMVAAPIAGLDLSR.G
R.LGALPLGTVRASLSPLALLTGATELAFER.S
R.LALGWSGAGDAGVSAR.T

YP_615383 Sala_0327 OmpA/MotB 80.59% 13 K.ERPAAIGSNEEAWAQNR.R
R.DYNIALGER.R
R.VTLEGHADER.G
K.NYLASLGIDPSR.I
K.KAPDTLPPAPEGAGTDTTTDTGTGVVPGSQEDFVANVASDR.I
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R.IFFDFDQYNVDAQDQATLQSQAQWLQR.N
K.APDTLPPAPEGAGTDTTTDTGTGVVPGSQEDFVANVASDR.I
R.PAAIGSNEEAWAQNR.R
R.RAVTVVIGR.
R.INVISYGK.E
K.ERPAAIGSNEEAWAQNRR.A
R.VTLEGHADERGTR.D
R.AVTVVIGR.

YP_615384 Sala_0328 TolB-like protein 61.45% 23 R.SSLWQVDLTGVNLR.R
R.LTTAPGIDVGGSFSPDGR.K
R.TVIGIPSFATASVQTVAGLR.T
R.SGSQQLYVMNIDGSNQQR.I
R.QLADVIAADLER.S
R.FITNGQALALSPR.F
R.LSGEAPFFDSR.V
R.VFIYDVASGTQR.L
R.ETIEGTLSQER.T
R.WSPDGTQILYSMAVGGNTDIYR.I
K.IVYVSYLNDR.V
R.SGLFEPIGPNGVR.A
R.RLPTPQDGSDPSWGPVLP.
R.VAYIAESGPK.G
R.IGVMTPSGGGVR.M
R.MLTNGWQDEAPTWSPNGR.V
R.ISANGGTPVR.L
K.GFEIQPADWR.R
R.VAYIAESGPKGNR.I
R.LTTAPGIDVGGSFSPDGRK.I
R.GDLIAFTR.M
R.FGEWQAR.G
K.CADAIYSR.L

YP_615386 Sala_0330 Biopolymer transport protein ExbD/TolR 39.31% 2 R.AKPVETEEEEPVQLSINADDTLYIGDEIVPEAELPAR.L
R.IALVTTGAEASADTPPPTADAAVTDGSDSGQ.

YP_615387 Sala_0331 MotA/TolQ/ExbB proton channel 25.86% 7 R.FFDKNGAEELPSAK.V
R.FADGLHATFSR.E
K.VLSAGIGEWR.R
R.LGIAMNSAIAGEIDR.L
R.LGIAMNSAIAGEIDRLAEK.I
R.ADNIDRFFDKNGAEELPSAK.V
K.NGAEELPSAK.V

YP_615388 Sala_0332 4-hydroxybenzoyl-CoA thioesterase 20.75% 2 R.TNDTLSGETLTDGR.V
R.VYFEDTDLSGIVYHANYLR.Y

YP_615389 Sala_0333 Holliday junction DNA helicase RuvB 38.46% 9 R.TPEDADAALRPK.T
K.TLAEFVGQAAAR.E
R.GDALDHVLFFGPPGLGK.T
R.DTIEDVIEPYLLQIGLIAR.T
R.LLGLAIAPDGALEIAK.R
R.IDLPQFTLVGATTR.Q
K.AGDLAALLTNLEDGDVLFIDEIHR.L
R.VRDFAAVAGHAIVDAR.A
R.DFAAVAGHAIVDAR.A

YP_615391 Sala_0335 Holliday junction DNA helicase RuvA 32.16% 4 K.VALAILSALEVADLQR.A
R.LLTSVQGVGAK.V
R.LDSNGAGHAVIDVGGVGYLVEASAR.T
R.ALASGDSAMIAR.A

YP_615393 Sala_0337 protein of unknown function DUF28 43.15% 8 R.NGGNLGTSGSVSHGFDR.L
K.SEVADEATAQTLFK.L
K.ASGGDGDNYEEIRYEGYGPGGVSLIVEALTDNR.N
R.YEGYGPGGVSLIVEALTDNR.N
K.ASGGDGDNYEEIR.Y
K.LIDTLDDDDDVQTVWGNYEIPDAVMEK.L
R.TAFSRNGGNLGTSGSVSHGFDR.L
K.MGLPDPDANAR.L

YP_615394 Sala_0338 protein of unknown function DUF74 33.33% 3 R.DLFASITDIVGGR.S
R.SGKYEDVLAR.A
K.EALGEMEAEAAK.L

YP_615395 Sala_0339 hypothetical protein 31.25% 2 K.GIADDIRDTYNEAK.S
R.KEMEAILDVYK.S

YP_615397 Sala_0341 Pyruvate kinase 53.31% 21 K.DLAFALEQHVDWIALSFVQRPEDVAEAR.R
R.GDLGVELPPEAVPPLQK.R
R.VHLPHPELFAALEPDTR.L
R.IDEILELADAAMVAR.G
R.ERPGAPLLVLTPR.K
K.GAAFMLDTDTAPGDATR.V
K.ETGRPTTILVDLQGPK.L
R.KGVNVPDVVVPLAALTEK.D
R.LLIDDGKLVLR.V
K.SVSAERIETIVEVGGK.I
R.VNMSHGDHAGHAK.V
R.ILATLGPASANAEMIAALHR.A
K.GVNVPDVVVPLAALTEK.D
R.MGLLWGAHAVPTR.D
R.IETIVEVGGK.I
R.GDLGVELPPEAVPPLQKR.I
R.DIGSFEEMIAK.G
K.FEKPSGVQRIDEILELADAAMVAR.G
R.VNMSHGDHAGHAKVIAAIR.S
R.SVEGDPDYFR.R
R.AGADAFR.V

YP_615403 Sala_0347 D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding 43.31% 10 R.LPEWVEPR.F
K.ALLLGYGAIGK.L
K.TVTVLSGLIRPLVESR.L
R.TPGEHTLTPDQWR.A
K.WLNSIYAGVDGMPLDLLATR.G
R.EWLTDSPGKVELFGSK.A
R.RTPGEHTLTPDQWR.A
R.LKGFAVEVTVVR.R
R.GTIVTNGAGINAITIAEYVVMGMLTVAK.G
K.DMAAVITAATK.L

YP_615405 Sala_0349 cysteinyl-tRNA synthetase 38.71% 15 R.RLETFEPVHPGEAR.V
K.TATITESEIEAILTR.R
K.LVEEAVTDPFIQLDNR.L
R.LIATMDQIFGLR.L
R.HYTEAYWADVK.A
R.EIHHPNEIAQNQAR.S
R.SELEFSWEGLGAALTR.L
R.HATDEGESR.I
R.AYVFADTLGR.T
K.AGKPEAAHWSIATDYVPQMIEFAK.A
K.LTHVINITDVGHLTDDADAGEDKLEK.A
K.AQSIWDIAR.H
R.IWMHNNFLVER.S
K.RHPADFAIWR.K
K.DFATSDK.L

YP_615406 Sala_0350 hypothetical protein 10.53% 11 R.GGNATFSQTGGTASIGDIR.V
R.VDGSAAYIAAEAANIR.I
R.LSAGYNIVGGELDTAPVSAVAATIVAADTLFR.S
R.SGVAGPGQIDLGQTGIDASGDIAGR.I
R.QIALNGTVNSYIGSTTGPR.G
R.IGTAGVTTALSLANNNNANQTFIGGAPGGSVSGYR.I
R.IGALFASGPIDASADAIR.I
R.FVDASGGALGR.Q
R.NDGIVLDEGALFAR.G
R.IVVNGTHLGAGGR.V
R.GFTFGAGGLDVLTEGASR.I

YP_615407 Sala_0351 Hemolysin activation/secretion protein-like protein 18.45% 7 R.AQWAADPLLAYEEFSGGNFTVGR.G
R.AQALAEWRPVK.L
R.TPVTFDFNAQNLGSR.D
R.LGASYIYAWTRPDVTGLPIK.S
R.LDDAPVFNIADAER.Y
R.GDAGANEALLQR.Y
R.EEIQRPPLAPAAPPGER.I

YP_615408 Sala_0352 hypothetical protein 53.54% 11 R.APNLWLLDYR.Q
R.STGPSASKYPTGAK.L
R.GPNDPIPAETR.A
R.TLSGPGTFSATGNVQASQSLGSNVSR.M
R.KWPTDVLPVQYGVDYR.L
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K.ATVAIVDGANFR.K
K.WPTDVLPVQYGVDYR.L
K.KATVAIVDGANFR.K
R.FAAMETVPDTAEASVEMLMAK.G
R.LVDTMAEAEGGQG.
K.ASDRVTLVAGDR.V

YP_615410 Sala_0354 hypothetical protein 17.56% 10 R.LPVNLLITSDTGLAAFEQR.V
R.LAQLPQSAEIAALR.A
R.TQLDNLAFQQAETIVR.L
R.ADSDPAALQDFFVASQLQIR.P
R.VATTSVGGNDGFAR.T
R.SQMLGELALAEEALGDIGAADAR.F
R.LISGLFTADDGASVADALWATQR.R
R.IETNGANAYTAEGFEAYADALAIALESVR.Q
R.ADSDPAALQDFFVASQLQIRPGVADTQAVLAR.E
K.SDIGAADLER.A

YP_615411 Sala_0355 protein of unknown function DUF1476 53.70% 5 R.LLGEWAAER.M
R.KLAGDLTAANVDISDAEIR.A
K.LAGDLTAANVDISDAEIR.A
K.AVVQADFEEAGDEDVIR.K
R.MGLTPEETDAYAK.A

YP_615413 Sala_0357 Glutaredoxin-related protein 42.73% 4 R.QGIKEYSDWPTIPQLYVK.G
K.LVADHPVLLFMK.G
K.EYSDWPTIPQLYVK.G
R.LGVEYETVDVLQDMEIR.Q

YP_615414 Sala_0358 17 kDa surface antigen 28.23% 2 R.TVGTIIGAAGGALLGR.A
R.DNGTTGLIIGGAVGALVGR.E

YP_615417 Sala_0361 beta-lactamase-like protein 17.97% 4 R.VLAPNPSPYTFTGTQTWIVGAGR.D
R.SVLAHLLDLEAR.G
R.ADSAFDPDYAPDR.V
R.LTGAAGRSVLAHLLDLEAR.G

YP_615418 Sala_0362 hypothetical protein 63.32% 9 R.GYDPQTVVAASLEGLKEQNVLVPFTAR.Y
R.YVAVVTSTQSR.L
K.QSDLDWDGATNALTVTLPPLR.L
R.LAGPEIDIDAISEFR.D
K.AVGIDATVTAR.F
R.DGEILLTLTDAEASLDAANRK.A
R.AAIEQSFAMPLK.A
K.EQNVLVPFTAR.Y
K.AAQEELIR.Q

YP_615420 Sala_0364 Alcohol dehydrogenase, zinc-binding 57.23% 14 R.VAAAGVNRPDVLQR.M
R.ALGADLAVDYSNEDYVAAVK.D
R.RLTLTGSTLR.A
K.DFTGGAGVHVVLDMVGGDYVPR.N
K.ALLADEIHR.T
R.LAEGAWKPAMDQAFALTDAAAAHAR.M
K.GFSMAEAAALPETVFTVWHNLFER.G
R.MQAGAHVGK.I
R.MQAGAHVGK.I
R.GYVQEGETVLVHGGTSGIGTTAIGLCK.L
K.VEIDVSQVMR.R
K.GFSMAEAAALPETVFTVWHNLFER.G
R.VIVTCGSADK.C
R.NLDCLADDGR.H

YP_615423 Sala_0367 protein of unknown function DUF1013 60.00% 17 K.NHPEVSDGAISK.L
R.SHWNSANIVPK.D
R.AAEEAQADGED.
R.LEGDREALLEELR.A
R.ELDALVAK.A
K.MTVQAQDVIR.R
R.AHELSMEEIEK.G
R.LEGDREALLEELRAER.T
R.AHELSMEEIEK.G
K.RQDKPDGIAWILK.N
K.MTVQAQDVIR.R
K.DPVTLGLCSQR.E
R.QDKPDGIAWILK.N
R.NTIGAIRDR.S
R.DRSHWNSANIVPK.D
K.GQKDPNYK.L
K.AGIKAPEDSR.L

YP_615424 Sala_0368 beta-lactamase-like protein 19.52% 5 R.AIVADSSDSAPEEALAQSR.A
R.AAGWDAEAIEAQR.G
R.LYNLAEAVAR.A
R.GLATGEALAHLK.R
R.VIGTHLHPDHIGLAGWIAK.K

YP_615426 Sala_0370 protein of unknown function DUF481 42.77% 11 R.NTSTSALTALNAK.L
R.YLVEYEPQIEVSER.A
R.LTQVASTIVGGR.N
K.IEALLAQYR.A
R.SIGDIEAMLAAAK.A
R.EGGEQPDPVR.Q
K.GEGQIGASISTGNTK.S
R.GIDDSEVTGLAGLDFGWQLSPTLR.L
K.SSGLSVGVALAR.K
R.QMLAAAMASQK.D
K.DGDVEAVGK.L

YP_615428 Sala_0372 Twin-arginine translocation pathway signal 35.41% 10 R.LAQEPTVNIEGLVAGYTGPGGK.T
K.GPEAAFLAALHAIR.A
K.QALGITHWIDNLAYDDALIR.L
R.LVQALQTLVTK.D
R.DAGFTNVEIVPTDGHPGVFGTIDVGAPR.T
R.LGVATSLNPR.M
K.QFDPAEWSSPPLEGR.M
R.IRDWIALPSIAAENLNMAEGAAFMAELAR.D
K.TGNVTVNLGSK.G
R.VAGLVDATMGFAEFLYTLAAIR.

YP_615429 Sala_0373 short-chain dehydrogenase/reductase SDR 39.15% 8 R.TEILDTDDAAAR.A
R.ADAIIANAGVGGVR.T
R.RFQGDGLPSAIYATASENGLFNAVR.R
R.NEAPDTIEVGVIIPGWVK.S
R.FQGDGLPSAIYATASENGLFNAVR.R
R.WAEAYAAFAK.Y
R.HADAAMDADVFANR.I
K.SVVITGGATGIGFALAK.R

YP_615430 Sala_0374 hydro-lyases, Fe-S type, tartrate/fumarate subfamily, alpha region 59.17% 20 R.VIYYVGPVDPVGEEIVGPAGPTTATR.M
K.VNALGIGAQGLGGLSTVLDVK.I
R.ASILADPAFSR.V
K.RVDLDHLTPEIVASWK.Q
R.IKDEGLLAGV.
K.DNTPSVLNVEMVPGNK.V
K.DAMAQILSNSR.M
K.QSLMDPIDMTELLAR.G
R.HAHITLDGSGPAYLEPPK.L
R.GPSNPTEELRIELYEK.V
K.GEQLPVEFR.G
R.GPSNPTEELR.I
R.GPAATQSIAK.H
K.LADYPQIDWKPDTTAK.R
R.SLQQVVDEGVR.R
K.SAYLMAVGGAAYLVAR.A
R.AYLHPENK.L
R.ALAAAYER.E
K.VVGFADLGMEAIYEFEVQDFPVTVAVDSEGQNVHVNAPK.L
K.IADWPTHAASKPVAMIPNCAATR.H

YP_615434 Sala_0378 methionine aminopeptidase, type I 54.84% 9 R.LSAEILDALVPFVQPGVTTAAIDDLVR.T
R.EGDIVNVDVTSIVDGWHGDTSR.M
R.MYLVGEVPIK.A
R.TMMLEGGGIPATLGYR.G
R.SLSAQFEHSIGITETGCEIFTASPK.G
R.MGDVAHAIQTHAER.H
K.MLADGWTAVTR.D
.MYDYVTITADDATAPAR.V
K.LHDEAGFAGMR.K

YP_615435 Sala_0379 Pyrrolo-quinoline quinone 5.64% 2 R.GVAVWGDKVFVGALDGRLIALDRTSGK.E
K.NEAIAAGSLDDAER.A

YP_615438 Sala_0382 peptidase S1 and S6, chymotrypsin/Hap 31.83% 7 R.HLIQTDAAINPGNSGGPLLDSAGR.L
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R.YTRPSLGFESDDDINDR.L
K.IGGAGFTAPAR.V
R.QFSATLVGVSPQHDLAVLK.I
R.ASGIEGVFVLR.V
R.VPIGTSIDLQVGQNVFAIGNPFGLDWTLTK.G
R.AGLVAAQR.T

YP_615441 Sala_0385 hypothetical protein 29.04% 7 R.LAEWGADSWEEIFR.S
R.TALLEEAVGALQPIFGAR.G
R.VIASDHGVVDAGELK.I
R.LYEITTGADQRPER.E
K.VALDEMHVAGVVAALR.D
R.ALDEIEDIFEK.V
K.LPTGYPEAADIVDEAIMR.V

YP_615442 Sala_0386 phospholipase D/Transphosphatidylase 9.64% 3 K.GIGALFVDTLAQAR.S
R.TPYFLPDQPTIAALGAAALR.G
R.LSNSDAYGALR.L

YP_615444 Sala_0388 hypothetical protein 65.73% 12 K.LGLTYPDPGAVVDNPETPR.R
K.ELSDLPLANVQPDPWLADD.
R.DDADAIEHDINR.G
R.NGAHNVHAHTITLR.K
R.VDNADEEQR.A
R.NDISLMADWNTVIEK.L
K.NLLTRDDADAIEHDINR.G
R.GGIAVFVR.V
R.EVVGIVYNHNALEEMATQLVAAGVDR.N
R.EVVGIVYNHNALEEMATQLVAAGVDR.N
R.KELSDLPLANVQPDPWLADD.
R.DDADAIEHDINRGGIAVFVR.V

YP_615445 Sala_0389 heat shock protein Hsp20 73.49% 11 K.NGVLTISIPQSAEAR.S
R.DINALVDKFVEK.I
K.IGNLDLPWQDNEAK.S
R.QPVSNAEQEEAHHSLKR.D
K.ADLKNGVLTISIPQSAEAR.S
R.SENPRQPVSNAEQEEAHHSLK.R
R.QEEKQGYFLSER.A
R.AIPLPPGLDTDAAKADLK.N
R.QPVSNAEQEEAHHSLK.R
R.AIPLPPGLDTDAAK.A
K.IKDLVPWTR.S

YP_615446 Sala_0390 heat shock protein Hsp20 26.92% 2 R.PSVSMPQEEELQHIEFVSTAYER.S
K.DFDPDKTDASMR.D

YP_615447 Sala_0391 heat shock protein Hsp20 58.87% 6 R.YSNGILFIAAGLSDADKPR.K
R.IYRADPFEILR.K
R.ERSYGQFTR.A
R.AVTLPFRIDPENVEAR.Y
K.ENLLSISGER.A
R.TGQGAAIVAEMPGINPQK.V

YP_615450 Sala_0395 Ferritin and Dps 37.89% 3 R.LLTLGSFAPGSYK.Q
R.CVVPDAEEIGDQATSDLLVSR.I
K.QFAQLTSLPDVPDSPPEAMEMVSLLMK.G

YP_615456 Sala_0401 GrpE protein 28.65% 5 K.SVESEVLPEPEEGDALQDR.L
K.NGENEDGSPSAVGK.S
R.ALAEAENAR.K
R.RAINDALLK.A
R.AINDALLK.A

YP_615457 Sala_0402 Chaperone DnaK 70.76% 46 K.TQTYSTADDNQQAVTIR.V
K.STNGDTFLGGEDFDSAVVEYLADSFK.K
R.NQADSLVHATEK.Q
K.YSPSQVSAFILQK.M
K.TALEGDDHDAINAK.A
R.IQASGGLSEADIDQMVR.D
R.IINEPTAAALAYGLDKDEGK.T
K.STNGDTFLGGEDFDSAVVEYLADSFKK.K
K.IVEGPNGDAWVEAAGEK.Y
K.QLEEHGDKIDADTK.A
K.IELSSAAQTEINLPFITAR.M
K.AVITVPAYFNDAQR.Q
K.VREVVEDFFGK.K
K.IVEGPNGDAWVEAAGEKYSPSQVSAFILQK.M
K.VIENSEGAR.T
R.QAVTNPDNTLFAIK.R
K.EQASAAGSADAGR.A
R.MEGGTTTPLHLVQTVTR.S
K.AAVEAAIAETK.T
K.MGQQIYEKEQASAAGSADAGR.A
K.KTQTYSTADDNQQAVTIR.V
K.GAIDEVILVGGMTR.M
R.GVPQIEVTFDIDANGIVNVSAK.D
K.MKETAEEYLGEK.V
K.AMADAGIDKGAIDEVILVGGMTR.M
R.QAVTNPDNTLFAIKR.L
K.AKIELSSAAQTEINLPFITAR.M
R.IAGLEVER.I
K.AQALTDAAMK.M
R.TDKLALQR.L
K.MGQQIYEK.E
K.DMELVPYK.I
R.TTPSIVAFTK.D
R.MEGGTTTPLHLVQTVTR.S
R.EVVEDFFGK.K
R.AAGSEASDDEEVVDAEFSEVDDDKKD.
K.MKETAEEYLGEKVEK.A
K.MGQQIYEKEQASAAGSADAGR.A
K.AQALTDAAMK.M
R.SELEKLVDGLIK.R
R.RFDDPTTKK.D
R.REAAEAR.N
R.IQASGGLSEADIDQMVR.D
K.LVDGLIKR.T
K.FAEEDKK.R
K.DKGTGKEQQIR.I

YP_615458 Sala_0403 histidine kinase 36.16% 7 R.DAIALAFEPFYSNWGADQR.L
R.SSQIADVILLR.
K.TLETGLWPVR.V
R.LGLGLTHAQR.F
R.VAPASFASALSALLENAFLAAGGNGGK.V
K.SGGSISLVPR.S
R.NRPAIDALPER.I

YP_615459 Sala_0404 heat shock protein DnaJ-like protein 50.00% 9 R.FAEVTQAYDLLSDAEQR.A
R.GSDVLYAVNVPFENIATAKPFAINLDGGEQLEVK.I
R.YDRGEIDEHGNPR.A
R.APYGFEDFQGHGPFSGGGPFR.S
R.SAQDGATSFHFSGDSEELGDIFADLFGR.G
R.WDEAVLGAK.V
R.LMVDLPQNDKSLEAWAK.E
K.VRVPTIDGPIMLTVPK.G
R.GSDVLYAVNVPFENIATAK.P

YP_615460 Sala_0405 thioredoxin 37.67% 4 R.YGVQGVPALLIFK.N
K.ALFNGSPVDLLGQR.F
R.AMAPSFAQVTIAIEPR.A
K.VDIDKAPELAAR.Y

YP_615461 Sala_0406 ATPase AAA-2 71.23% 61 R.FQPVYIDEPSVEDTISILR.G
K.AGELSYGTIPSLEK.Q
R.LIGAPPGYVGYEEGGVLTEAVR.R
R.VIGQQQAVQAVSK.A
K.SLEAVIQEVTGGR.T
K.GFLQSAQTVAVR.M
R.LLDQAEQLAK.K
R.TADSASAEESYDALKK.Y
R.GELHVIGATTLDEYQK.Y
R.ILQAMALSDSTDAGK.A
R.GANETALLREEVTEEDIASVVSR.W
K.KAGDSFVPVQR.I
K.AHQDVFNVLLQVLDDGR.L
R.LELEQAQR.A
K.NNPVLIGDPGVGK.T
R.RVIGQQQAVQAVSK.A
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R.TLMALDMGALIAGAK.Y
R.LDEIILFHR.L
R.AGGSPPAAIGEVEK.A
K.LLAGEILDGSTVK.V
K.ALHKFPAVSGSGAQTPPALDNDSAR.L
K.IKEQLDLAR.L
K.FPAVSGSGAQTPPALDNDSAR.L
K.ALQAAGVNAK.S
K.ALAEFMFGDER.A
K.ALLEDEEGMAAQLIQR.A
R.TKNNPVLIGDPGVGK.T
R.IANGDVPDSLKGR.T
R.YLQDPLAEK.L
K.AHQDVFNVLLQVLDDGRLTDGQGR.V
K.YELHHGVNITDSAIVAAAQLSDR.Y
K.VDEGEEGLVFVIPSQI.
K.ITLDLTEGAR.N
K.AGDSFVPVQR.I
R.TADSASAEESYDALK.K
R.SHFRPEFLNR.L
R.RFQPVYIDEPSVEDTISILR.G
R.LLDQAEQLAKK.A
R.KITLDLTEGAR.N
R.IDMSEFMEK.H
R.EEVTEEDIASVVSR.W
K.YVEKDAALQR.R
R.LSQEHMAPIVDIQVK.R
R.IANGDVPDSLK.G
K.ELAELEQK.S
R.WQNERDK.I
R.ILQAMALSDSTDAGK.A
K.NSDGQIILFIDEMHTLIGAGASEGSMDASNLLKPALSR.G
R.WQNERDKIQAEAK.I
R.VVDFSNTLIILTSNLGSQFLSNLTDDQK.V
R.TLMALDMGALIAGAK.Y
R.MEVESKPEEIENLDRR.I
R.MEVESKPEEIENLDR.R
R.LSQEHMAPIVDIQVK.R
R.LKAVIDEVK.N
R.KELAELEQK.S
R.DGKLDPVIGRDEEIRR.T
K.SSELTTR.W
K.LLAGEILDGSTVKVDEGEEGLVFVIPSQI.
K.ALLEDEEGMAAQLIQR.A
K.AGELSYGTIPSLEKQLEEAR.G

YP_615463 Sala_0408 hypothetical protein 20.44% 3 K.GYDDNIEAVLIVDKEGVR.H
R.HLTSFREPLK.L
K.GYDDNIEAVLIVDK.E

YP_615464 Sala_0409 hypothetical protein 92.13% 36 K.EAVSALDETQAAISAIDAGNNK.G
R.TSNLPLGTYPDAIKR.A
R.AAALLDEQKPQEAK.L
R.TEQDNQAIAAELQK.A
K.ALSDRIEDLTDEGR.L
K.ENRTEQDNQAIAAELQK.A
K.AADGQEASASATDTDQAAGGATAEDQVQLGTLLK.E
R.EPNLALAPVANSVIEHDVLATPGDVK.A
K.DLDDLQDAIKELER.E
K.AREQIEMAQALGYATK.K
K.EAVSALDETQAAISAIDAGNNKGAIDALAR.A
R.EQIEMAQALGYATK.K
R.TSNLPLGTYPDAIK.R
K.GAIDALAR.A
K.LVLLNALSTIVVTETVIPLPIVR.A
K.ELERETGGGNAATR.L
R.LMEGLASEMVIR.T
R.ATGKLEIILTR.E
K.KDLDDLQDAIK.E
R.RLMEGLASEMVIR.T
R.IEDLTDEGR.L
K.DLDDLQDAIK.E
K.LEIILTREPNLALAPVANSVIEHDVLATPGDVK.A
R.EQIEMAQALGYATKK.D
R.AEASVEAAR.V
R.EAVQPTKN.
R.IEDLTDEGRLQEAR.R
K.KDLDDLQDAIKELER.E
K.ALSDRIEDLTDEGRLQEAR.R
R.VVAAKENR.T
R.AEASVEAARVVAAK.E
K.LEIILTR.E
K.KDLDDLQDAIKELERETGGGNAATR.L
K.DLDDLQDAIKELERETGGGNAATR.L
K.AREQIEMAQALGYATKK.D
K.AREQIEMAQALGYATK.K

YP_615465 Sala_0410 hypothetical protein 6.31% 2 K.ADDTGVQPAS.
R.AAKADDTGVQPAS.

YP_615467 Sala_0412 hypothetical protein 48.89% 5 R.DVFTGWITNDDPYR.H
R.EKEFDPVDEALLESFPASDPPAFTGATIG.
R.VQFPDRDSAIAFAER.Q
R.STLQGGHRPQPWYLEFEAR.R
R.GSDAPGNWPIR.W

YP_615484 Sala_0430 hypothetical protein 10.12% 4 K.EVEQEQDQGNK.A
K.EAETAYDQSR.G
R.TRLEADLAAAQK.T
R.HPGLLIIDSPGAEEVSDIDLAALLGELQTIAK.E

YP_615494 Sala_0440 phage integrase 7.49% 2 R.SLSTMHIMGKGR.R
R.AEIKALLDTPDPR.T

YP_615500 Sala_0446 alpha/beta hydrolase fold 41.67% 5 R.GALIWGAGDPYVELAVAQR.Y
R.YAAATGTPLTVIDGAGHWAIAERPGAVAAALR.A
R.SWAISNAVIESDYR.G
K.QAEALFAAHGPIDIVGHDWGALIAQR.V
K.GLSFAQDWALDIPK.L

YP_615502 Sala_0448 aminodeoxychorismate lyase 32.37% 6 R.TLAEHNANVQK.W
R.LQADPTIIYPITR.G
R.AGEILEEAGLVSASSFR.N
R.LTGEIPVPAEGSVLPDSYAFTTGESR.A
R.FFGSDEPIKPGEYK.I
R.ASIAAVLDPEANDYLFFVAR.G

YP_615505 Sala_0451 glutamine cyclotransferase 9.80% 2 K.ALVETPLPSDQFGEGITR.W
K.RLFVTGK.Y

YP_615506 Sala_0452 chaperonin GroEL 84.28% 71 R.VGDVEQGFNAATDVYENLK.A
R.AAVEEGIVPGGGTALLYATK.A
K.GVDILADAVK.V
R.QIAANAGHDGAVVAGNLLR.V
R.GYLSPYFITNPEK.M
R.AQIETTTSDYDREK.L
K.ANDKAGDGTTTATVLAQAIVR.E
R.VTIDKDNTTIVDGAGDAEAIK.G
R.AQIETTTSDYDR.E
K.EGVITVEEAK.G
K.AMLQDIAILTK.G
R.STPVSGSSEIAQVGIISANGDVEVGEK.I
K.ALEGLKGANDDQTR.G
K.AAGVIDPTK.V
K.MIVELTDPYILIFEK.K
K.LENVTLNMLGQAK.R
K.LSNLQSMLPILEAVVQSGR.P
K.LAGGVAVIK.V
K.GEMISEDLGIKLENVTLNMLGQAK.R
K.DKFENMGAQMLR.E
K.MIVELTDPYILIFEKK.L
R.GIDLAVTK.V
K.VGKEGVITVEEAK.G
R.KAMLQDIAILTK.G
K.SVAAGMNPMDLK.R
K.SVAAGMNPMDLKR.G
K.GEMISEDLGIK.L
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K.GLEFELDVVEGMQFDR.G
K.DNTTIVDGAGDAEAIK.G
R.PLLIIAEDIEGEALATLVVNR.L
K.KLSNLQSMLPILEAVVQSGR.P
R.STPVSGSSEIAQVGIISANGDVEVGEKIAEAMEK.V
R.TALQDAASVAGLLITTEAAVSELPEDK.P
K.RGIDLAVTK.V
R.ILKGVDILADAVK.V
K.VVEDLKAR.S
K.DNTTIVDGAGDAEAIKGR.V
R.ITKDGVSVAK.E
R.NVVIDKSFGAPR.I
R.NVVIDK.S
K.GEMISEDLGIKLENVTLNMLGQAK.R
R.KAIETPLR.Q
K.GRVEQIR.A
R.VTIDKDNTTIVDGAGDAEAIKGR.V
R.KAMLQDIAILTK.G
K.SVAAGMNPMDLKR.G
K.RVTIDKDNTTIVDGAGDAEAIKGR.V
K.RVTIDKDNTTIVDGAGDAEAIK.G
K.MIVELTDPYILIFEKK.L
K.MIVELTDPYILIFEK.K
K.LSNLQSMLPILEAVVQSGR.P
K.LENVTLNMLGQAK.R
K.KLSNLQSMLPILEAVVQSGR.P
K.GLEFELDVVEGMQFDR.G
K.GEMISEDLGIKLENVTLNMLGQAK.R
K.GEMISEDLGIKLENVTLNMLGQAK.R
K.EIELKDKFENMGAQMLR.E
K.EIELKDKFENMGAQMLR.E
K.DKFENMGAQMLR.E
K.DKFENMGAQMLR.E
K.AMLQDIAILTK.G
R.VGDVEQGFNAATDVYENLKAAGVIDPTK.V
K.VVEDLK.A
K.SVAAGMNPMDLKR.G
K.SVAAGMNPMDLK.R
K.SVAAGMNPMDLK.R
K.IAEAMEK.V
K.GEMISEDLGIK.L
K.EIELKDKFENMGAQMLR.E
K.AIETPLRQIAANAGHDGAVVAGNLLR.V
K.AAGVIDPTKVVR.T

YP_615507 Sala_0453 chaperonin Cpn10 86.32% 7 K.EKPQEGEVVSVGTGAR.A
R.ADDGKVTPLDVK.A
K.TAGGIIIPDTAK.E
R.IEAEEKTAGGIIIPDTAK.E
K.WSGTEVKVDGEELLIMK.E
K.VDGEELLIMKESDILGVIA.
K.VDGEELLIMK.E

YP_615509 Sala_0455 alpha/beta hydrolase fold 53.60% 8 R.ETGEGRPVVLLHGLFSSGEVNWIK.F
R.LILGGMGLAGLAGWQR.R
R.LATIPGTHMSSVTEPALGEAIAAFLTA.
R.DVEDLVAHLGLVDFDLGGFSLGAR.T
K.RGDDTWLSIQFMK.T
R.LATIPGTHMSSVTEPALGEAIAAFLTA.
R.VHGSSDAPHDAQHYPPDVLVR.D
R.AIAEYETAK.R

YP_615510 Sala_0456 Peptidyl-dipeptidase A 65.85% 40 R.TGLVLPAPTTPGAATELNR.I
K.VAFLPFGLLIDR.W
K.IGENFYSSLGMAPLPDTFWK.R
R.IATDLQSQYGK.G
R.WGVFDGTIQPADYNK.A
K.VPSADKDIGLLLR.Q
K.VNADDFVTIHHELGHNYYQR.A
K.YSDVPGLSAETK.R
K.YGDAVQPK.T
K.EIAGSDIEAEMGNLER.T
K.ELGFADTGAMWR.S
R.YQGIVPPAARPADAFDAGAK.Y
R.TPVELAEMWTSWHDNVGAPMK.Q
R.PADAFDAGAK.Y
K.YSDVPGLSAETKR.K
K.AMADYFAPLKK.W
K.IWQDMKPLYVALHTYVR.W
R.YQGIVPPAAR.P
R.SGYDMPPEEFAR.L
K.LNAMLEMGASKPWPDALEAFTGK.R
R.TRYQGIVPPAAR.P
R.MVAIANAGAK.E
K.YHIPGNTPYTR.Y
R.TPVELAEMWTSWHDNVGAPMKQDYAR.M
R.TPVELAEMWTSWHDNVGAPMK.Q
R.SMFTKPADR.E
R.INAVGTEK.A
R.ILQFQFYEAACR.Q
R.GTLNGKEIAGSDIEAEMGNLER.T
K.WLDEQNK.G
K.LNAMLEMGASKPWPDALEAFTGKR.E
K.IGENFYSSLGMAPLPDTFWK.R
K.ELGFADTGAMWR.S
K.DLFDYTVEAAQVNWVNATYITEDTDAMAAR.I
R.MVAIANAGAK.E
R.EVVCHASAWNIDNKDDIR.I
K.YALEAAK.Y
K.LNEKYGDAVQPK.T
K.IWQDMKPLYVALHTYVR.W
K.AMADYFAPLKK.W

YP_615512 Sala_0458 hypothetical protein 40.00% 4 R.IAKPIDEVFEAVADPAK.L
R.TLVEISEEGWR.E
R.IVLEWQASEGEAPNVEGGELADADYR.T
K.AWIEHGINLR.A

YP_615513 Sala_0459 hypothetical protein 58.97% 13 R.SFPIEIAADGAGNVR.M
K.SFTLYGPVAYVGPVGDSYR.V
K.LVSNVLTDIVPGR.S
R.FSQDITGEADKNSAAVPLR.Y
R.FIATTNVPGMSAASAVGQLNGIVAAK.G
K.GYDILAAEQESGTMLIEQPQTGK.S
R.FSQDITGEADK.N
K.AGEALAAK.G
R.LDYGLSLVWLK.D
K.GQGPYALQLKPGK.H
K.HAELTGTFDRLDYGLSLVWLK.D
R.FIATTNVPGMSAASAVGQLNGIVAAK.G
K.SFTLYGPVAYVGPVGDSYRVEWK.L

YP_615515 Sala_0461 ATPase 23.98% 8 R.IDVQELLATR.L
R.EHWFPALVVVDEAQMFAPSASGDVSDTVR.R
R.AVAVEPEPEPVAAGELLER.I
K.TSIEIGTDAAGQDVR.I
R.SIGIPELGLSTEAE.
R.GLAGAIATQR.L
R.GHFLGLGPAISR.R
K.VPLDLAAFR.R

YP_615517 Sala_0463 lysyl-tRNA synthetase 82.55% 33 R.FGFDYEFVSSTER.Y
R.ALYETLLGSSAGPR.M
R.YLGQYVAGADAATYPELDR.L
R.HNQDILDIMLPTLR.A
R.LGNPVHHVHVAR.G
R.GTYPAQEPDKR.L
R.AATYSPVLPVSPK.S
K.SGIVLQVPVTVVDAEAGLVSFEDEGETITHSILR.G
K.DLTDSGVQSGK.I
R.RAYETLTGGAPTR.L
R.GQDVPETVLPVTYGLLLNLVGVMGADASK.E
R.YTSGAFDEALK.N
R.MGSFIALFGVENTR.R
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K.PGGAPVLFETGYGPSGLPHIGTFNEVLR.T
R.AYETLTGGAPTR.L
R.LIDNAMAYNR.D
K.AVDEYLQMR.G
R.LAALPADASADDIQNIVYEIGKDEAHGFDNLR.D
R.YPEGKPGGAPVLFETGYGPSGLPHIGTFNEVLR.T
R.LVAFSDDMDGLR.K
R.YTSGAFDEALKNVLR.H
R.RKPAGGEVAALR.E
R.LVAFSDDMDGLR.K
R.LAALPADASADDIQNIVYEIGK.D
R.KPEGLIYEMFLDEKGEK.I
K.GNGLSMEEWLTYGSEESLAFYAYREPK.A
R.WVALGVDYEMYGKDLTDSGVQSGK.I
R.PLTAIPDPFGKYESFAHHNNAMLR.E
R.KVPDNVPNGAMLR.E
R.KPEGLIYEMFLDEKGEK.I
K.VPDNVPNGAMLR.E
K.SKGNGLSMEEWLTYGSEESLAFYAYR.E
K.AVDEYLQMR.G

YP_615518 Sala_0464 asparaginase 24.38% 3 R.ILVTHGTDTMVVTGR.V
K.TIVLTGAMQPASVR.A
R.AAVAASDAAR.I

YP_615521 Sala_0467 quinolinate synthetase complex, A subunit 46.50% 10 R.NAVILAHYYQKPEIQDLADFVGDSLELSR.K
R.MLEMASGTVGK.G
R.DSLSGLDLR.A
K.ALSDIIVTSSSAETIISQIPPEQK.I
R.IEMDEELR.L
K.SFKGDTLIVATEPHIIHQMELALPEK.T
R.HLGGYMNR.K
K.GDTLIVATEPHIIHQMELALPEK.T
R.KAAETDAEVIAFCGVK.F
R.DMLLWPGVCIVHEAFSETELLK.L

YP_615525 Sala_0471 secretion protein HlyD 63.86% 15 R.VLVEPGQWVDAGQTLAVIDR.S
K.VGTVSDAGVSIASGLTGNER.V
R.VAQADANLAQAELER.A
R.VVTLAGAFLNVGDTVKPVLQK.S
R.VAQAQYAEAR.A
R.QVEPGQIVGAGSGVLFR.M
R.LNIVAPAAGLVLTR.Q
R.EMPVGVAGEGGQVER.V
R.VAQADANLAQAELERAEALVSR.G
R.LVSGTAELPLLPESAVQSGPEGNYVLIVGK.D
R.GAADAGGGEEATVPNITVVIPGR.V
R.ATVTPVGTDVEIPGQVWQVSPVINMDTR.Q
R.SVQSQQAASLAAQIR.V
R.GGEMEMLAQMAEADLAR.V
R.DAANAR.V

YP_615526 Sala_0472 acriflavin resistance protein 24.78% 23 R.SDLPDGILEPQVVR.V
R.AYNDVNQAISQIR.S
R.VVVSQPGAAPTELETQVTQR.V
R.VNFQSQSGGFSGR.D
R.SLATIENLPVPTSR.G
R.VLGNAGSAFQLGETR.I
K.VTDGYAEQR.N
R.IATLGDIDQNAAK.F
R.TEIAGSEQAVR.V
R.DITFVIGGDDPVALER.H
R.IEGDIPRPEIIVNPR.M
R.LLSWTLDSSK.Q
R.IVIGADLAPGLVTGDAQK.K
K.KIDALPSIK.T
K.AVAEIGFGAGPTELR.R
R.RIVIGADLAPGLVTGDAQK.K
R.MQSYGLTASQVNQQLR.Q
K.DRPVTSVEWER.S
R.MDLAAELGVTTAALSQTIR.I
K.VDFTILFTR.T
K.GASDVTVHDETMK.K
R.MDLAAELGVTTAALSQTIR.I
K.MAAIPDAR.V

YP_615527 Sala_0473 protein of unknown function DUF445 30.88% 10 R.FLLTNFLLPR.L
R.IIADGLGALDQQR.L
R.ELDVAPLLGQALQAALAEGR.H
R.WLDGLWEQGR.A
K.TITDRLENAVGDDLQYIR.I
R.LENAVGDDLQYIR.I
K.LLSEMAVDETHPLR.L
R.FTGLDESISNR.I
K.TLELNEHLIHQMVHDNSNAIVR.F
K.MALDLQHDPEVK.A

YP_615528 Sala_0474 NAD-dependent epimerase/dehydratase 10.69% 2 R.ADSIAFGDETAVLAALR.T
R.NAADAAWSALR.G

YP_615529 Sala_0475 Peptidase M1, alanyl aminopeptidase 58.91% 33 R.YEALQQLMLDTLVAAVSGK.D
R.WYEQAGTPR.L
R.AIEDGAGIDLQQFR.R
R.GFSAPVIVDFAR.A
R.TTDGPAPLLLR.G
R.APGELAWLAAHDDDPFAR.Y
R.ALYGALTGNQAAFHQADGAGYR.L
R.GDYRPPEWQVPDVALDFALGIEETR.V
K.DRDPQTVIDAVAQTLSGR.A
R.GVALAYLAATGMDDAAALAFR.V
R.FAVRPALSVNR.G
R.VFSQADGMTER.Q
R.VDGEVWNDWR.M
R.AILDGAAPPATDLSR.G
R.ALAQHPDFTLTNPNR.V
R.VSAALSVQR.T
R.ILAQPGLSR.D
R.WDEEVYGR.E
R.LAAFAMDGSGAHLADTLVTISGATQR.I
R.AHALDIFYQR.Y
R.AAQFPEDAGPLAHPIRPDSFQEISNFYTATVYNK.G
R.QAALATLAHGDSDER.A
R.MDGSDLIVDLGER.T
R.LIADLVIALDPK.N
R.ITFHPDRPDVLSR.Y
R.GDGLTPAAVR.V
K.GLNIFNTR.Y
R.YRDNPLVLDK.W
R.LALQAAIGAALESEWR.A
R.DWFQLSLK.E
R.AADPAFVAEAVLLPSEAFIGDQMLTVDPDAIR.R
K.WFQVQAWSVRPDTVDAVR.A
K.LSLVEEAGQWSLDIVQTVPPTPGQPEK.Q

YP_615532 Sala_0478 hypothetical protein 42.21% 6 R.IPVQQDDASIAYVQDAQWVEAPQR.L
R.TAADAATLTILIPTAPQK.L
R.SNEALVVYQAMLVSAGGK.T
R.LVSETVAAR.T
K.VEAKPVGEALTR.A
R.TTRIPVQQDDASIAYVQDAQWVEAPQR.L

YP_615533 Sala_0479 Mammalian cell entry related 61.02% 10 R.LAELADDENQASIR.G
K.GAQVQFSGVPSGQVR.E
R.VGGLGEILNTAPQLLQR.L
R.GILNNVEASTAILAR.N
K.TLEGAIADARPGLK.T
R.TSASLSSLTDKLDQQGAGAVLGGSK.L
R.IAIQQTGIAAEQIGNLAAAAQGTIDR.N
R.EIALWPDDPQFVR.V
K.TFSETTIPEANALIR.D
R.VRIEVNEGVPVLQGTTAALEGVGFTGVSQISLDGAVK.G

YP_615534 Sala_0480 ABC transporter related 14.73% 2 R.ALALDPALLFLDEPTAGLDPIGAAK.F
R.SIIGLQTPTAGEIEVYGK.T

YP_615535 Sala_0481 protein of unknown function DUF140 7.61% 2 R.LLDALASDKSEYR.V
R.ADFEHSEGADGVEVR.F

YP_615536 Sala_0482 HAD-superfamily subfamily IB, PSPase-like protein 15.48% 3 R.FADEAVATTPSR.G
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R.LDEPDGADHIHAR.L
R.ISGWLTDNAITR.E

YP_615537 Sala_0483 Cystathionine gamma-lyase 32.79% 8 K.YAGGHSDLVAGGVSGDQR.L
K.VEGLGYLGFISDAR.Q
R.DTAFPGEQKPAIAIDNTFLGPLWQQPLK.Q
K.VALVYLESPANPTNALVDVEAVR.A
R.VSIGIEDPDDLIADFAQALDAV.
K.ALGITDNLVR.V
R.FNGPNQEILEDR.L
R.FGVSFVDFPAGASR.D

YP_615539 Sala_0485 protein of unknown function DUF152 29.25% 5 R.ASYEVDDGFVER.F
R.IAIGGQDTYALPQDYFSYR.R
K.GALAGVTDATLAAMESLGAR.R
R.FVADDPANER.F
R.EAGVIGAAHAGWK.G

YP_615540 Sala_0486 GCN5-related N-acetyltransferase 67.44% 8 R.AQIADPDHGIALVR.G
R.GEGGAILGFIK.M
K.DTFAHLYDPADLAAFLADWNPPAR.V
K.MGPVDFDLPPDQPTDDAVELHQLYVAEAAK.G
R.VGNHIDEDRFFR.L
K.GTGVAAALMDWGIAWAR.A
R.YGFVDVGR.N
K.MGPVDFDLPPDQPTDDAVELHQLYVAEAAK.G

YP_615541 Sala_0487 protein of unknown function DUF185 21.91% 4 R.SGGVAVAGPSPQGAWLR.R
K.AIAFTAPNWPTPAGFTGDPL.
K.AHGFADPFADPGEADLTAHVDFAALADAAR.S
R.LASLVAAAPAR.A

YP_615542 Sala_0488 prolipoprotein diacylglyceryl transferase 15.12% 3 R.LANFVNGELWGR.A
R.QRIEPIAGPDAVA.
R.ATTVPWAIIFPDSGTMDPR.H

YP_615543 Sala_0489 AMP-dependent synthetase and ligase 32.34% 11 K.VVTLDITRPIDEAIAPIASK.G
K.GSAATVLPTLTGQDLATILFTSGSTGQSK.G
R.TGDLGYLDEDGYLFIVDR.K
R.SVANFEGYWNNEAATR.A
R.QVAAGLIEGFGVER.G
R.LEAAYNLITGPGGPIQVGSVER.F
R.LIQDEQVNYFVGVPLMSYEILTHPNRK.N
R.AAFFDNGYFR.T
R.LAEPGVEHGAK.V
R.EAYAAEVVA.
K.LGSEKIDK.V

YP_615546 Sala_0492 Cyclopropane-fatty-acyl-phospholipid synthase 7.48% 2 R.IVSVGMFEHVGATNFETFFR.A
R.DYMAAAEADYLR.L

YP_615547 Sala_0493 hypothetical protein 13.10% 2 K.TKATEVSVADFIAAVPDAR.R
K.ATEVSVADFIAAVPDAR.R

YP_615548 Sala_0494 hypothetical protein 65.12% 39 K.AAFDRDYDAPVTAAQAR.L
R.GPASFSTLAGYAQTLVR.A
R.LPLTLLLLSEYR.G
R.IAWAPEFQAAFFGGDPDNFNFPR.Y
R.FAAYGDALYPDATFTLR.L
R.EGADELFGIENSFK.A
R.APQEGEITFVVGNPGSTQR.L
K.LAEAFVTAESR.I
R.TVAVSTAAIQQALDVIWPAPALAAELK.G
R.AAIGSLTGEALVK.A
R.LPGFTDSALPLTEK.R
R.IDKNGVYDFVTTNDIIGGNSGSPVIAR.D
R.DGSVIGTAFDGNIHSLGGNFGYDGTLNR.T
R.QQLWDGGAAAIAASDDPMIR.F
R.LTDPVPTYPWLEELAVAFWASK.A
R.LPGFTDSALPLTEKR.L
R.DTYLDSVFLER.G
R.YAMDAAFLR.A
R.AYENGKPAATPAHLK.W
K.AAYGWAPDQK.W
R.ALNDPAFTAQMAAAEAELR.E
K.AREYLGTDNDDIK.A
R.TERLPLTLLLLSEYR.G
R.LIASMDESPEK.A
R.GNAEIGDPWSEIDAAMAK.R
R.DYDAPVTAAQAR.L
K.AREGADELFGIENSFK.A
K.RLTDPVPTYPWLEELAVAFWASK.A
R.QQLWDGGAAAIAASDDPMIRFFAR.L
R.LIASMDESPEK.A
R.EYLGTDNDDIK.A
R.ALNDPAFTAQMAAAEAELREK.V
K.NGVYDFVTTNDIIGGNSGSPVIAR.D
K.CPGQQAEVVTAITDVTGSIR.A
R.TVAVSTAAIQQALDVIWPAPALAAELKGGK.R
R.CQVVTLFGGGQYK.L
R.ATGQLPYK.L
K.VRGNAEIGDPWSEIDAAMAK.R
K.RRDTYLDSVFLER.G

YP_615549 Sala_0495 Argininosuccinate synthase 72.35% 26 R.ETGADAVAHGATGK.G
R.TALIAWAEQHQIPVPK.D
R.FELSAYALNPDIK.V
K.VLEDPWEETPDYVYSR.T
R.HVTFEDDAGAYDQK.D
K.YAELIYNGFWFAPER.E
K.RGESPFSTDANLLHTSSEGK.V
R.TVNPEDAPDTPEYITIDFER.G
R.YEGDYLLGTSIAR.P
R.YEGDYLLGTSIARPLISK.R
R.GDGVALNGQAMSPATLLAALNDLGR.K
R.EMLQAAIDHSQANVTGTVR.L
R.KSPFSLYSER.H
R.GMYETPGGEIYAR.A
R.HVTFEDDAGAYDQKDAAGFIR.L
R.GESPFSTDANLLHTSSEGK.V
K.SPFSLYSER.H
R.GIESITLDR.G
R.GDGVALNGQAMSPATLLAALNDLGRK.H
K.VIAPWREWDLTSR.T
R.VVLAYSGGLDTSVILK.W
R.GAAHLKDELMPK.Y
R.GMYETPGGEIYAR.A
K.AELMGIKPEHIYIDDLREEFVR.D
R.GDGVALNGQAMSPATLLAALNDLGRK.H
R.EMLQAAIDHSQANVTGTVR.L

YP_615550 Sala_0496 Threonine aldolase 38.39% 7 R.LLYPVEANELFVR.L
R.QDVHQVQPAAVSITNATEYGLAWRPQEIGEISEIAR.R
R.GAGFDFYDWGEGAAR.L
R.AGVDALSFGFTK.N
R.LVVSWDQDAEAVAPLAAAIGAL.
R.FANAVAFLGCAPADVTWR.A
R.AMLKDDLWLANAR.A

YP_615552 Sala_0498 hypothetical protein 44.60% 15 R.TPLLWVLAGEDR.E
R.GTGASEGEYTQNFELLAR.D
R.TPLLWVLAGEDREAPIETTR.A
R.GADGDFVALAK.S
R.DAAAALGQAR.A
R.AAGLGADAEALVNR.L
R.AALADKPWATQIR.G
K.GAEAETWAR.I
R.ETPATFDSAGSK.L
K.DGYVELDAAR.A
R.LRTPLLWVLAGEDR.E
R.FDNLELIWDYDAVAALR.R
R.AAGQPIDVYLFPGTDHGMIEFTTGPDGKR.S
R.LLLSNFKDGYVELDAARAALADK.P
R.LLLSNFKDGYVELDAAR.A

YP_615553 Sala_0499 UDP-N-acetylglucosamine 1-carboxyvinyltransferase 45.20% 14 R.FTFPVVSVGATENAVMAAVLAK.G
R.ASILVLGPLLAR.A
K.ALEAFGAEIELASGYVK.A
R.EAGATVEETKGGIR.V
R.LIGAPVMATDLR.A
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R.ASMSLIIAGLAAEGTTEVNR.V
K.ASEMEATLAALR.E
R.ATTLTSTVAPYDIVR.K
R.MGCDIQVK.G
R.LADVDGFGHLLNQLGCSTTIEGSRPEDFGR.V
R.EAGATVEETK.G
R.ATTLTSTVAPYDIVRK.M
K.NAALTLLPCALLTDEPLTLR.N
K.LQAVGADIER.I

YP_615554 Sala_0500 DSBA oxidoreductase 22.39% 3 R.LVQNTEAAVAR.G
R.GAIVAEDEGLLDDYVDAVNR.A
R.LNPHFPVNTLLIMR.G

YP_615558 Sala_0504 Phasin 65.73% 16 K.LTNDSFAPISNR.V
K.AFDAAVAQTSK.T
K.LAEEAVEFNKANLEALVESGK.I
K.AFEAATLETAAKPVATPAVPAPTAAPAVAPAVAPTK.T
K.GMETLGQEGVAFAR.K
K.LAEEAVEFNK.A
K.VRAEALTADFNEK.A
K.ANLEALVESGK.I
R.AEALTADFNEK.A
R.KSFEDTTAALK.G
K.SFEDTTAALKGYTAVK.S
K.SFEDTTAALK.G
K.KAFDAAVAQTSK.T
R.AEALTADFNEKAK.E
K.LYAENSKK.A
K.KIAEDAK.V

YP_615559 Sala_0505 Poly(R)-hydroxyalkanoic acid synthase, class I 67.12% 23 R.FADPDWTTNPVFALIR.Q
R.QTYGLLAEQLLATTR.N
R.NSAAANLFDPASWLQNPTTQLWAEQSTK.M
K.YQYWTGDNDAVTLDDFIAGATETK.G
K.DVFAVPLVIFPPWINR.F
R.FYILDLNPQK.S
K.VIHETDLYQLIQYDPATK.D
K.IATPAYIQAGREDHIAPAASVWR.M
K.LFVDDAYLALLQQLSAPGYLDGR.Y
R.AQQMMLDYVLGQANQR.N
K.GLGHMLSDLSR.G
R.KAIEDAPGR.Y
K.NMAEALSPSNLAITNPEVIK.R
K.MWEQGAAFWASLATLQPSLTPDADAR.Q
R.GQLSHVDPDAFEVGVNIATTPGK.V
R.NMQGIDEQAR.A
K.NMAEALSPSNLAITNPEVIKR.A
K.GSWWPHWAGWIAAQDDK.K
K.WATEQGLTVFMVSWK.S
K.SADASMSEIVWDDYVSAQVDAIDTVR.D
R.YMAATFNSLR.G
R.TFLLAGSGHIAGVVNPPAAGK.Y
K.SATFLTAQVDFELAGDLK.L

YP_615560 Sala_0506 aminotransferase, class I and II 64.53% 15 R.KPDAHGYSQSK.G
R.AGWDIPSPPASMFAWAPLPPALR.E
K.VAVAPGVGYGEDGEGFVR.I
R.PSILVVNYPSNPTAEAVDLAFYER.L
K.ENKVWVLSDLAYSELYYDGNPTPSILQVPGAK.D
R.AMAFTVPRPSILVVNYPSNPTAEAVDLAFYER.L
R.LPPYVIAEVNAMR.A
R.IAMVENEQR.I
R.FNVDLDPESEVVVTMGSK.E
K.FLAMHGVNTPSIAAGGAG.
R.SVPTTPDENYWR.A
R.RAQANYYGR.R
K.VWVLSDLAYSELYYDGNPTPSILQVPGAK.D
K.SYLDYGAFTPIQAAACAALNGPQDIVEK.N
K.EGLASLATAITGPGDVVLAPNPSYPIHTFGFIIAGATIR.S

YP_615563 Sala_0509 NADPH-dependent FMN reductase 42.86% 6 K.LANWLVDAFGAR.G
R.FADDLNWWIDAAK.A
R.AADGFVFVTGEYNWGPQPGLK.N
R.IGHAFDGDGKPTGDDGVR.L
R.GDTAELIDAR.A
R.TILVLYGSYR.R

YP_615564 Sala_0510 Adenylosuccinate synthase 69.93% 22 R.VGSGPFPTELEDETGQR.L
R.EIADYVLEYAQPVWK.R
R.FQGGHNAGHTLVVGEQVYK.L
K.LDVLDGFDTIR.I
K.ILDYFPAHAADQAAVEPIYEEMDGWHESTAGAR.S
R.DLDALRETAAGAGK.I
K.LSLLPSGIVTGTLSIIGNGVVLDPWALRDEITK.L
R.SYADLPAQAIK.Y
K.IVDWLASR.A
R.AGFGEPPIDRDK.L
R.GHEFGTVTGR.K
R.VQELIETPIALVSTSPER.E
R.GIGPAYEDK.V
R.VQELIETPIALVSTSPEREDTILIRDPFSD.
R.VCDLAHLDHLEPQLDR.L
R.QSCAVSGVTGIALTK.L
R.LTAHHDALR.A
R.VQELIETPIALVSTSPEREDTILIR.D
R.GQGVEINADNFAIADNCALILPFHR.D
R.GIGPAYEDKVGR.R
R.EDTILIRDPFSD.
R.CGWFDAVLVR.Q

YP_615566 Sala_0512 glutathione S-transferase-like protein 38.43% 6 R.NLIGFYDAAEIVGFER.F
R.LQLFSAPTPNGVK.A
K.IPAIYDPQGPGGKPLALFESGAILIYLADK.S
R.LLGVLDDR.L
R.DRYAAESAR.L
K.SGQFLSPDPAAR.Y

YP_615568 Sala_0514 Trans-hexaprenyltranstransferase 64.09% 15 R.ASAVIAEGEVNQLSAQR.R
K.IAAVVAERDEATEAALDAYGR.N
K.SALTEAVAFAVAR.A
K.TANVIWGNSASVLVGDFLFSR.A
R.RIETSEDQYLAIINAK.T
R.AVDAIGGFR.A
K.TSDEDLVYATSLLR.K
R.KHDTIADTLAR.A
R.IETSEDQYLAIINAK.T
K.VTLPVILAYAR.G
R.NLGIAFQLVDDAIDYVSDAETMGK.G
R.NLGIAFQLVDDAIDYVSDAETMGK.G
R.GTVPPSLDPMMTLVAADMNEVNAVILDR.M
K.TAELFAAACK.I
K.LAAAVEFIHTATLLHDDVVDK.S

YP_615570 Sala_0516 ATP-dependent helicase HrpB 8.52% 6 K.LAAGAGEAAPR.S
R.RLADALMAMLDWPAR.Q
R.SLGGWIATAWPDR.V
R.LQAIGALGEDGR.I
R.GVDVEARLAR.W
R.ASQASATQR.A

YP_615571 Sala_0517 ETC complex I subunit conserved region 45.65% 3 R.WMLEFAPAEAR.K
R.LSFASREEAVAYAEK.Y
R.KPDPLMGWAGSGDTQR.Q

YP_615573 Sala_0519 hypothetical protein 58.47% 6 R.ASEQAGVAR.E
R.EAASEAYAK.G
R.ARAATEDLAAR.A
R.AKASELAEK.T
K.QPLALVAGAVAIGALLGSLLPK.G
K.ARIQEGYGR.A

YP_615574 Sala_0520 hypothetical protein 34.65% 4 R.FRADATDEDGAGQVEENDEAVQ.
R.ADATDEDGAGQVEENDEAVQ.
K.AALHPAALLDR.G
R.TKVDDAAHAVR.Q

YP_615575 Sala_0521 hypothetical protein 32.21% 4 R.SFDGISHGYAPDARPATSEPVPLDQIAR.D
R.DVVENLSATAK.A
R.PATSEPVPLDQIAR.D
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K.AELALIEAR.G
YP_615576 Sala_0522 hypothetical protein 72.96% 19 R.SAAATVAGLASTLDKK.D

R.LLEDSAGTVDTK.F
K.DLDELAASTR.D
K.AAEAVGSLAR.L
K.NPAIAVGAATVIGFVLAR.M
R.SAAATVAGLASTLDK.K
R.LLEDSAGTVDTKFGK.Q
R.DTIKSEASK.K
K.DKAAEAVGSLAR.L
K.KNPAIAVGAATVIGFVLAR.M
R.DTIKSEASKK.A
K.FGKQYGDYAR.S
K.AASLKQEAAALK.K
R.MLKGGSND.
R.DQLAVTR.D
K.SEASKKAASLKQEAAALK.K
K.QEAAALKK.Q
K.EHPIRDQLAVTR.D
K.AASLKQEAAALKK.Q

YP_615577 Sala_0523 Phosphopyruvate hydratase 87.50% 26 R.DALDFIAASVDQAGFK.L
K.GLATAVGDEGGFAPNLASTR.D
R.NGKYEISGEGLSLSPEQMAEYLAALVK.D
R.LGANAILGVSLAAAK.A
R.LEQGIKDGLANSLLVK.V
K.AVAAVNGDIAEALVGLDAEDQR.E
R.GNPTVEVDVLLEDGSFGR.A
R.AAVPSGASTGAHEAVELR.D
K.YEISGEGLSLSPEQMAEYLAALVK.D
K.VNQIGTLSETLDAVDMAHR.A
R.IEEELGDMAR.Y
R.WGSEIFHTLKK.G
R.WGSEIFHTLK.K
K.DGLANSLLVK.V
K.SIEDGMSEDDFAGWK.A
K.YEISGEGLSLSPEQMAEYLAALVKDYPIK.S
K.AVAAVNGDIAEALVGLDAEDQREIDMAMIDLDGTPNK.S
R.TLPVPMMNIINGGEHADNPIDVQEFMIMPVGAGSIAEAVR.W
R.YSAVMSHR.S
R.EIDMAMIDLDGTPNK.S
R.YVGGVSAR.T
R.SGETEDATIADLAVATNCGQIK.T
R.IEEELGDMAR.Y
K.SIEDGMSEDDFAGWK.A
K.LGTDVVLALDCAATEFFR.N
K.ALTDLIGGTCQLVGDDLFVTNPAR.L

YP_615579 Sala_0525 Pyruvate dehydrogenase (lipoamide) 82.58% 32 R.EGPRDPVPYDATPQELEK.F
R.GAAEAALEWVR.A
R.ASAEDQLYR.R
K.KVAATPAPASNR.E
R.SREEVQAVR.D
K.LPIIFVIENNQYAMGTSVNR.A
R.IPGMQVDGMDVLAVR.G
R.DHGHMLAYGIDPK.V
K.LMEGAGIGEDR.I
K.VIMAELTGR.A
R.AIVAESADFAESAPEPDLSELYTDVLVEQY.
R.GPVLMELK.T
K.FYGGHGIVGAQVSLGTGLAFAHK.Y
R.DKSDAIEHLK.K
K.GGSMHMFSVEHK.F
K.YRGDGGVAMAYFGDGAANQGQVYESFNMAELWK.L
R.YRGHSMSDPAK.Y
R.DPVPYDATPQELEK.F
K.KLMEGAGIGEDR.I
R.GDGGVAMAYFGDGAANQGQVYESFNMAELWK.L
K.VAATPAPASNR.E
R.RGESFR.I
R.IKDIDKEIR.A
R.DKSDAIEHLKK.L
K.VIMAELTGR.A
K.LPIIFVIENNQYAMGTSVNR.A
K.LMEGAGIGEDR.I
K.GKGGSMHMFSVEHK.F
R.GPVLMELK.T
R.GHSMSDPAK.Y
K.LMEGAGIGEDRIK.D
K.DSVITGYR.D

YP_615580 Sala_0526 Transketolase, central region 34.98% 12 R.TEDPVVFLENELLYGR.S
R.SFEVPDVDDFVLPIGK.A
R.TLRPLDTATVLASLK.K
R.VGAQHSQNYGPWYASVPGLIVIAPYDAADAK.G
K.VTQGLLQEFGAR.R
R.ASDPAIPEGTAMVK.L
R.VFVMGEEVAEYQGAYK.V
R.EALRDAMAEEMR.R
K.TNYMSGGQMR.C
K.AAIRTEDPVVFLENELLYGR.S
R.VCNEDVPLPYANNLEK.A
R.TLRPLDTATVLASLKK.T

YP_615581 Sala_0527 hypothetical protein 22.97% 4 R.FGAHLFALSGGTER.G
R.SEGLLLLR.I
R.WGLVWGAGVVGAEAEAR.Q
R.AAMAALWGLAAR.L

YP_615582 Sala_0528 Serine O-acetyltransferase 33.19% 7 R.DVAEADEEAPR.R
R.FLTAIDIHPGAK.I
R.VGANAVVTK.D
R.STLVDAAEYAR.E
K.RHPTLADDVIVGSGAQILGPITVNAR.A
R.IAHWLFEAR.L
R.DVAEADEEAPRR.K

YP_615585 Sala_0531 short-chain dehydrogenase/reductase SDR 46.67% 12 R.DGTGHSDAALAVVEEIR.A
R.ILMTASSTGLYGNFGQANYGAAK.L
K.AKEEWGGVHILINNAGILR.D
R.AYALELAR.R
R.VAIVTGAGGGLGR.A
K.VVVNDLGGAR.D
R.TPEGVAAAWDK.I
R.TPEGVAAAWDKIIDR.T
K.VHLLGSAYVTK.A
R.MTEDIFPAELFEK.F
R.CNTIAPVAGTR.M
K.EEWGGVHILINNAGILR.D

YP_615586 Sala_0532 phosphate-selective porin O and P 43.56% 12 R.LDAATGQPAPAAQPK.S
R.QQAALISLVWAPVDYIR.I
R.VATATGDRDYTADTFGLR.T
R.YDHLDLNDGGIVGGR.Q
R.AAFAQAFGFER.R
R.LVDTGLIDVASER.G
R.RGDLLLQAGVFGDNAGDLLDDSNNAVSLDGR.V
K.SPSVAAKPASEIGWK.G
K.AQVATLESR.L
R.MQVDLAAVDTPVGATDAR.G
R.TADGWSFKPR.G
R.TGPADPTFFGGYAEVGMVLTPGDR.R

YP_615587 Sala_0533 protein of unknown function UPF0089 7.61% 2 R.MIDYLEDSLVELETAAGIK.K
R.LYTAITSFPMMLTALTR.T

YP_615592 Sala_0538 Thymidine kinase 30.96% 4 R.AVVEGAQTEIGGNDR.Y
K.STTLLQADFNYR.E
R.TDFAANLFPGSAALLGLADALVELK.A
R.YGTGQVTSR.I

YP_615595 Sala_0541 tRNA pseudouridine synthase B 25.16% 3 R.DAENRPVALIEALAGTLK.V
K.LNAFGQGAAQSEIILPLEAGLVDIPALDLSPEAAGAIR.Q
K.VGHGGTLDPLASGVLPIALGEATK.L

YP_615596 Sala_0542 ribosomal protein S15 51.69% 4 R.INTLTEHFK.T
R.DKGDTGSPEVQVAILTDR.I
R.RSLLDYLR.K
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K.DEGRYQALIAK.L
YP_615597 Sala_0543 3' exoribonuclease 67.19% 54 R.EIFEAALAQAK.E

R.TTTQIRPIVAETHFLPR.A
K.ISSSDLDQIEAAR.K
R.GATEKETLVSR.L
K.VVNLVDFGAFVNFMGGK.D
K.VADVLSEGQDVK.V
K.IRDVIGTGGK.V
K.SVKDGQDFFPLTVHYQEK.Y
K.ISSSDLDQIEAARK.W
K.DGLVHVSEIR.N
R.VVDQETGAELEDTRPAR.E
K.VAGTSEGITTMQMDIK.I
K.RPVSGIAMGLILEGK.D
K.ESFIADGLDPQAVMAGIK.I
K.VDIDDEGLIK.I
R.SEDGPEDQGHVPDFLKD.
K.WIAGIVEEAEVGK.I
K.EPWEIASSDDDAALKDK.L
K.DGQDFFPLTVHYQEK.Y
R.ALHPVLPSKDEFPYTIR.L
K.DYAILSDILGDEDHLGDMDFK.V
K.DIAAAYK.L
R.TELSAHAPR.I
K.VSIEWGGETLTLETGK.V
K.KVSIEWGGETLTLETGK.V
R.IETMQIDK.A
R.AHGSALFTR.G
K.LAEQAAKEPWEIASSDDDAALK.D
K.KLEAEIVR.T
R.AHILGEMNK.A
K.DGLVHVSEIRNER.V
R.SNALNEAR.A
R.KWIAGIVEEAEVGK.I
R.EIVATTGAK.V
K.AKESFIADGLDPQAVMAGIK.I
R.PVSGIAMGLILEGK.D
K.VLEIDPR.G
K.DAEQMIDGLNGLSYQHFMLHYNFPPYSVGEVGR.F
R.VVDQETGAELEDTR.P
R.QADGAVIATLGETVVLCAVTAAK.S
R.GETQTIATCTLGTK.D
R.ERSEDGPEDQGHVPDFLKD.
K.VVNLVDFGAFVNFMGGK.D
K.VADVLSEGQDVKVK.V
K.RPVSGIAMGLILEGK.D
K.LAEQAAKEPWEIASSDDDAALKDK.L
K.ESFIADGLDPQAVMAGIK.I
K.EPWEIASSDDDAALK.D
R.LTSDITESNGSSSMASVCGGSLAMMDAGVPIK.R
R.ERGATEKETLVSR.L
K.WIAGIVEEAEVGKIYDGK.V
K.VAGTSEGITTMQMDIK.I
K.LTDKSAR.S
K.AKESFIADGLDPQAVMAGIK.I

YP_615598 Sala_0544 peptidyl-prolyl cis-trans isomerase, cyclophilin type 18.38% 4 R.LSPGDATTDFFLLLSDIK.G
R.SWGPANQLIQAGNR.G
R.APVTAANFLR.Y
K.RAPVTAANFLR.Y

YP_615599 Sala_0545 DNA uptake lipoprotein 73.11% 19 R.ITQQAQAALGEIVR.R
K.SAAVLGANYPGNEWYER.A
R.LTESYLALGIPEEAKK.S
R.SSNWLAASIR.F
R.GQYGIAAALFDEVER.Q
R.LKLDLVQDHLAGK.E
R.LTESYLALGIPEEAK.K
R.EYTPAIEAAQR.F
R.EVVDKYQTTSHAPEALYR.L
K.DAPYAYYLIALSYYEQISDVTR.D
R.LDRGQYGIAAALFDEVER.Q
R.FLAIHPGNK.D
R.FREVVDKYQTTSHAPEALYR.L
R.AQLMSSFSYYMDREYTPAIEAAQR.F
R.AQLMSSFSYYMDR.E
K.YQTTSHAPEALYR.L
R.RYPDSR.Y
R.GQYGIAAALFDEVERQHPYSPWAR.R
R.FREVVDK.Y

YP_615600 Sala_0546 DNA repair protein RecN 25.54% 7 R.LDAIEGGSAGLAR.L
R.LAGDLGAILEVFDGSDGGPALLR.G
R.AQVTASFAPPAAGSPLATLLADNDITQGVGEPLIIR.R
K.SILLDALGLALGAR.A
R.LDLDFEAGLGVLTGETGAGK.S
R.LAGDHALLAEALAALDR.A
K.VALAEEGGADTIIFDEIDR.G

YP_615603 Sala_0549 DNA ligase, NAD-dependent 15.13% 8 R.LLAEADDPDKAR.Q
R.LVGAAVEASPLAK.V
R.AQTTLEAIDIQVGRTGK.L
R.VLWDDLLSEVSPPPYVVETR.D
R.AQTTLEAIDIQVGR.T
K.SIAEFLELGWLEK.G
K.DVGSLTEAEAANELMRLAK.Q
K.AIESWGVPVSPLLK.R

YP_615606 Sala_0552 ABC transporter related 25.24% 3 R.FSAGPGLTALFGPSGVGK.T
R.WMTLEEAAGFLGIGHLFDR.W
R.ANLLYGHALAPQANR.W

YP_615608 Sala_0554 ribosomal L11 methyltransferase 21.05% 3 R.VIASDIDPASIFVTR.D
R.AEAEALSGEIPALDALDAPPVVVTR.E
R.EIDEDTGLWQLDAYLDDKPDAALLDLLR.S

YP_615609 Sala_0555 short-chain dehydrogenase/reductase SDR 36.96% 6 R.GIGAAIAEALTSTATK.I
R.IDILVNNAGVFEANPLDATDAEWLANWNR.T
K.IVALSSADGDLGDPATPDRLWHTSLDQLDGR.I
R.LWHTSLDQLDGR.I
K.IVALSSADGDLGDPATPDR.L
K.LLADIPLGR.V

YP_615610 Sala_0556 methyl-accepting chemotaxis sensory transducer 59.11% 18 R.SEVEASASVATR.A
R.LQQLEQAASEFSSR.V
R.LALLEFDIMQR.Y
R.LAANAAEIHAIIAGR.E
R.NDSGMVATEISVLSQEFAK.M
R.GSVSANQSIQQTIVDVQR.S
R.EAASTAAGLIR.A
K.IAAIQQATR.G
R.ASEQAGEAVAMSEALSHHAESIESILGLIR.E
R.VEGELYDSYVR.G
R.SIASLVQDTEGVR.E
R.RVEGELYDSYVR.G
R.LAANAAEIHAIIAGREEAVAR.A
R.GFAVVAQEVK.S
R.EIAGQTNLLALNATIEAAR.A
R.AYWDAFNALPNMDR.R
R.IREAMDAQAQTVTSITAAVDETALAADSMSSTIASIR.N
K.TSEVAAASEQSAMAMR.E

YP_615612 Sala_0558 alanine dehydrogenase 56.87% 18 R.TSTYALNNVTLPHALR.I
R.VLVETGAGEGIGAHDR.Y
R.GVLLGGVPGVAPGK.V
R.EGQILYTYLHLAPDPDQTR.D
K.VTFEAVAEAIGTDYVPVEQALD.
R.MSIQAGATALEK.A
R.DPHLLQGLNVWNGK.V
R.RDPHLLQGLNVWNGK.V
R.EGQILYTYLHLAPDPDQTRDLMK.S
R.YYVEAGAEIVQSADDIFAGADMVVK.V
R.VGLTPESAR.E
R.ELVVHGHR.V
K.EIKNHEYR.V
R.VLVETGAGEGIGAHDRYYVEAGAEIVQSADDIFAGADMVVK.V
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R.ANLAECVAEADLVIGAVLIPGAEAPK.L
K.VKEPQPVER.A
R.VGTFFEAR.A
R.MSIQAGATALEK.A

YP_615613 Sala_0559 hypothetical protein 49.35% 3 R.EAAEAAEAADKEAGK.S
K.TAAAAGLGIGSAAVIAALLYANR.G
R.EAAEAAEAADK.E

YP_615614 Sala_0560 (Acyl-carrier protein) phosphodiesterase 30.15% 3 R.LVEQGYGAAVTTR.D
R.ATSAIEALQQAA.
K.AALASSDELIAELEAADTIVIGVPVYNFAIPAALK.A

YP_615617 Sala_0563 two component transcriptional regulator, winged helix family 9.36% 2 R.VLLIEDEPTTAK.A
R.DIDDEGNEVR.R

YP_615618 Sala_0564 ribosomal protein L17 60.43% 9 K.LFDVLAAR.Y
R.ASDAAPIAIIEFVDR.D
K.GQDSGPVTTDEELEDA.
R.NMSASLIKHEQITTTVAK.A
R.ASDAAPIAIIEFVDRDMGAK.G
K.HEQITTTVAK.A
R.LMDEAQLAK.L
K.RGGLANR.R
K.LVTLAK.R

YP_615619 Sala_0565 DNA-directed RNA polymerase, alpha subunit 100.00% 35 R.VLLSSLQGAAITSIK.I
R.IGQELDYDKLNLTVETDGTVTPEDAVAYAAR.I
K.GYVPATANRPADAPIGLIPVDSLYSPVR.Q
R.GFGLTLGNALR.R
K.SLNEIKEVLSSMGLR.L
K.IENVLHEFSSLAGVREDVTDIVLNVK.Q
R.LQLSATGPATVK.A
R.EDVTDIVLNVK.Q
K.IENVLHEFSSLAGVR.E
K.NDNIIYIGDLVQK.T
K.KVDELELSVR.S
K.ATFVAEPLER.G
K.RLQLSATGPATVK.A
K.AGDIMVSGDIK.V
R.LGMDIPGWPPENIEEMAK.K
R.VLLSSLQGAAITSIKIENVLHEFSSLAGVR.E
R.KATFVAEPLER.G
R.PADAPIGLIPVDSLYSPVR.Q
K.NDNIIYIGDLVQKTEAEMLR.T
R.RVLLSSLQGAAITSIK.I
K.VDELELSVR.S
K.KPSNLEIK.T
R.ILQDQLQVFVHFEEAMSDSGLIGMAAPSAASDESDVNQLNR.F
R.SANCLKNDNIIYIGDLVQK.T
R.NWQELKKPSNLEIK.T
R.LGMDIPGWPPENIEEMAK.K
R.KSLNEIKEVLSSMGLR.L
K.VMNPNHVICHLDEGATLNMELVADTGK.G
K.LNLTVETDGTVTPEDAVAYAAR.I
K.AGDIMVSGDIK.V
R.QVAYKVDNAR.I
K.VMNPNHVICHLDEGATLNMELVADTGK.G
K.VMNPNHVICHLDEGATLNMELVADTGK.G
K.SLNEIKEVLSSMGLR.L
K.KLEQELLG.

YP_615620 Sala_0566 ribosomal protein S11 28.68% 4 R.ALQAVGFHITSIR.D
R.TLEVEVKGPGAGR.E
R.DVTPIPHNGVR.P
R.TLEVEVK.G

YP_615621 Sala_0567 ribosomal protein S13 91.80% 12 R.VQDLSDAEVLQIR.E
R.RVQDLSDAEVLQIR.E
R.IAGVNLPTNKR.V
K.TAVDIADKLGIDHGR.R
R.VIIALTYIHGIGR.K
R.IAGVNLPTNK.R
R.VQDLSDAEVLQIRETIDADHTVEGDLR.R
R.VIIALTYIHGIGRK.T
R.KTAVDIADK.L
R.NTAMNIKR.L
K.TAVDIADK.L
K.RVIIALTYIHGIGR.K

YP_615623 Sala_0569 peptidase U62, modulator of DNA gyrase 40.27% 13 R.EAPEDPYAGLAPADLLFR.G
R.GAVPDLDLDDGSEADPAALR.E
R.AVAGVTNSEGGSASHSR.T
R.EAALAVEDAAR.A
R.SRPFDGEGLPTAAR.D
R.LGALEDVERSEGQDISLR.V
R.LGALEDVER.S
R.ITGWLLDSASAR.Q
R.DYAWHSAHHLTDLESAADIGAR.A
R.VSGGIVGHLLAAIAGPAIAR.G
R.SEGQDISLR.V
R.SASVSTADMDAGELAR.L
R.QLGLTPTGHASR.G

YP_615625 Sala_0571 hypothetical protein 41.09% 7 R.LAGIDAAAAEVEAAVVAEER.A
R.RLAGIDAAAAEVEAAVVAEER.A
R.AADKTDWQAMIADER.A
R.NEAWANK.V
R.NEAWANKVVALER.V
R.FGTDSCSPTGLGGFTGCTQALVAGAR.A
R.YRVPPILR.G

YP_615626 Sala_0572 Ubiquinone biosynthesis protein COQ7 36.26% 5 R.VDQAGEFGATR.I
R.APGYPLLSLAIR.A
R.QQLDELGDSDPELSAAVADFR.A
R.EIAHMAEQEER.H
R.QQLDELGDSDPELSAAVADFRAEELEHR.D

YP_615628 Sala_0574 carboxyl-terminal protease 26.84% 7 R.SNPGGLLDEAVGISDLFLER.G
R.YFAEPGDLAAGAPVIVLIDAGSASASEIVAGALQDQHR.A
K.VIAPTADTPAAR.A
K.GIEDFQLHYALQTIGR.I
K.GSVQTVLPLSDTTALR.L
R.FTATADELKAK.G
K.SNYVEPVEDAK.L

YP_615633 Sala_0579 hypothetical protein 23.16% 3 R.AGSLVDAHGLR.K
R.ASDFLALTPR.A
R.AGSLVDAHGLRK.W

YP_615635 Sala_0581 gamma-glutamyl phosphate reductase 47.79% 11 R.LAAIADAIEAVAALPDPVGR.E
R.AQGLIDIIIPR.G
R.GPVALEGLTTYK.W
R.HTDAIVTEDAATAER.F
R.GGSEAVHSNR.A
R.ALHAAFAAGLVEAGLPADAVQLVPTQDR.A
R.VPVLAHLDGINHLYIDGAANPAK.A
R.FTRPNGLELSR.V
R.VPLGVIGIIYESRPNVTADAAALGLMAGNAVILR.G
R.TGICGATETILIDR.A
R.SAAILAANAEDMAAGQTNGLSGAMLDR.L

YP_615636 Sala_0582 hypothetical protein 17.72% 4 R.AVESAHGGAER.A
R.AAGPPVLDDPRDQVATSADFISR.N
R.NILQQSATYLGVAR.A
.MNGDIEGIGAAVTAGLAAR.A

YP_615637 Sala_0583 Enoyl-CoA hydratase/isomerase 24.76% 5 R.SPDAAEGVSSFLEK.R
K.GLVQSIHAPGELVDAAIAR.A
R.ELTEHSAPVSVALTR.H
R.GRSPDAAEGVSSFLEK.R
K.RPANFTASVANDYPWFAEFEEAPPYS.

YP_615638 Sala_0584 phosphoribosylaminoimidazole-succinocarboxamide synthase 62.79% 15 R.ISEHVFTLLGNIGVPTHFIR.R
R.DLGGEVEAYQEVAR.R
R.LGIEEGTQLPR.T
K.ILYEGPEPGTLIQYFK.D
R.QVEIVPIEVIVR.N
R.INDFMSGMFAAVGIR.L
R.RLGLLPEGGDNAVLDLESHR.K
K.RLGIEEGTQLPR.T
R.LVDFKLEFGR.L
K.ILYEGPEPGTLIQYFKDDATAFNAQK.R
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K.DDATAFNAQK.R
R.NVAAGTLSK.R
R.LGLLPEGGDNAVLDLESHR.K
R.IILADEISPDGCR.L
K.DDATAFNAQKR.G

YP_615639 Sala_0585 peptidase M16-like protein 55.45% 31 R.GEAVFTRPETALALFESVAPSLDAAAITTAFR.K
K.APIDGGVDAILASLR.A
R.LIAENIGEAIVSR.R
K.IALDEDSPILAGSLSDANGWK.V
R.VLPQQYAANDATPAAVIAR.D
R.TVSPAFGAAIDAFGGTATTSPEDFALQAK.L
R.VDGGTLLATR.D
K.LLAAYLTHPGYR.A
R.LGESYSPGAAASLSDEFPGYGHLFAASNVDYK.D
R.PAAADDFVDPAIQDSVTLAAFRPWVDEPDTR.A
R.LDVGSFAEADDQR.G
R.ALEHGFTEAEVAEQIANQR.T
K.VFDQVTIGAVAR.E
K.GPAGVDPDIGAIDYAR.P
R.EALAIVEQER.R
R.SEALADALVVAAR.G
R.RSEALADALVVAAR.G
R.ETASELTLDSAAIDRER.G
R.ETASELTLDSAAIDR.E
R.ASTQVAVAPPAEAASAAFAYDNFGTPGTIVADDRIEDLGIR.R
R.VYWPARDDSDLAEAMR.L
R.TEGLSAPLVR.V
R.NGIAEVEAATPEELQALAQR.Y
R.KGLAFGADTNASTGFDETIYK.L
R.GLAHFLEHMAFNGSTNVPEGEMIK.L
R.FANNVMLNVK.T
R.ENAYWLNYVAEATSQADR.L
R.DVGGILANDDPR.A
R.DAPADPDLVDR.A
R.ATLVMVGDFDPAAVEAK.I
K.LDLPNASDDLIDTGLMLMR.E

YP_615642 Sala_0588 bacterioferritin 66.25% 13 R.ILFLGGLPNFQLLGR.L
K.ADLALEEEAIPLLK.D
R.VGETVEEILK.A
K.DAIAHSESVR.D
R.MGIENYIQLQSKPAGDD.
K.VIDFLNEALK.N
R.LRVGETVEEILK.A
K.DAIAHSESVRDYVSR.D
R.MLDNWGVAR.L
R.MLDNWGVAR.L
R.MGIENYIQLQSK.P
R.MGIENYIQLQSKPAGDD.
K.VIDFLNEALKNELTAINQYWLHYR.M

YP_615644 Sala_0590 phosphoribosylformylglycinamidine synthetase PurS 38.16% 2 R.LLANTVIENYR.I
K.AIHHALEGLGFTGVADVR.A

YP_615645 Sala_0591 phosphoribosylformylglycinamidine synthase I 75.11% 12 R.ETGLPEGTDFIALPGGFSYGDYLR.S
R.YLDGVNGSAR.D
R.DIAGVLNDAGNVLGMMPHPER.A
R.GVPVLGVCNGFQVLTEAGLLPGALMR.N
K.APAMVWHR.E
R.NAGLNFVCR.T
R.GVPVLGVCNGFQVLTEAGLLPGALMR.N
R.DMAVALETVTGK.A
K.TAVIVFPGSNCDRDMAVALETVTGK.A
R.NAGLNFVCRTVPLK.V
K.VENSQSLFTAAYGAGEEIAIPVAHHDGNYFADADTLDR.I
K.TAVIVFPGSNCDRDMAVALETVTGK.A

YP_615647 Sala_0593 protein of unknown function DUF165 14.86% 2 R.EGVDVFDEGTDFTPFAAK.V
K.TLWEAALTPVTYVVVGALK.R

YP_615648 Sala_0594 hypothetical protein 39.17% 7 R.VVQDGELITAGR.R
R.LADYFEEMLRQPA.
R.SMFPLFSAAVEALMPLDR.L
R.EMTRDDIVAAAIAAEDAFHATSLGLATAPTIR.R
R.LADYFEEMLR.Q
R.EMTRDDIVAAAIAAEDAFHATSLGLATAPTIR.R
R.TLALMHGPTFQGDGAHALR.R

YP_615651 Sala_0597 transcriptional regulator, LacI family 21.80% 4 R.NAVSSEASGHAAAK.T
K.GAGELLVDALLR.R
R.WGSVSEDDIGLTVGSDNIGAGEQAGAHLIEIGR.R
R.SDGIILLGYGDYQLYR.E

YP_615652 Sala_0598 hypothetical protein 25.91% 6 K.VYAFQPAEFIAFR.K
R.TANVFDAAIR.G
R.KPAELLAFAEIAPGEK.V
R.LLAAAVGPAGK.V
K.VGDFVMGSGYVTR.L
K.VYAFQPAEFIAFRK.Q

YP_615653 Sala_0599 hypothetical protein 25.11% 8 R.LTIAQQYLDGEIDR.S
R.TAADAAALDAIAATYLR.L
R.LSLEIGTHEPGYIDAYYGPAELK.A
R.SYVINYGLGEAMVR.A
R.FAFVDEAER.L
R.IVSEPTLPSDLMER.
K.APSGEPGVAALDVR.R
K.AAAEANPR.E

YP_615654 Sala_0600 Na+/H+ antiporter NhaA 21.23% 5 R.TPGAPDSQTSPLHR.L
K.GEIAVDGDVR.D
R.ALGLDQLFAPLPLGIAAGLFLGK.Q
R.LEHALHPTVAFAIVPLFGFANAGVDVR.A
R.LAPLHPEHNAVESASK.G

YP_615659 Sala_0605 protein of unknown function DUF87 8.26% 2 R.LPSDGRPISIIDVSGVPSDITGVVVAVLSR.L
R.YPVPGSPVFAATSADLK.Q

YP_615660 Sala_0606 glyoxalase family protein 60.00% 7 R.VDDLDAVLQPFR.E
R.EAGEEIITKDEWDDPAVGR.F
K.GIGGLFFR.A
R.NPEALNAWYR.E
K.ADTDYFAADR.Q
R.VHDPEGNPIELWEPPRS.
R.ARNPEALNAWYR.E

YP_615663 Sala_0609 protein of unknown function DUF150 44.20% 7 R.ISDRLDALEEAGQDPIDVAYR.L
K.LPFGAIDTAK.L
R.VAFFGGDSDPTLQVMAERPDTR.Q
R.LEVSSPGIDRPLTRPADFADWAGHEAK.I
R.LDALEEAGQDPIDVAYR.L
R.VAFFGGDSDPTLQVMAERPDTR.Q
R.PADFADWAGHEAK.I

YP_615664 Sala_0610 NusA antitermination factor 66.79% 35 K.AIVIEAIEEAIQR.A
K.LFAQEVPEIYDGIIEIK.A
R.VVEVVETVEDYFK.Q
R.IGDFIVDPLPAVDLGR.I
R.ELGVEDALADIPHLTEAMLVTLGK.A
R.TLDDLADLATDELIAK.K
R.AHWFDDEESSEPATAPAAEPQNGEAADADPAQ.
K.AELLAIANSVASEK.M
R.AGEIITGVVK.S
K.KLFAQEVPEIYDGIIEIK.A
K.QIDIMTEADASEKR.Q
R.VQAVVQELQGEKIDIIPWSEDTATFVVNALQPATVQR.V
R.GPQIFLSR.A
K.SVEFGHIVVNLGR.A
K.IDIIPWSEDTATFVVNALQPATVQR.V
R.YGAENDIR.A
R.VQAVVQELQGEK.I
R.AEDKGGVLGEYGLSEEQGNEIIMAAR.A
R.VVIDEDDGRIEVVVPDDQLSLAIGR.R
R.RELGVEDALADIPHLTEAMLVTLGK.A
R.AKLDPQTGDLR.L
K.GGVLGEYGLSEEQGNEIIMAAR.A
R.VVEVVETVEDYFKQVDLAAGQK.L
R.TLDDLADLATDELIAKK.R
R.ELGVEDALADIPHLTEAMLVTLGK.A
K.QVDLAAGQK.L
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K.IGVISYDSSIDPVGACVGMK.G
R.SETRGPQIFLSR.A
R.RDQQIPR.E
R.QYQEFKDR.A
R.LASQLTGK.Q
R.EEAARAER.R
R.ARYGAENDIR.A
K.QIDIMTEADASEK.R
K.IGVISYDSSIDPVGACVGMK.G

YP_615665 Sala_0611 protein of unknown function DUF448 46.03% 8 R.VSDTDSREPGTGDTSAASAVSGAF.
R.ALHEGGFTIPDDLGAR.I
R.VGEDDEGSGR.E
R.LLLHASDAGDDGR.K
R.NDQLSQTDR.A
R.LALGPDGGIAPDVHGK.A
R.ENAVHLAIVDAR.A
R.AGMLISGNDKIEQAAR.R

YP_615666 Sala_0612 translation initiation factor IF-2 68.40% 51 K.GDVQGSVEAIVNALNK.L
R.FKDDVAEVR.A
R.APIIGFNVRPNAK.A
R.AAEGTVIEAK.L
R.GPVATILVR.R
R.GANVQAGEAGGITQHIGAYQVK.A
R.FLYYDVIYHLTADVAK.E
R.EVVVPDTITVQELANR.M
K.ANVIEYPVVIK.G
R.GANVTDIVILVVAADDGLKPQSIEAINHAK.A
K.LLDAIALQAEIMELK.A
R.VLGRPGEAAPTPEVEEAK.A
R.LTRDDVIVSATTIASLR.R
R.DKAAGLLVLEGSIR.K
R.PATASAAPAPR.R
K.VDKEGANPQR.V
K.TSLLDALR.G
R.TVEAGQVQQQFSHGR.R
K.AAGLLVLEGSIR.K
R.VLHAGAGAITESDVTLAASTR.A
R.LLEHELVVEEMGGDVQNVEVSALKK.T
R.HDEDVDDAAQLKPR.A
R.EVAAYRQEQALK.K
K.APEPAPTPAASAPDATAADAPPAAEGPVETAARPATASAAPAPR.R
K.AAGVPIIVAINK.V
R.PGEAAPTPEVEEAK.A
K.RTVEAGQVQQQFSHGR.R
K.DGSVITFLDTPGHEAFTEMR.Q
K.AKDGSVITFLDTPGHEAFTEMR.Q
R.APVVTIMGHVDHGK.T
K.QATPSMPVEVLGLGGVPMAGDTLIVVENEAR.A
K.MGMPVTVNQTIDQDTAELLVTEFGHEIK.R
R.AEVKDVFPAGK.R
R.PAAPKPAAVDSLMTR.Q
R.NTVVVEVKR.R
R.DDVIVSATTIASLR.R
K.VGDIFVCGAESGR.V
K.MGMPVTVNQTIDQDTAELLVTEFGHEIKR.V
K.EMAGELGPER.I
K.AAGVPIIVAINKVDK.E
R.VSEADIDIRHDEDVDDAAQLKPR.A
R.VSEADIDIR.H
R.RFTPVEALK.R
R.QEQALK.K
R.MAALEENR.R
R.EIANREK.V
K.TGLDKLLDAIALQAEIMELK.A
K.PAAVDSLMTR.Q
K.DVFPAGK.R
K.APEPAPTPAASAPDATAADAPPAAEGPVETAAR.P
K.ANPDRAAEGTVIEAK.L

YP_615667 Sala_0613 ribosome-binding factor A 33.09% 3 R.HKEQSEGPSVR.V
R.GDVHDDVLATHPVSVTEVR.M
K.FLADDSFDEASHIDR.L

YP_615669 Sala_0615 tRNA synthetase, class II (G, H, P and S) 43.51% 13 R.IFLPLGHDAAVAASLR.A
R.IGAGAYLPLLR.A
R.IATSLLAASPR.P
R.TVAALTDADDATR.L
R.AFDTSGVLGGR.I
R.VTLTLDPTER.H
R.GGAYAIPVGEAEEAAVGFSLYPDPLIDAGLGAEDMAER.R
R.IDALEAIAAPIRDR.V
R.TLALRPDITR.Q
R.IATSLLAASPRPLR.L
R.GGAYAIPVGEAEEAAVGFSLYPDPLIDAGLGAEDMAERR.I
R.DELDAKDAGALAR.I
K.APALLPEGLR.D

YP_615670 Sala_0616 D-3-phosphoglycerate dehydrogenase 60.42% 37 R.AIELGVEKVDLDTLLAR.A
R.IGSTLGDAGLNIGTFHLGR.R
R.ADFITLHTPLTDQTR.N
K.VVAFDPFLTPER.A
R.AGIGVDNIDIPEASKK.G
R.AGIGVDNIDIPEASK.K
K.VTADVLAAATK.L
R.SVAGTLFGNNEPR.L
R.VTVATEAGDR.S
K.TRDELIAMIGDYDGLAIR.S
R.YSDSVNMVNAPHLAR.E
K.NDFMGVELTSK.T
R.QIPEANALTQAGK.W
K.VDLDTLLAR.A
R.HDREGDYHTLVR.V
R.GGLIDEAALK.D
R.QIPEANALTQAGKWPK.N
K.VEADLDGDMLYIVNEDAPGFIGR.I
K.LRPYMSLAEK.L
K.GVVVMNTPFGNSITTAEHAIAMMFALAR.Q
R.GIRVDEITGK.T
K.MKVVAFDPFLTPER.A
R.RYSDSVNMVNAPHLAR.E
R.DELIAMIGDYDGLAIR.S
R.YSDSVNMVNAPHLAR.E
K.TLGLIGCGNIGSIVAER.A
K.NDFMGVELTSK.T
R.VDEITGK.T
R.RAAGGEAVLLLSLDSPMPEPLLWQVCQLPGVK.M
R.RAAGGEAVLLLSLDSPMPEPLLWQVCQLPGVK.M
R.EGDYHTLVR.V
R.AIELGVEK.V
K.VEADLDGDMLYIVNEDAPGFIGR.I
K.TRDELIAMIGDYDGLAIR.S
K.LRPYMSLAEK.L
K.KGVVVMNTPFGNSITTAEHAIAMMFALAR.Q
K.GVVVMNTPFGNSITTAEHAIAMMFALAR.Q

YP_615671 Sala_0617 phosphoserine aminotransferase 86.97% 35 R.PVTALAWESFGEGWVTDAAK.Q
K.VLGGEGGHGVLILGPR.A
R.AGLSFADATSAVFAYDLPWDKIDVATFSWQK.V
K.EGAAYDIAGYR.D
R.LETHTPAWPLPK.V
K.GETINTPSMLAVEDAIFALEWAK.S
R.SDANAAALDKIVEER.D
R.IGIVPGSDTGAFEMAMWTMLGAR.P
R.DWLSHLAADPASR.S
R.SDANAAALDK.I
R.ADYGQLPDLTQVDWSNDVLFTWNGTTSGVR.V
R.VPNGDWIADDR.A
K.IVEERDWLSHLAADPASR.S
K.GALAEGVFKGETINTPSMLAVEDAIFALEWAK.S
R.AGLSFADATSAVFAYDLPWDK.I
K.TFAGLLEKEGAAYDIAGYR.D
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K.IDVATFSWQK.V
R.EMLQLPDTHR.I
K.EGAAYDIAGYRDAPPGLR.I
R.SKTSVCLSVAGADADFIK.T
R.SDANAAALDKIVEERDWLSHLAADPASR.S
R.LAYCIDLMR.E
R.IWCGATVDTADIEALGPWLDWAYVSLK.S
R.IGIVPGSDTGAFEMAMWTMLGAR.P
R.IGIVPGSDTGAFEMAMWTMLGAR.P
R.IGIVPGSDTGAFEMAMWTMLGAR.P
K.GETINTPSMLAVEDAIFALEWAK.S
K.ARSDANAAALDK.I
R.LDPTIIR.A
R.IWCGATVDTADIEALGPWLDWAYVSLKS.
R.IGIVPGSDTGAFEMAMWTMLGAR.P
R.IGIVPGSDTGAFEMAMWTMLGAR.P
K.TSVCLSVAGADADFIK.T
K.TFAGLLEK.E
K.QLRLDPTIIR.A

YP_615673 Sala_0619 conserved hypothetical protein 730 55.67% 11 R.IPEPGEADALEAAATDDATR.N
K.AKDDAQFAQQATTTPQTAHPAYR.L
R.VVNFEALVEEGVVSAR.D
R.DLGLFQFVETADEAWK.I
K.IKPIPIVLFGK.E
R.LAFQDNDFLLR.E
K.IIQDFYANIEEQH.
R.ESIGLNIVLPHEQAPNR.F
R.GAADEGRESIGLNIVLPHEQAPNR.F
K.DDAQFAQQATTTPQTAHPAYR.L
R.FQLELLKPELLLDEAGIESTLVVYGSAR.I

YP_615674 Sala_0620 cytochrome c, class I 35.37% 4 R.HGIGPNLHGIVGAPVAAK.A
K.GGVWDEAALDAYLK.A
K.ALILYLQAQK.
K.AGFSYSGAMK.A

YP_615675 Sala_0621 cytochrome c, class I 20.28% 4 K.AHGHVPGFAYSEALK.S
K.MSFAGLSSPEDR.A
K.SVPGNWDFASMDEWLK.S
K.MSFAGLSSPEDR.A

YP_615676 Sala_0622 Prephenate dehydratase 49.49% 11 R.GLAFQGAPGANSDLAAR.E
K.LESYQTGGSFAATK.F
R.ALEELDFQTK.S
R.VADIHFLLPESGLSIVGEHFLPIR.Y
K.FYADIVGAPGDER.V
R.ALALAEPAR.G
K.FYADIVGAPGDERVDR.A
R.LLGTYPQAR.P
R.EYDPNSLPLPCYAFEDAIDAVR.E
R.AIIPIENSLHGR.V
K.ALGGFATNGVNMTK.L

YP_615678 Sala_0624 hypothetical protein 36.20% 4 K.LPLFVIGEWAR.P
R.SETIVPGPTADDLAFVAANK.L
R.QSLPAPPDGTLAVVR.L
R.TIGEVGEIGPWRD.

YP_615679 Sala_0625 DNA polymerase I 42.58% 30 R.LSSTDPNLQNIPIR.T
K.FGVTPDLVGDVLALMGDSVDNVPGVR.G
R.FPGISDYISDTLETAR.A
K.SQISFAEVQLDR.A
R.IEGEIHALAGQPFAIGSPR.Q
R.AAINAPIQGTSADLIK.R
R.AAHVVAVDTETASLDSVTGR.L
R.VHTSYSLVGAQTGR.L
R.LGALFADDAVLK.V
R.MPGALADAGLADVK.M
R.GVPVGAVYGYTTMLWK.L
R.DAFIAAPGHVLIAADYSQIELR.L
R.ARYETVTTIEALDR.W
K.LSVPLEVEIGTGKSWGDAH.
K.LDLGTAPAGPPTLPR.A
R.LEITPDEAQALISR.Y
K.STYTDALQEQVNATTGR.V
K.SGDWSTDQNELER.L
K.LSGEFANEMLR.I
R.YETVTTIEALDR.W
R.LVGVSLSTGAGK.A
R.LGIDAVNEK.F
R.ATEYAAEDAEVAWR.L
K.TVNFSILYGISR.W
K.LSVPLEVEIGTGK.S
K.LKSTYTDALQEQVNATTGR.V
K.LFLDEHGFR.S
K.HQHGLDELAK.L
K.ANRPDPPEDLVPQFPLIR.D
K.AAAAGEVIR.A

YP_615683 Sala_0629 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen 68.98% 17 K.WEEGAETLAPSIELVGKI.
K.AWHDSSPAIGK.I
K.WEEGAETLAPSIELVGK.I
K.IAYHMLGDQNHVLANNFGVLR.E
K.FVPVTDADVK.G
R.NAGELVR.K
K.FVPVTDADVKGK.W
K.IAYHMLGDQNHVLANNFGVLREDSGLADR.A
R.EDSGLADRATFVVDPDGVIQVMEITCEGVGR.N
R.ATFVVDPDGVIQVMEITCEGVGR.N
R.ATFVVDPDGVIQVMEITCEGVGR.N
R.ANPGQVCPAKWEEGAETLAPSIELVGKI.
R.ANPGQVCPAKWEEGAETLAPSIELVGK.I
K.IAYHMLGDQNHVLANNFGVLR.E
R.EDSGLADR.A
K.PFSATSYHQGK.F
K.IAYHMLGDQNHVLANNFGVLREDSGLADR.A

YP_615684 Sala_0630 FAD-dependent pyridine nucleotide-disulphide oxidoreductase 55.19% 18 R.GATSQPGIFAAGDVTTVPYK.Q
K.LGSLPNVTVITSALTTEVLGNGEK.V
R.FGGQLLDTLGIDNFVSVQHTEGPK.L
R.ALVEEVAAQSDR.I
K.ASLSAFDHLIR.A
R.HPIELVASLDASPK.S
K.IAAKEPFDVLVVGGGPGGAAAAIYAAR.K
K.LAAQLEAHVK.D
R.HTAIDGALFQDEVERR.Q
K.DYDVDVMNAQEAAALIPGGANGLHEVK.L
R.MDLAQIVAK.L
R.HTAIDGALFQDEVER.R
K.EPFDVLVVGGGPGGAAAAIYAAR.K
R.VAVIGGGNSGVEAAIDLAGLVAHVTLIEFDSQLR.A
R.RPSFAIR.G
R.GTDEEHLIELEGIFVQIGLVPNTEWLGDAVALSGR.G
R.ADAVLQTK.L
K.TVILSTGAR.W

YP_615685 Sala_0631 glutathione-dependent formaldehyde-activating, GFA 37.65% 4 K.AAGNFFIALIGVPR.D
K.ASNHQHPDHDTDVWPEGR.
R.GSPATFNSSDK.A
K.HINLTTGSFDDPSQFPPR.F

YP_615688 Sala_0634 GMP synthase-like protein 66.29% 27 K.GVILSGSPASVPAEGSPR.A
R.EAGVYSEIVPFSAAEAALAR.M
R.VVYDYTSKPPGTIEWE.
K.FIGAEFINVFEEEAR.K
R.IINEVQGINR.V
R.DHYNIPLVVVDAEER.F
R.AVTSTDGMTADIYPFDASFLSR.C
R.YYGTQFHPEVVHTPDGAK.L
K.SHHNVGGLPER.M
R.KADAVYLEEIR.N
K.ELGLPDIFVGR.H
K.ADAVYLEEIR.N
R.KIGGADFLAQGTLYPDVIESVSFTGGPSVTIK.S
R.IVAVSDGAPFAVIANDER.R
R.FMAGLAGITDPEQK.R
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R.VREAGVYSEIVPFSAAEAALAR.M
R.KFIGAEFINVFEEEAR.K
K.IGGADFLAQGTLYPDVIESVSFTGGPSVTIK.S
R.NAGLYDAIWQAFAVLLPVK.T
R.SIFDSGLPILGICYGQQVMSQQLGGK.V
R.IVAVSDGAPFAVIANDERR.Y
R.AFLTVTEPCVLFDGLWQVGER.H
K.LVEPLRELFKDEVR.L
R.TYDHVCALR.A
R.FMAGLAGITDPEQK.R
K.VEPGGIDGERDGEFGR.A
K.FIGAEFINVFEEEARK.I

YP_615689 Sala_0635 TonB-dependent receptor 22.47% 11 R.FQSEVEPSFLAITER.G
R.DLPGVFGSLTVPLLDPDYAVGK.I
K.VEVFPEEVALQYGYSADER.V
K.LTDTVLIRPGVPELDLLDGSATGSGGGSNR.H
R.ADGVTTTDLSR.D
K.SHDTANSFPLLTPEIEAAFPDR.V
R.WSVTGNYADADQRTFTDR.I
R.WSVTGNYADADQR.T
R.LDQTDTLSLLGPGPGGVGDPLTR.D
R.LAIDNVFDAQR.K
K.VTDASINLR.L

YP_615692 Sala_0638 aldehyde dehydrogenase 42.56% 16 R.TALATPDVIDEAIAGAVR.A
R.NYGEVQPLDISPR.A
K.LLSFTGSPGVGWDLK.A
K.FTDWDAALAEVNDSK.F
K.FGLQAGLFTR.D
R.DGADLFTTDER.L
K.VLTAWDHLDVGGIVVNDVSSYR.V
R.DTFIGPMISAR.E
K.LKDVYPLYLNNK.A
K.FTDWDAALAEVNDSKFGLQAGLFTR.D
R.IAAEEATR.N
R.FDELAYALCVEAGKPIADSEGEVTR.L
R.DGADLFTTDERLK.L
R.DADLDHALER.I
R.AIIHADVYDR.F
K.AAQPNSDLVVTDKYTGEIAFR.T

YP_615693 Sala_0639 thiamine pyrophosphate enzyme-like TPP-binding 16.24% 6 R.YAESYGASGHR.V
K.DWGLTYGNPDFVR.Y
K.DERFPIFPPYLVQQIR.D
R.KAEVAHTAPLAK.D
R.DGPTVIHVSTK.T
K.TAEVDPVYFPDIEVIGDIANAVWQMK.E

YP_615696 Sala_0642 Cobalt chelatase, CobT subunit 14.50% 6 R.AWDFDQEEGQLDAAR.L
R.TLPADQVAEAR.G
R.GFADSYALR.M
R.APQGTETGLSLVR.E
R.GRPISIAAISADILAR.T
K.EAGGDLTALSMLLDDQAAFAETAK.I

YP_615698 Sala_0644 cobalt chelatase, pCobS small subunit 84.19% 23 R.VPDLDPAYVFDGDTTLAILAGFK.Y
R.VFGEDLPESVIAK.
K.VPDTDDTTVANMVK.V
K.STHIEQVAAR.L
R.LFSTANTVGLGDTSGLYHGTQQINQGQMDR.W
R.VIRPNPWFR.L
R.DAIVLKDGQQVTEFR.E
K.VPAFSEADAR.V
K.DGQQVTEFR.E
R.TVISWAQNTAIFHNIGFAFR.L
R.MIVAEYYQR.V
R.WNIVVTLNYLPAATESAIVLAK.V
R.QGFINGDISTVMSPR.T
K.VPAFSEADARVPDLDPAYVFDGDTTLAILAGFK.Y
R.VMVQGYHGTGK.S
R.EGLLPWALQTPTALVFDEYDAGRPDVMFVIQR.V
K.LTLLDQNR.V
R.VLETEGKLTLLDQNR.V
R.VNLDAHISR.I
R.VMVQGYHGTGK.S
R.MIVAEYYQR.V
R.LFSTANTVGLGDTSGLYHGTQQINQGQMDR.W
R.EVFGVDIDMKVPAFSEADAR.V

YP_615702 Sala_0648 hypothetical protein 19.67% 2 R.WLTGYSQTELEGR.I
R.YLDKLIDELAK.G

YP_615703 Sala_0649 Pirin-like protein 21.77% 5 R.FPLVPGDSEEFIPIPEVPK.T
R.AVLVALGDASLDGEPLDR.H
R.VMLLGGEAFTTPR.H
R.HVWWNFVSSSR.D
K.AGRFPLVPGDSEEFIPIPEVPK.T

YP_615705 Sala_0651 hypothetical protein 17.14% 2 K.AQAELGAAYAAR.V
K.TVIGSVPLLASR.S

YP_615706 Sala_0652 beta-lactamase 27.15% 5 R.FGLSLDDVAAADASSALPALPAALR.A
R.LIEPLGMTSLTPEFDAK.G
R.YAAGFGPDSK.L
R.ADALFADAEAVGQTR.A
K.PAAAQPGEVFNYSSATSIILSDIIADTLTPSESPDAR.R

YP_615707 Sala_0653 Phenazine biosynthesis PhzC/PhzF protein 43.59% 5 K.GGDILYIATAPGTGDASGADVVSR.A
R.VDAFADRPFTGNPAAVMPLEEWLDDATLR.A
R.AIAAENNLSETAFLVPDESGDADYELR.W
R.DAFAAYQASAR.G
R.ALGGQPVETLWHEGGYAVIVYPDAASVR.A

YP_615708 Sala_0654 pyridoxamine 5'-phosphate oxidase 47.69% 8 R.IEGSVAPVDNATADAYFATR.S
R.DSQIGAWASDQSRPLDSR.A
K.GHGPDGFVFYTNLDSR.K
R.DSQIGAWASDQSR.P
R.IEFWQDR.A
K.GGELAANPHVALLFHWK.S
R.KGGELAANPHVALLFHWK.S
R.ASEPNDSNAMALATATPDGRPSLR.M

YP_615709 Sala_0655 chaperone DnaJ-like protein 63.61% 15 R.LSVSFIDAATQAPQR.I
R.LDLPVTLAEAVK.G
R.ITLADGGTIDLK.L
R.IMVDLPADDAALVK.L
R.DGANIRLDLPVTLAEAVK.G
R.ITLADGGTIDLKLPAGVETGTQMR.L
R.AQGGFSGFGNDGADFGDIFEGLFGGR.G
R.AQFDRGEIDADGNPAMPFGYGGAGFR.G
K.LPAGVETGTQMR.L
K.GQPGPGGHGDAIVTITVK.D
R.GGGPFGGFGGR.S
K.VKVPTVDGPVMLSIPAGSSSGK.V
K.SGGRGDQLVR.I
K.AYDLLSDKAK.R
K.AYDLLSDK.A

YP_615711 Sala_0657 enoyl-acyl-carrier-protein reductase 73.45% 12 R.VNAISAGPIK.T
K.YLANDYGPQGVR.V
R.WPTIDFVVHAIGYTNK.E
K.TLAASGIGDFR.L
K.WNEYNAPLR.R
R.AAAMMAPFDPETGAGGGSLLTLSYYGAEK.V
R.GLIMGLANDK.S
R.VKPLADQLGCDFLIDCDVSDMDNLDAAFGSLAAR.W
R.NVTIDDVGGSALYLLSDLASGVTGETHHVDAGYHTIGMK.Q
K.TLAASGIGDFRLILK.W
K.SLAWGIAK.A
K.ALHAHGAELALSYQGEVMAK.R

YP_615713 Sala_0659 Chorismate synthase 32.12% 9 R.VAFKPTSSILTPVPTVNK.A
R.LSLSEADIQPFLDKR.R
R.LSLSEADIQPFLDK.R
K.AGEATDIVTR.G
K.TTGTPISLMIENVDQR.S
K.GVEIGAGFGVAR.L
K.AGSSLGAVIECAASGVPAGWGAPVYAK.L
R.KAGSSLGAVIECAASGVPAGWGAPVYAK.L
K.LDSDLAAAMMGINAVK.G
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YP_615715 Sala_0661 sodium:dicarboxylate symporter 8.62% 2 R.AGSIIQTSR.E
R.TTLNVIGDLVAATVVSAGIDDRPEGDSPG.

YP_615717 Sala_0663 cytochrome P450 18.76% 5 R.HYADALNDGIR.G
R.NPDSAIDHIPGEDGLPIIGNTLEQLR.D
R.LREEMLAVAPAGEGVGHNSLGELELTEWAFK.E
R.AFLVDYFSR.M
K.IFFHHVVTTHR.I

YP_615722 Sala_0668 protein of unknown function DUF59 36.54% 4 R.VADAETAPEKLER.K
R.PAAVDPAAVGGDLYEAVIAALK.D
R.DYLEGFLAAR.P
R.IEEVAHVEAPPK.A

YP_615723 Sala_0669 cysteine desulfurases, SufS subfamily 55.80% 12 R.ASFGLYSNDDDVAALIDGLAR.V
R.GATEAINLVAYSHPK.K
R.SADMTLAYEAAR.R
R.GHNMVAFAHVSNVLGSPLDVAR.A
K.VGAELLIDGCQAVPR.L
K.LYGPTGIGVLWSDKLDALPPWQGGGSMIDR.V
K.DDQIAFVR.G
R.NSITLYGPENSAGIVSFSMAGVHPHDIGTILDESGVAIR.A
R.LPVDVAALGCDYYVFSGHK.L
R.IAAFIGAK.D
R.DYATVHR.G
R.DQFPGLTPGWHYLDTAATAQKPQAVIDATLAAMGR.D

YP_615724 Sala_0670 SufBD 55.79% 8 R.DAQQTDSEQDVK.A
R.SVLGGTATGTYLGK.V
R.AIVQDSGAIHQIEMSIGK.D
R.SATANAKPELEIFADDVK.C
K.DATAALHILNIGGAYGR.I
R.YADIDAVAAAWPLPAPESIIVPAGGQFAR.A
K.ILLQAFVAGVFDGAVDEAR.L
R.LQELALAK.L

YP_615725 Sala_0671 FeS assembly ATPase SufC 67.21% 10 R.LLDYVQPDFVHVLADGR.I
R.LAILDETDSGLDIDALR.T
K.IENLHATVADKPILK.G
K.AVLLITHYQR.L
R.AAAGLFLGFQYPVEIPGVSNVQFLR.E
K.RPVNVGFSGGEK.K
R.GLEPLSGGEFLK.L
R.TVGDGINTIMR.R
R.NEMVQMGILDPR.L
K.STLSYVLGGRPGYEVTEGSVTFEGQDLLDMEPHER.A

YP_615726 Sala_0672 acetyltransferase, GNAT family 30.99% 4 R.GQQLADGTAVDR.I
R.ASELGLAAINATIR.A
K.GVGTALFAATR.A
R.EDGYPADWGDIGTFTR.I

YP_615727 Sala_0673 protein of unknown function DUF559 24.86% 3 R.DKALAEQGYR.T
R.QADGPHPNPSPEGEGLKR.V
R.GWGLSALDIAELQSR.A

YP_615728 Sala_0674 FeS assembly protein SufB 37.17% 12 R.INAENTGQFER.T
R.IKDQAAHAAAAR.V
R.NPTATVEHEATTSK.I
K.VSWTQVETGSAITWK.Y
R.VADYEHGWSADIETDFAPK.G
K.LSSLDEVDPEILEVYR.K
R.NFTQCDSLLLGDR.C
R.GLGQEEAVALIVNGFAK.E
K.YSTVQNWYPGNAEGLGGIYNFVTK.R
K.LNVPPIDYQDAYYYAAPK.P
K.ISDDQLFYAMQR.G
R.AGVIFLSISEAIR.E

YP_615732 Sala_0678 transcriptional regulator, AraC family 14.24% 2 R.GEGLDAAQLGDAFYDQSHLIR.E
R.FAGATPGQLSNPTLYTQATTR.G

YP_615733 Sala_0679 protein of unknown function DUF885 60.33% 25 K.AAWTESAGPAYAR.L
R.FHDVVLESGPVPLDILER.R
R.FGGVTAYTEGWGLYSEELAK.D
R.ASFDPATLSAEEALSFELFNAAAAR.A
R.GLGPLLDALSAQSAER.A
K.DNTPNPQGDIEK.A
R.YIVYPGQATAYLIGK.L
R.VANVAEAEAYVSR.I
R.EAYLADVDKYVK.A
K.APLVVKPVEAFR.E
R.WDDVSDEAAVAR.H
R.LPAFFNTLPK.A
R.DADYGRWDDVSDEAAVAR.H
K.GSLQEFFVHLR.T
K.DMGFYTDPYSDFGR.L
K.AYYEALLANYTTTDMTASQIHELGLAEVAR.I
R.LVVDTGIHDKR.W
K.TELEALAYHEGVPGHHLQR.A
R.HKLQQASAAAMR.A
K.AFYQSPSPDGSRPGTYYVNLYDLNDMSK.T
R.QQAVAPTADGIWR.L
K.LQQASAAAMR.A
R.TSPQFYHTTR.E
R.NHDYIFDQMNGAQSQLPAFLINIHR.V
R.EQAIQYLK.D

YP_615734 Sala_0680 dihydroorotate dehydrogenase 35.11% 7 K.VAPDLEPADIDDIVAVALDR.G
R.GALEALLDGVAAAQPAGAAKPVFLK.V
R.LPLIAAGGIASAEQAWER.I
R.HGLPVPLGINIGANK.D
R.GLAAVIVSNTTVARPPLASR.H
R.VSDAVGAGA.
R.ARHALTSPMLATELAGLR.F

YP_615735 Sala_0681 Gamma-glutamyltransferase 46.96% 23 K.EAIALPNLFFGR.Q
R.NPATLTLQDLASYR.A
K.TLIGVLDWGLDAK.E
R.AIYHVDGKPAPVGTR.L
R.QGVLIEDSEAGQAIAAK.M
R.LRNPAYAALLR.D
K.ALFQPAIDLAEGGFEVTPALHNWLVR.F
R.AAYLGDADFVDVPVK.G
K.VVLAVGSAGGK.R
R.GFMDVVPGGLSVGVPGNIR.L
R.ETAPAAATPDR.F
R.FEPVWKDFPAAR.A
K.DNPMSWHLLAEAMQLAYADR.A
K.VVLAVGSAGGKR.I
R.NPAYAALLR.D
R.GPGTSAVDGAPPQG.
R.FLGPDGKPR.G
K.RPLSSMSPTIVYGPDGK.V
R.LISPYGAAGR.Y
R.GAADPRGPGTSAVDGAPPQG.
K.MQPFGYSFTPTDLGSK.L
K.MQPFGYSFTPTDLGSK.L
R.RLISPYGAAGR.Y

YP_615736 Sala_0682 AMP-dependent synthetase and ligase 39.77% 15 R.VGQQGDVSVHDWAPLVAGGAAWVEEAK.A
K.LANWMLAQALR.V
K.RPHLVGILVPDPEWAAEWAEAEGLPK.E
K.DLIVNDKGDNVSPQR.V
R.VNGQLSVIEK.V
R.VLIDDWLHTGDIGHIDEAGR.I
R.MGVLDRPVDILLNR.L
K.LVSNIEETRPTIMVVVPR.L
R.EVAEQVAALAHNLR.K
R.KFDFADEAFTIENEQMTPSMK.I
R.DHQHILDNSGAR.A
R.AWQALSWR.E
R.VEGMLTLQPEILQAMVYGDK.R
R.SDAHIVISMESLR.V
R.IADDGEICVR.G

YP_615738 Sala_0684 Hydroxyacylglutathione hydrolase 49.59% 8 R.FAITVDPANEALAAR.L
R.AAGEATVPTSIGAER.A
R.IPVLSDNYVWLVHEPASGATMVVDPAVADPVLDAAK.A
R.LFEGTAEQMFANMQK.L
R.GWAITDIWNTHWHPDHTGGNAAIK.E
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R.FAITVDPANEALAARLAAVEAAR.A
R.APDAAELAR.I
R.LAAVEAAR.A

YP_615739 Sala_0685 Glyoxalase/bleomycin resistance protein/dioxygenase 49.66% 7 R.VSDPQATIDFFR.L
R.RFDNEAGR.F
R.LIGLEEVR.R
R.SPDGISVELLQDGYLEPAEPWASMPNR.G
R.NFGHLAYR.V
R.LIGLEEVRR.F
R.DGHMAFVR.S

YP_615741 Sala_0687 alpha/beta hydrolase fold 45.67% 7 R.VAGLVGIAAAPDFTDWGFTPEEK.A
K.ATALFDWAAAEAR.A
K.AIILAEGALVEETPYGDQPYVTTR.G
R.DTDIALLIDTVAR.L
R.LAAALASDDVQVTLVK.G
R.GDVLDLIDAK.V
R.LLHGQEDGDVPPDISLR.L

YP_615746 Sala_0692 threonyl-tRNA synthetase 36.13% 19 R.TWQVGTIQSDR.V
R.IYGTGWLNR.K
R.VLPDRLDASYIGEDGER.H
R.NAVIEAGLATEQYGWEELPGEGAFYAPK.L
R.LDASYIGEDGER.H
K.LEWHLTDAIGR.T
R.IMPLAEAIAMLK.T
R.FPTWLAPVQAVVATIVSDADDYAK.A
R.GTTPAEIAAAIGPGLAK.A
R.IIAADKPLR.R
R.FIGILIEHFVGR.F
R.DEADALELAR.H
R.RAIDAAGYR.E
R.IYKDFGFTYAIK.L
R.FGSDAMWDKSEDELR.N
R.NFCALADR.I
R.EAEEGTVAIR.T
R.DIMRPLEEDTNLALVTSRDEADALELAR.H
K.TQATPPDLK.V

YP_615752 Sala_0698 protein of unknown function DUF214 9.24% 5 R.APSFFVLDVPR.S
R.VDELAELPEGAWVLR.G
K.AVDSAYPLYGALR.L
R.LPASADPEAVGEALTEQFPDAGWDITDR.S
R.GSITEFAGSR.V

YP_615753 Sala_0699 ABC transporter related 31.76% 5 R.LAHYPAQLSGGEQQR.V
R.AAAELEAVGLGHR.L
K.SSLMAVLAGLER.A
R.VVVMHDGKIEER.A
R.GVDLEVAAGTSVALLGPSGSGK.S

YP_615754 Sala_0700 lipolytic enzyme, G-D-S-L 67.09% 8 R.VQNAGVSGDTSAAGR.Q
K.YDVSFYPFILDNVVTNK.A
K.EGLAPQLQAALAADGVVAR.V
K.AVPAIPADAPLVIAFGDSLYAGYQLGPK.E
K.VVADALAPLVEQALPDAE.
R.ANLDAMLAELQR.R
R.DIPVLLTGMMAAPNLGSDYADKFNAIFPDLAAK.Y
K.VKPTLIVLGLGGNDMLR.G

YP_615756 Sala_0702 hypothetical protein 58.55% 5 K.LYATGGYTFGDIDDPYVGAGYQHK.L
K.VLVDGANVQFSAGAR.A
K.LGQNLYAK.G
R.GGLITGNGQDEATLGAAAGYDFDLGSSTFLGAEIAGDK.V
K.VLVDGANVQFSAGARAGAK.I

YP_615757 Sala_0703 hypothetical protein 17.14% 5 R.NLGAGEIVGQVLLAR.D
R.EAQVSSDGTRK.W
R.DAIGGVLVEAGLDAK.A
R.AFSNLIFKAGISAPIRTPR.G
K.IVMDGDGLALSK.R

YP_615762 Sala_0708 DNA polymerase III, beta subunit 92.72% 27 R.YLSDILGQVDGDSVELHLADANAPTLIR.E
R.NTIPILSNVLIEADGTGQLR.L
R.YYLNGIFLHVAEDATGPVLK.A
K.SLGHVQSVVER.R
R.KLPEGSEVSLAAAEGK.V
R.LMATDLDLQVVETIAAK.V
R.FAISTEETR.Y
K.VETPGTTTVSAHTLFEIAR.K
R.YTVTRPDGAAGMPDVIVPR.K
R.DDFPVIAEGDLPTNFELPVAELIQIIDK.T
K.LIDGTFPDYSR.V
R.ITLSVTSPENGTAAEELAAAYDSDAMEIGFNAR.Y
R.SNFNLPTLPR.D
R.FQLGNAVLTSK.L
R.DDFPVIAEGDLPTNFELPVAELIQIIDKTR.F
K.VGLDKDR.I
K.IRFQLGNAVLTSK.L
R.SNFNLPTLPRDDFPVIAEGDLPTNFELPVAELIQIIDK.T
R.RNTIPILSNVLIEADGTGQLR.L
K.SPALYVLMPMRV.
R.YTVTRPDGAAGMPDVIVPR.K
R.VIPTANDKLLK.V
R.ESEKSPALYVLMPMRV.
R.VSTIASEK.T
R.LMATDLDLQVVETIAAK.V
R.ITLSVTSPENGTAAEELAAAYDSDAMEIGFNAR.Y
K.LLDEAEGNVEISLSASK.I

YP_615763 Sala_0709 L-sorbosone dehydrogenase 48.77% 13 R.NPVGLAFYPGSEQLWTVVNER.D
R.TETFPTINVPEATSWPAGQAPSAAEGLTVGR.F
K.RPAYGLGAHTAPLGFTFTEGLALGER.W
K.DGSALVADDTGGVIWR.V
K.FGANGKPLDALPITLLDR.F
R.HGSWNRDPVAGYDVVFVK.F
R.ASVLEVRPESK.Y
R.WANGALIAR.H
R.FAEGLDHPR.T
R.DADGDGKAELK.S
R.FSTAELSGR.V
R.DPVAGYDVVFVK.F
K.STYISGLNSPYGMALVGDTLYVANTDALLAFPYVEGETK.M

YP_615765 Sala_0711 N-acetyl-gamma-glutamyl-phosphate reductase 27.33% 6 R.EFALIALDAAR.R
R.VSNPGCYSTGFIALVAPLVR.A
R.VAPGWTYGFPEVVGHDAVAAAAR.V
R.EAVAMIDNDRTR.V
R.EAVAMIDNDR.T
R.EALNDADFVILCLPDDAAR.E

YP_615766 Sala_0712 cell wall-associated hydrolase 41.50% 9 R.TRAEGHEEPVSGAK.R
R.TIVHASQHWNEVR.A
R.SAVLPAAALR.A
R.AEGHEEPVSGAK.R
R.FGLTGTSQAFDPR.L
R.LVAIRPDLADIAVAGTYFAPHYAAPMMR.S
R.AEPLADLIAR.T
R.DTDLQLAALGPDKDVDVDELKR.G
R.GDLVFFPGHVGIMADER.T

YP_615767 Sala_0713 Leucyl aminopeptidase 41.11% 11 R.VALGPDLPPLFANDDALAEAMLVGGIAR.D
K.AGESKPELIVDFATLTGAAR.V
R.DLVNTPAADMGPAAIEK.T
K.LGQILPEGR.Y
R.FDAYKSETTAK.G
R.LIEIEWGK.A
R.LHCLVAAAENAISSDAFRPGDVLK.S
K.GLTVEIGNTDAEGR.L
K.GISFDSGGLDIKPAAGMR.L
K.GEALEQGYPMIHAVGRAAAK.H
K.DMGGAAHVLALAELVMASGLPVR.L

YP_615769 Sala_0715 monooxygenase, flavin-binding family 13.32% 4 R.LSQNYVQDR.I
R.TGAIDDGILTFTNAK.A
K.ATNTLVATPVLADPSSLEEENVFDFSSGYIQR.S
R.AQLGGTWDLFR.Y

YP_615770 Sala_0716 protein of unknown function DUF47 61.21% 8 R.VTDSFEDVANEIDGLVIDHA.
R.QGNFFELFESHAATLVAGANALSR.M
R.DIAGIIVDAAR.L



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.LTAEALPLLR.N
R.GAITDLIASMDDAIDEMQK.T
K.TAGAVDLYDVTEFEPEMR.D
R.MEGHADEIHASGLKR.L
R.EIIEREHDADAITR.E

YP_615772 Sala_0718 hypothetical protein 15.16% 4 R.FEPVAGAQANALPEPVPDEVKEER.Y
R.RIDAVLR.E
R.TLPVIIDEVGEADEDGSIGATGR.S
R.SQADAPEIDGHVYLR.D

YP_615774 Sala_0720 TrkA-N 27.61% 5 R.ERPVAAEEVGR.S
R.LTNHIVVLGYGVSGAEAVHELIQR.G
R.QAGANNVINPVSFTGLLLAGSAQGAHVAEYMADLASIGGR.V
R.VAEAQSVLVSAGR.D
R.SLDQLASGGR.G

YP_615775 Sala_0721 stationary-phase survival protein SurE 66.67% 11 R.TLININFPAIPAAEVQGIR.V
R.GANLGDDITYSGTVSAAIEGALAGIR.S
R.ILLTNDDGYHAPGMAVLEAIAR.Q
R.SIALSQVYAR.E
R.EGMGDSVPFEAAEQWGAR.V
R.GSIVEGTDPR.G
R.FISVTPLQLDLTHDPSLAALR.A
K.LMPEKPDLILSGVNR.G
R.VLAPLMTMDMAPR.T
R.GYPYYWFGLHGIEHSLGHDSDLEAIDDR.F
K.LMPEKPDLILSGVNR.G

YP_615776 Sala_0722 seryl-tRNA synthetase 73.47% 21 R.SFDFTPLEHADFAPALGLDFETAAK.M
R.RGLAPLSAEILAADAELR.A
R.GLAPLSAEILAADAELR.A
R.AAESILEALELPYRK.M
R.LAALPNLPADDVPDGEDEAGNVELSR.W
K.VELVSITRPEDSDAELER.K
R.EQILAEADLPIR.M
R.AQLAALHDR.L
R.ALQTDIQAALAR.R
R.DDAAFGTTQLPK.F
K.FREDLFQTTDGLWLISTSEMSLTNAVR.E
R.KTYDLEVWLPGQNAYR.E
R.DNPHAFDAGLAR.R
R.ALGQFMLDR.Q
K.TYDLEVWLPGQNAYR.E
R.TLVAILENYQQADGSVDIPAALLPYMGGITR.L
R.EISSCSNCGDFQAR.R
R.EGGKGNEFVHTLNGSGLAVGR.T
K.LIGQAMAAGDKDKAEALKAEVAALK.A
K.LIGQAMAAGDKDKAEALK.A
K.AALPAREEAER.A

YP_615778 Sala_0724 transcriptional regulators, TraR/DksA family 67.97% 8 K.SILSEAESTLAHLQDGPLREPDLADR.A
K.IADVGADALR.E
R.ASSETDWAIELR.T
K.SNLDSDYVPSDDEEFMNER.Q
R.PIATMTLEAQER.H
R.LQARPIATMTLEAQER.H
R.RIDEGEYGYCAVTGEPISLAR.L
K.SILSEAESTLAHLQDGPLR.E

YP_615782 Sala_0728 DSBA oxidoreductase 25.65% 4 R.AHFTDNRDVSDHDVLADVAASVGLDR.A
R.LLTWAGASEVPDQAAPTGVQTALK.L
R.TEESWWADR.N
R.DVSDHDVLADVAASVGLDR.A

YP_615788 Sala_0735 transcriptional regulator, TetR family 28.30% 4 R.APIEQTAAQLAAILK.V
R.TGSTADLLVEHAR.L
R.ILGDKLIEDGFEAR.E
R.GYAATGLNDLVLASGSPK.G

YP_615794 Sala_0741 TonB-dependent receptor 8.28% 4 R.SVALQDFPAGGISAIDVFK.T
R.DTNTYQFAVGGR.W
R.TGSGGNPFLKPLDSDNYDASLEYYFSR.T
K.TSSAELVEPGIAGLVNVR.S

YP_615797 Sala_0744 KDPG and KHG aldolase 32.71% 4 R.AVLPNDVPLLVVGGVTADDFGR.W
R.AGDTVTQVHQR.A
R.IIEIPLNSPDPFESIR.R
K.SVGGQGLVGAGTVLDVDQVAR.V

YP_615799 Sala_0746 GntR-like protein 35.68% 6 R.EAIEPAAAALASSAHSPEGLAAIEAGYAR.M
R.NLTYGMLDLLGK.A
K.AIVTGQYDDRVFPTEAELAK.Q
K.AIVTGQYDDR.V
K.GTTIQSTDRWNLFDIDVLR.W
R.QFSELREAIEPAAAALASSAHSPEGLAAIEAGYAR.M

YP_615800 Sala_0747 Senescence marker protein-30 (SMP-30) 39.79% 6 R.DLTEAELAGQANAGGLFTVRPGVR.G
K.FVATPVGNPEADLTDNR.F
R.WNEAEGVTR.L
R.VTNGPAFSVDGR.T
R.ASGGYFGAGYNGLLAIDAK.F
K.LLAEIPVPVARPTSVAFGGAQLDQIFISTASR.D

YP_615804 Sala_0751 ABC transporter related 17.26% 3 R.GVALVFQQYALYPHMTVRENMAFGLR.N
K.VPANEITDRIETVAATLEIDR.L
K.LFLLDEPLSNLDAALR.N

YP_615807 Sala_0754 peptide chain release factor 3 40.62% 17 R.EGQTPFELLDEIADR.L
R.GGDLTPVFFGSALK.E
R.IAVAGLDDPR.L
K.DAWEVGYVTQR.N
R.LEAEYKVEAK.L
R.WIASDDPAALK.A
R.VGDTLSER.S
R.SDIMITGLPNFAPEILR.R
R.TLTAVDSAVMVIDAAK.G
R.SVPIITFINKVDR.E
K.LEASPWETAR.W
R.TFAIISHPDAGK.T
R.SVPIITFINK.V
K.EFGVTDLLAGLASHAPGPQPQPAEPAPVRPDDDAVTGFVFK.V
K.VQANMNPAHR.D
R.PMLFLAQDR.E
R.GAGAIDRDGAPVFMAK.D

YP_615808 Sala_0755 hypothetical protein 26.28% 2 R.VGAPFRDEIQVADER.L
R.WGSVYYYGPTGNLGPAAELQAITQTR.A

YP_615813 Sala_0760 hypothetical protein 19.92% 3 R.TAYGGISSAVALAGAMALHPTEAPLR.Y
K.SDVGEYLTWVR.F
R.AGQPILSGSQAIAIYV.

YP_615814 Sala_0761 Saccharopine dehydrogenase 18.72% 4 R.ASVQGDRDPGYGSTSK.M
K.GAGGVWTPGALLGQALIDR.L
R.DLVGAPADTPLIVADASDR.A
R.KMAGGASGGTIASLTETLK.A

YP_615815 Sala_0762 Deoxycytidine triphosphate deaminase 25.54% 4 K.IFTNVDSTIVDPK.D
K.IFTNVDSTIVDPKDFDPK.N
R.TQGMIEPFVEAQR.R
R.DGCISYGLSSYGYDAR.V

YP_615817 Sala_0764 glycoside hydrolase, family 25 11.55% 2 R.LSGADGTVGWNVLR.A
K.QSLIAPGPAFEADYR.V

YP_615818 Sala_0765 Uncharacterized conserved protein UCP032146 9.70% 2 R.VAIFDLIEENRFVPQR.G
R.VAIFDLIEENR.F

YP_615819 Sala_0766 replicative DNA helicase 50.89% 17 R.AAQTLQTLPLYIDDTPGLTIAGLR.T
K.TSLATNIAYNAAER.W
R.TLVENALDTSERVDPQAQIEEAETALYR.V
R.VLAEQSGVSGEALR.M
K.SFSQASLTALQAAER.A
K.AVGGVGYLAQLTGSGAGLIGAR.D
R.IFQQTMALIER.N
R.SGDNRVQEISEISR.G
R.VFGLAEVIVAK.S
R.HGIGFIIVDYLQLLQGSSR.S
R.ALNSGGHLSGITTGIASMNAK.I
K.ISKEQFQQLSR.A
K.ELNVPVMALSQLSR.Q
R.VVEDLPVQLTPDHFFEPLHGR.I
R.VQEISEISR.G
R.VDPQAQIEEAETALYR.V
R.ESGSIEQDADMVLFVFR.E

YP_615821 Sala_0768 phosphoadenosine phosphosulfate reductase 29.85% 5 K.ALTDFDTSITGR.K
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R.VAPDMPVLFLDTGK.H
R.EMLDAYFAEHDLPR.H
K.HFPETLAYRDELAAQLGLNIVNLTPDPDELAK.K
R.FTQADVIR.L

YP_615822 Sala_0769 Uncharacterized conserved protein UCP030820 51.35% 8 K.LIEIAFPAFR.D
R.WPQHYQTAADGAVPIWK.L
R.AQGDVLVDQIAFMKR.C
R.AQGDVLVDQIAFMK.R
R.LKLIEIAFPAFR.D
R.CGFDSFAPEKPLNPADVEAALTR.W
R.AQGDVLVDQIAFMK.R
R.EAGYVGELR.A

YP_615823 Sala_0770 nitrite/sulfite reductase, hemoprotein beta-component, ferrodoxin-like protein 76.80% 36 R.LAGEITEDQFKPLR.L
R.NISSDQWAGAAADEITDPRPWAELLR.Q
K.ILIHELGADEYRR.Q
R.TYDRDYGHFTTR.Q
R.QWSSFHPEFSYLPR.K
R.LHDIGIQIVER.D
R.IAAQFAPPPLDASAPDAIDR.S
R.VTHAQNIVLPHVR.K
R.KADLYAIWQK.L
R.VAEFSDQVR.R
K.ILIHELGADEYR.R
R.KGTENYQLLLGGSGAEDVSLATITGPGFDEDGIVDAIER.V
R.IAAQFAPPPLDASAPDAIDRSDPDFAVWVDQNVAAHK.V
R.VTDKYLATR.T
R.DGVHGAAFYVGGGMGR.T
K.VPGHAIVNISLKPVGGIPGDASSAQIDLMADLAER.Y
K.IAVIAADEDR.A
K.SLGIDPPKAEFDR.I
R.QNIQYNWIK.L
K.IAVIAADEDRAAMR.L
K.GTENYQLLLGGSGAEDVSLATITGPGFDEDGIVDAIER.V
.MYKYDEYDQAMVEAR.V
K.LDEAGLATPNLDLISDIIACPGLDYCSLANAR.S
R.VAVPYGTLDSR.Q
R.TPMIAPLIK.D
R.SDPDFAVWVDQNVAAHK.V
R.RQVEEEFAHVK.S
R.QVEEEFAHVK.S
K.YDEYDQAMVEAR.V
K.LEDAPAILADLASVEMHAIQTSGNCIR.N
K.LEDAPAILADLASVEMHAIQTSGNCIR.N
K.ADLYAIWQK.L
R.TPMIAPLIKDFVPLDDLLSYAEACLR.V
R.RLAGEITEDQFKPLR.L
R.DGVHGAAFYVGGGMGR.T
K.DFVPLDDLLSYAEACLR.V

YP_615826 Sala_0773 aldehyde dehydrogenase 40.12% 13 K.ALAAHPGIDGLLFTGSAR.T
R.TAAILIVQSAFLSAGQR.C
K.LVELLHSAGVPQEVLR.L
R.VKAESEAFADLIAR.E
R.TEVESVANKVDISVK.A
K.DSLADALIAEVR.E
R.ASIGVGLRDPEGSQLVTK.K
R.GKVSDVDAEVEIAR.R
K.MLALEMGGNNPIVAWDTADIR.T
K.AESEAFADLIAR.E
R.VETFEAAIAEANNTAFGLSAALIGGTPQLYDQFWANAR.A
R.LVVGGPDTGK.A
R.DPEGSQLVTK.K

YP_615827 Sala_0774 alpha/beta hydrolase fold 49.84% 10 R.ALGAVPLLILR.G
R.IVGAVLNDVGPELQTAGLDR.I
R.TAIDAWMAELPRA.
R.IVTDYDKQIAAPLR.V
R.FVEVPGVGHAPTLDEPEAR.T
R.VPNGGDAGLDLWPAYR.A
R.IRDYIGAGGSQPTWMHAAR.A
R.DFEDLAPHLAQR.R
R.AFAELNGAIYPNYGIHDWLR.L
R.GALSDILAR.S

YP_615829 Sala_0776 2-nitropropane dioxygenase, NPD 74.52% 24 K.TDPFYSNNFTPTVK.Q
R.HNVHYLPIISSAR.A
R.FSPTGFYSSAVR.N
R.SSGAWAAAGGIGTVSAVNADSYDAEGK.I
K.TLQDIAHGGDVEQNLMFAGHAAFNFK.T
R.AEGISDDVPIVMAGGVWYLR.D
K.ERHEELIAYAIDGAVEQVR.R
R.TLDEGDVLLHR.F
K.TPDNTVVFVTEADK.A
K.QEAGDHVVQLDVGVK.G
K.DHDDYTTGYLADPR.S
R.DWDDWIDNPELGQIAFQYGTRPLLTEESPIPQAWK.D
R.DWYAEGYTEALK.T
R.ARDWYAEGYTEALK.T
R.RAHDIAGGK.G
R.AHDIAGGK.G
K.VADLMAAVVYEDPWLAGGHNGLSNAEDPLKPEAPYPR.V
K.TPDNTVVFVTEADKATIR.K
R.PLLTEESPIPQAWK.D
R.HEELIAYAIDGAVEQVRR.A
R.HEELIAYAIDGAVEQVR.R
R.EVWPLVEGGK.G
R.DWYAEGYTEALKTPDNTVVFVTEADK.A
K.GLKPILYGGR.E

YP_615831 Sala_0778 Glycolate reductase 45.48% 9 R.RLPEAIEEELGASYHASVDTLLR.I
R.IAGAGLDVYTHEPAVDPALLALQNVVLLPHLGSATIEGR.E
K.ALIAALQTGR.I
R.LPEAIEEELGASYHASVDTLLR.I
K.LIANFGAGVDHIDLAAAR.A
R.IGAMKPTAYLINTAR.G
R.GEIVDEKALIAALQTGR.I
R.AFGLSIHYHNR.R
K.GIMVSNTPGVFTEDTADMTMALILSVPR.R

YP_615832 Sala_0779 protein of unknown function DUF1058 12.39% 2 R.KGPSIDVPVLWEYR.R
K.GPSIDVPVLWEYR.R

YP_615834 Sala_0781 Acetyl-CoA C-acetyltransferase 61.77% 22 R.IITTLIAALQR.H
R.RGDVVVDTDEAPGK.A
R.LVAHAAHAQEPK.D
K.INVHGGATALGHPIGASGTR.I
R.AMGTFAQDTADAYQLSR.Q
R.AGVSGDDIER.I
K.DFTVAPVGAINK.L
R.QAMDDYTLTSLSR.A
R.IGHDTAYDHMFLDGLEDAYDAGR.A
K.DGTITAATSSSISDGAAAVVLTR.Q
K.AAIAEGAFVAEIAPVTISGR.R
R.LVAHAAHAQEPKDFTVAPVGAINK.L
R.TPMGSMQGSLSDASATDLGATAVK.A
R.GDVVVDTDEAPGK.A
R.AKAAIAEGAFVAEIAPVTISGR.R
K.IPTLKPAFAK.D
K.SVQATTVNK.V
R.TPMGSMQGSLSDASATDLGATAVK.A
R.IYMGCVLPAGLGQAPAR.Q
R.AMGTFAQDTADAYQLSR.Q
R.QSVADAK.G
R.IGHDTAYDHMFLDGLEDAYDAGR.A

YP_615837 Sala_0784 Copper-resistance protein CopA 30.51% 9 R.EHVIVLSDHSR.L
R.QTLAGLLAGEDQPLKER.L
R.AIGINGTVPGPLIR.L
R.VLTYHDLVALDRNPDVR.A
R.MGEPGQGLEDVGHR.V
R.MDPTDVADVNGSTYTFLVNGYGPQDNWTALFRPGER.V
R.GFVNGALGGGALAALAACYPAWAQPVSAGIAPPLPSVSGTDIRLR.I
R.AGLFAPVPALR.A
K.MSDHHEPIPFTLGER.V
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YP_615838 Sala_0785 copper resistance B precursor 16.20% 3 R.VGFVSLNLAEYQAR.K
K.SEGETVFGEGVEAAEAQLLYSR.A
R.ADGEEVDSLGIVAGVK.L

YP_615839 Sala_0786 RNA-binding S4 88.67% 35 R.DLPEYLAVDGTK.A
R.VPTLDEVPYPVK.M
K.LKGYYGDITEK.Q
R.LVKPGDEITLGK.K
K.AQEMALVAEAQSLPERDLPEYLAVDGTK.A
R.REYGPGQHGQR.R
K.GDTGQNLIGLLER.R
R.RLDAVVYR.A
R.MKGDTGQNLIGLLER.R
K.MEPNLVVEFYSR.
R.EYGPGQHGQR.R
R.MGENIWGRPK.S
K.MSDFGIQLR.A
R.QLVSHGHVYVNGVK.C
K.NYIEASR.M
K.AQEMALVAEAQSLPER.D
K.GYYGDITEK.Q
R.VPTLDEVPYPVKMEPNLVVEFYSR.
K.FTPTIFSAR.Q
K.ATYVRVPTLDEVPYPVK.M
R.VPTLDEVPYPVKMEPNLVVEFYSR.
R.MKGDTGQNLIGLLER.R
R.MGENIWGRPK.S
R.LVKPGDEITLGKK.A
R.AKFTPTIFSAR.Q
K.MSDFGIQLR.A
K.MEPNLVVEFYSR.
K.KAQEMALVAEAQSLPERDLPEYLAVDGTK.A
K.KAQEMALVAEAQSLPERDLPEYLAVDGTK.A
K.KAQEMALVAEAQSLPER.D
K.AQEMALVAEAQSLPERDLPEYLAVDGTK.A
K.AQEMALVAEAQSLPER.D
R.LDAVVYR.A
K.KNYIEASR.M
K.KAQEMALVAEAQSLPER.D

YP_615841 Sala_0788 tRNA/rRNA methyltransferase (SpoU) 29.44% 5 R.DGWPNPDAGPASAGADVVLAGAR.V
R.AMLNFGLTELR.L
R.VFETLAEAVADCTDIYATTVR.K
R.SAYVFGPER.S
K.TGWSHNDIR.M

YP_615842 Sala_0789 Protein of unknown function DUF193 45.16% 5 R.DFEEFASTITEAARPIK.
R.QLETSGENEVQASQIGAMVMEALK.G
R.DFTEARDFEEFASTITEAAR.P
R.DFEEFASTITEAAR.P
K.GFDNVAYIR.F

YP_615844 Sala_0791 Glycine hydroxymethyltransferase 63.68% 25 K.SAGYFTDGVAIVDPAVAAAMTR.E
R.INSAVFPGLQGGPLMHVIAAK.A
R.DKGEHGDADVEADVR.G
R.ADDHLVDFDQVEALAR.E
R.EHRPALIIAGGSAYPR.T
R.GADIVAGGTDTHLALIDLRPLGITGR.D
R.AVLEAQGSVFTNK.Y
K.ATIANAQALANR.L
K.WFNAVQYGVR.A
K.AVAFGEALRPEFK.D
R.GGMILTNDEAIAK.R
R.ELEREQYQIELIASENIVSR.A
R.GGMILTNDEAIAKR.I
R.DADEALER.S
K.GEHGDADVEADVR.G
R.GFGIAEFEAIGDMVADVLDALR.D
K.NGVPFDPLPPVK.T
K.YAEGYPGR.R
R.YYQGCAPSDEVEQLAIDR.A
R.TLDFAR.F
R.GFGIAEFEAIGDMVADVLDALR.D
R.EQYQIELIASENIVSR.A
K.YAEGYPGRR.Y
K.AVAFGEALRPEFKDYAK.A

YP_615845 Sala_0792 sugar-phosphate isomerases, RpiB/LacA/LacB family 41.33% 5 R.IAIAADHAAYELK.A
K.LSNPPQLETSR.
R.EKGHEVEDLGTNGPDSVDYPDYGYR.L
R.EHNDANVIAMGAR.L
K.GHEVEDLGTNGPDSVDYPDYGYR.L

YP_615846 Sala_0793 hydrolase 24.77% 6 R.ANHFFEHELDQLMK.S
R.APVALILHPHPQGGGTMNDR.I
K.SLDNYLDMR.L
K.GITIHHDEIPR.A
R.APVALILHPHPQGGGTMNDR.I
K.SLDNYLDMR.L

YP_615847 Sala_0794 aminotransferase, class V 18.46% 6 R.AAAAAVEVAR.D
R.VFFTSGATEALNWALLR.G
R.AMGVSEADAR.A
R.YTSEQELR.D
R.LDKDASHVER.L
R.DQVAALLPGGGR.V

YP_615849 Sala_0796 DNA polymerase III, subunits gamma and tau 44.42% 15 R.SSIAGLMAAILEGNSGGAIDLAR.A
K.EGVEAEAPAIWLIANAAEGSVR.D
R.DGLSILDQAIAHADLDGGGK.V
R.LVYAPVSALDGDFAR.R
R.VIYAASLPDPGELAK.L
R.LVEGDNNQHR.S
R.AQYALGIEPVAMVR.G
K.LLESGGIPAMPVAAAAAATGSER.A
R.LWQLLLK.G
R.LLESTGHHQLAR.Q
R.ITPDMLFAHFSAILQK.E
R.GLMELTHAITLAK.V
K.IYIIDEVHMLSR.N
K.FLFATTEVNKVPVTVLSR.C
K.ALNCIGPDGQGGPTIDPCGVCEPCRAITEGR.H

YP_615850 Sala_0797 conserved hypothetical protein 103 31.53% 2 R.LDSVEVEGVSGGGLVK.I
K.AAQEAAAAVQAQMQEAQAR.L

YP_615851 Sala_0798 ATP-dependent protease La 53.88% 36 K.TVLIPEENEKDLVEIPANITSGLK.I
R.SVVDQFENYAK.L
K.AESVTITPENLSDFSGVR.K
R.NYLDTLIGLPWGK.K
K.AQAILDDDHYALEK.V
R.ELGNDNGEGGDDLAELQLK.I
R.LADSVAGNLNIK.V
R.GDPASALLEVLDPEQNAK.F
K.LGEVMTESVQAALSFVK.A
R.LEGYTEDEKVEIAK.R
R.DIVVFPHMIVPLFVGR.D
K.MPAETAVQLSQIDDASR.L
K.DGPSAGVGMVTAMISTLTGIAVR.K
K.VADKQALLVEDAPSK.R
K.LLALTDEDR.A
R.IVEYLAVQAR.T
R.HGISDLEDQVGAVTGLAWTEVGGELLTIEAVTASGK.G
R.APAYGIKPSLFAR.K
K.AESVTITPENLSDFSGVRK.Y
K.QALLVEDAPSKR.L
K.DLVEIPANITSGLK.I
R.SVAALEAAMEAGK.E
R.NYLDTLIGLPWGKK.S
K.QALLVEDAPSK.R
K.KMPAETAVQLSQIDDASR.L
K.AGTMNPLFLLDEIDKLGQDFR.G
R.TYIGSLPGK.I
R.AMAPMSAEATVVR.N
K.QVEAHGLKDGEFELTEDGLR.D
R.QSLGGVRDEAEIR.G
R.KDIHIHLPEGAVPK.D
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R.DRSVAALEAAMEAGK.E
R.DIVVFPHMIVPLFVGR.D
K.DVAMTGEVTLR.G
K.AGTMNPLFLLDEIDKLGQDFR.G
K.AGTMNPLFLLDEIDK.L

YP_615852 Sala_0799 histone-like DNA-binding protein 95.56% 9 K.AVEAVFDAITGALKK.G
R.TGETMTIAASNQPK.F
R.LVGFGTFAVSK.R
K.AVEAVFDAITGALK.K
.MNKQDLIAAVADSSGLTK.G
K.QDLIAAVADSSGLTK.G
K.QDLIAAVADSSGLTKGDASK.A
R.LVGFGTFAVSKR.K
K.ALKDAVN.

YP_615854 Sala_0801 two component transcriptional regulator, winged helix family 64.71% 14 R.ASGNASSELTAGDVR.L
R.ILIVEDEPTLGPQLK.A
K.VAGLDAGADDYLAKPFQTEELIAR.L
K.LGADIITTIR.G
R.TELIEHIYDQDFDRDSNTIEVFVTR.I
R.NFPVLVLTAR.D
R.VTLAGEPVKLTAQEYK.L
R.RASGNASSELTAGDVR.L
R.GLGYQLDDPQG.
K.LLSYLLHHK.G
K.KLGADIITTIR.G
R.TELIEHIYDQDFDR.D
R.DSWSDKVAGLDAGADDYLAKPFQTEELIAR.L
K.PFQTEELIAR.L

YP_615855 Sala_0802 periplasmic sensor signal transduction histidine kinase 9.07% 3 K.TPLTVLVNSATGSDSDLANIVR.R
R.RVDAPLPR.E
R.AVVWDSVQSVSR.A

YP_615858 Sala_0805 Biopolymer transport protein ExbD/TolR 59.57% 7 K.ALPVEPELQVQPDPYAR.Y
R.AGTITWNGTPVDLAQLAQYLEQTK.A
K.LGFVGNEQYAR.V
K.IDLPVPTDSQSNVDPEK.N
K.IDLPVPTDSQSNVDPEKNK.V
R.YIVVDNVMAVIKR.S
R.YIVVDNVMAVIK.R

YP_615859 Sala_0806 biopolymer transport ExbD protein 53.18% 5 K.LLEDIGGPQNITEENFPEVHIR.G
K.IGFISEPAPGSGTVGRL.
K.IGFISEPAPGSGTVGR.L
R.SADTDGDGLPNPESTACEVYWGQTPVDSR.Q
R.GDVNTPYQCIGGVIYTMQYAGFQK.I

YP_615860 Sala_0807 MotA/TolQ/ExbB proton channel 54.21% 20 R.LSIFSNDVLGSIMSNGQVKPASPTVAK.A
K.AAASAAAAAPK.K
R.APTLADGAAK.L
R.APTLADGAAKLEK.N
R.ANEEHNKLTDPVEAHDWMHGTLER.S
R.SQNHINSK.L
K.LTDPVEAHDWMHGTLER.S
R.QVVEDGLRANEEHNK.L
R.LSIFSNDVLGSIMSNGQVK.P
K.TVDANFWR.A
R.RLSIFSNDVLGSIMSNGQVK.P
K.LNSGLAFLATVGSTAPFIGLFGTVIGILR.A
R.RLSIFSNDVLGSIMSNGQVKPASPTVAK.A
R.QVVEDGLR.A
R.ANEEHNKLTDPVEAHDWMHGTLER.S
K.LTDPVEAHDWMHGTLER.S
R.RLSIFSNDVLGSIMSNGQVKPASPTVAK.A
R.LSIFSNDVLGSIMSNGQVK.P
K.LFEQNKVISQGK.T

YP_615861 Sala_0808 TonB-like protein 30.88% 5 R.AGNPTGGTYSNR.I
R.WATNDDYPAR.A
K.APPTPPPPVFTPPAPPAPPPPDLSQAGSPR.G
R.VTYGTDGR.V
R.EGTTGFRVTYGTDGR.V

YP_615862 Sala_0809 hypothetical protein 25.60% 4 R.ISYLVDLPNDAR.G
R.PVAGTAAGTSDTGSIQLIAPDAQLPWDAATEAR.L
R.WAAAFGEIVDGSAAVPAR.E
R.FYIEADVVSLIR.G

YP_615863 Sala_0810 Homoserine dehydrogenase 42.12% 13 R.IGVLAEIAAAMR.D
R.VALAGIGVVGGGVVR.L
R.DAGVSIESLIQR.G
R.LDIGAVTADGIR.G
R.AGRPIEIVAVSAR.D
R.NGASFADALAAAQAEGYAEADPSFDVDGIDAAHK.L
K.YEAAVAGGIPVIK.A
R.LFFEGAGAGAGPTASAIVADIIDIAR.D
K.AMIAHHGIDLAR.I
R.VYGILNGTCNYILTQMER.N
R.IAEEKDTPLKYEAAVAGGIPVIK.A
R.EGASANEIAR.V
R.IAEEKDTPLK.Y

YP_615872 Sala_0821 two component transcriptional regulator, winged helix family 45.69% 7 R.GLETGADDYVTKPFSPR.E
R.GQLLDSVWGQDSDIELR.T
K.SANVPIIMLTAR.G
R.QTPDGEQALVLVEER.V
K.AINLPGTSDIIR.T
R.SAGYALDAGK.S
R.LRPALAGEMLSYADIELDSVAHK.V

YP_615873 Sala_0822 phosphate uptake regulator, PhoU 46.25% 10 R.KIDALEAEVEQLTVQTIALR.A
R.DKNVDDFYNSIFR.T
R.AEQALLQAMTALGK.G
R.AEQALLQAMTALGKGDLDLAAQVVR.D
K.YISESAHLLFVAK.N
K.IDALEAEVEQLTVQTIALR.A
R.TLVTFMMENPK.Y
R.GETPEESAAAEKEQG.
R.ERGETPEESAAAEK.E
K.GDLDLAAQVVR.D

YP_615874 Sala_0823 Phosphate transport system permease protein 1 48.08% 9 R.LNESGTALSGGQQQR.L
R.TAFFHLGTLVEYGK.T
K.IEELIHELR.G
.MTNDDLTITDPK.M
R.VGMVFQKPNPFPK.S
R.IHGLAPSKADLDVVVER.A
R.AQGVNVFYGDK.Q
K.YAIVIVTHNMQQAAR.V
K.IELDGEDIYAPSMDVVQLR.A

YP_615875 Sala_0824 Phosphate transport system permease protein 2 11.24% 2 R.LDDPDADQLIAGAGLADIVAFAADEALGEDGSK.L
R.ALGETAPLLLIGMR.A

YP_615877 Sala_0826 phosphate binding protein, putative 86.69% 23 R.GSPYYVEQGENDNLIISK.L
K.AHVGVVPGLAEYVAEFLK.G
K.IDSTGTGGGFER.F
R.DYISAVGSSTVYPFATAVGEK.F
K.ALAANPYGKPNTAK.T
K.DVNPALPAVAISVFGPPSTSGTYDAFK.E
K.KAHVGVVPGLAEYVAEFLK.G
K.GAADGGYLNAK.G
K.TWKDVNPALPAVAISVFGPPSTSGTYDAFK.E
K.FAEATGNKTPK.I
K.AVPIQGVAPTYAAIADGSYPGSRPLFIYVK.K
K.NPTSLGIFGFSYLDANKDK.I
K.DVNPALPAVAISVFGPPSTSGTYDAFKELILGR.G
R.AAGTAMTPLDGSELK.
K.AVPIQGVAPTYAAIADGSYPGSR.P
R.FCAGVGGDTPDIANASR.R
R.AAGTAMTPLDGSELK.
K.LTEEDVYK.A
K.LDKNPTSLGIFGFSYLDANKDK.I
K.ASNADEHEATCTTLR.G
K.LDKNPTSLGIFGFSYLDANK.D
K.EFDTCVANGVK.D
K.DIVEIQIGIDGIALGEATR.G

YP_615878 Sala_0827 hypothetical protein 18.51% 2 R.PLHLAPHINGEDLFEKSEVIADVIVTSELDSSGEYVPR.F
R.ASVTEEHLEEAIER.T
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YP_615880 Sala_0829 Citrate synthase I 62.30% 25 R.MTFGVPAEEYEVVPAVER.A
R.IFILHADHEQNASTSTVR.L
K.YSVGQPFIYPDNK.L
R.TVGWVAQWNEMISDPAQK.I
K.TVDSPVLSGTVGPDVVDIR.K
K.LTYIDGDEGVLLHR.G
K.TVDSPVLSGTVGPDVVDIRK.F
R.HTMLHEQLATFYR.G
K.VNDPVFEVALQLEEMALNDDYFVEK.K
K.LSYTGNFLR.M
K.VNDPVFEVALQLEEMALNDDYFVEKK.L
R.QLYTGPTHRPYVPVSQR.
K.TFDNTITR.H
K.MPTIAAMAYK.Y
K.ITLGDKTVDSPVLSGTVGPDVVDIR.K
R.LAGSSGANPFACIAAGIACLWGPAHGGANEAALNMLR.E
R.TVGWVAQWNEMISDPAQK.I
R.HTMLHEQLATFYR.G
R.AKDKDDPFR.L
K.YSVGQPFIYPDNKLSYTGNFLR.M
K.ITLGDKTVDSPVLSGTVGPDVVDIRK.F
K.FYAQTGAFTYDPGFTSTASCESK.L
R.IPEYIAR.A
K.MPTIAAMAYK.Y

YP_615881 Sala_0830 glutamyl-tRNA synthetase 70.00% 26 R.VATATPEATGADVVTR.F
R.TVSPGIFDVLLLLGR.K
K.AAEVLASAPEGLLAAMTQR.L
R.HGALGVDAYR.D
R.AEAEAAELGLGK.L
R.FAPSPTGYLHIGGAR.T
R.DRDDGDPAAPHVLR.L
R.LDAAQHYPAGA.
R.DAMGYLPEAVNNYLLR.L
R.TALFNWLFAR.H
R.LGWGHGDDEIISR.A
R.STDAAIDAILDGMR.W
R.LRAPQDGAVTIADK.V
R.HAEVAHDLLAR.G
R.GLDDDHWTSEDLEAAVR.A
R.GDDHLNNAFR.Q
R.AQAIEWFDLDHVGR.S
K.VQGEVTVQNAELDDFILLR.S
R.APQDGAVTIADKVQGEVTVQNAELDDFILLR.S
K.TLGEIAEGATFLFAPDPMPVDEK.A
K.KLENLNGHYLR.E
R.LAGLVAPR.I
R.APQDGAVTIADK.V
R.ALDNADRDLLTQAMAALKPR.A
R.LRGLDDDHWTSEDLEAAVR.A
R.EPVYAHVPLIHGADGTK.L

YP_615883 Sala_0832 SOS-response transcriptional repressor, LexA 47.14% 7 K.SVVTNNRDNVVQLR.K
R.EGDIVVALVDGQDATLK.F
R.LDPANSAYEPQR.Y
R.ALEVLKLPDTAK.S
R.LDASGISPSFEEMKEALGLK.S
K.QHELLHFIQQR.L
K.APSALKPIAANDIIEVPLHGR.I

YP_615884 Sala_0833 MoeA-like, domain I and II 15.66% 4 R.AADFAAGDALLAAGSR.L
R.TLPLAAANALLIR.D
R.LTLTGDGPDSR.G
R.FDDLPGPWTVTGEVAAGSAPDR.A

YP_615886 Sala_0835 Indole-3-glycerol-phosphate synthase 46.36% 9 R.SLADLDAIDAGPVR.G
R.TFETDLGVTER.L
K.IDAGGYGLIAEIK.K
R.AFLVGESLMR.Q
K.DFMIDPWQVAEAR.S
R.SIGADAILIIVAALDDGAMR.E
R.GFAAAVQAK.I
R.AYAAGGAACLSVLTDAPWFQGHEDYLVAAR.A
K.IDAGGYGLIAEIKK.A

YP_615887 Sala_0836 anthranilate phosphoribosyltransferase 53.61% 11 R.VISGDEGLDELSLAGGNEVAVVTPDGVR.M
R.PAYVPVYAEALHR.L
R.SSAADAGLPTR.S
R.DAVLYNAAAALIVAGAVDTLTEGVEEAAEAIDK.G
K.SGAADTLEALGLDMER.A
R.TIFNLMGPLANPAR.V
R.RLLEGETGAYR.D
R.LLEGETGAYR.D
R.GGDAAFNAR.A
R.DEQIAAFLVALADRGETMVEIAAAAQAMR.D
K.GLANALLNCWIAYK.

YP_615888 Sala_0837 glutamine amidotransferase of anthranilate synthase or para-aminobenzoate synthase 26.02% 3 R.YHSLEVVDIPPSLIINATSDDGAVMGFR.H
K.TSPVCHDGSGLYAGLPSPFQATR.Y

YP_615889 Sala_0838 hypothetical protein 39.81% 8 K.AIDSAYRDVEEAFDAFLAAQPK.D
R.GDAAVFFVHPTSYYSR.S
K.NPAAWRPAADGSETPGDAPGNK.A
R.TAFVPSSEFEPQAAVAPNAYDDPAMWFARPGMEK.N
R.QATLGAFLATDR.V
R.LAAYEGKPSPVPPAAAPLPAPSPASADAAT.
R.GLLMIGDADVAK.N
R.ANLFVQGMASAFADAGEIWAPR.Y

YP_615892 Sala_0841 glutamyl-tRNA(Gln) amidotransferase, A subunit 77.48% 23 R.NDGGNAALAPGGSSGGSSAAIAAR.L
K.YALPAYYIIAPAEASSNLAR.Y
K.DATSLDLPVPNWEAALSSDLR.G
K.ALNAFIVETPDLAIEAAK.A
R.RNDGGNAALAPGGSSGGSSAAIAAR.L
R.AGDFSAVEVAEAFNANVAAAK.A
R.EGLPLGLQIIGKPFDEQGVLNAGLAIEER.A
R.DLPQGAGLQDMYAATR.A
R.LEGIDPDIDAMWDAGIAMLK.D
R.WGIVAFASSLDQAGPMAR.T
K.DAEAAVVEISLPHTK.Y
R.AAGTLKPLSGVPIGMK.D
K.LNLDQFAMGSSNETSYFGNVISPWR.R
R.EYRLEGIDPDIDAMWDAGIAMLK.D
R.AEGFGAEVK.R
R.YESTVSQK.L
R.QPAAFTGISGIKPTYGR.C
R.LCPAATGTDTGGSIR.Q
R.DFEAAFGSCDVILAPTAPSAAFGLGEK.M
R.DCAIMLENMAGFDPK.D
R.DLPQGAGLQDMYAATR.A
K.MADPLAMYLNDVFAVPASLAGLPAMSVPAALNR.E
K.LWDAGAGMLGK.L

YP_615893 Sala_0842 glutamyl-tRNA(Gln) amidotransferase, B subunit 76.99% 31 R.DISDSPVSPAQAAELLGLVADGTISGTIAK.Q
K.QTSDTGAIEAEIAK.V
K.VLAANADKVEQYK.G
R.QVALIESGGEVVQETR.L
R.SPAEAGAYVR.K
R.RPGEAFGTR.T
K.PVAAANWVTSELFGALNR.L
K.EALFGFFVGQTMK.A
R.SKEDAHDYR.Y
R.IHVEQDAGK.L
R.FVMAVIEGEAKR.Q
K.ANPQVVNELLKK.A
R.ADVNVSVR.R
K.NYFYADLPQGYQISQLYHPLVGEGSLTIAADEK.A
K.MLESGDGAAAIVDR.E
K.AGIPADKVIGIER.I
R.WFDALLEAGAKPVAAANWVTSELFGALNR.L
R.FVMAVIEGEAK.R
R.WFDALLEAGAK.P
K.LMHDQHPTMSYVDLNR.S
R.YLAAGISAYNADVLTAEVEAAR.W
R.TGMAIEAQINR.W
R.SGVALMEIVSKPDMR.S
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K.RQVALIESGGEVVQETR.L
K.MLESGDGAAAIVDREGLK.Q
R.YFPDPDLLPLELDDAFLEECR.A
K.LFSGAATAFGAEPNTQVSLVDAAMPGMLPVPNR.E
R.LYDPDRGETR.S
R.KNYFYADLPQGYQISQLYHPLVGEGSLTIAADEK.A
K.LFSGAATAFGAEPNTQVSLVDAAMPGMLPVPNR.E
K.EALFGFFVGQTMK.A

YP_615894 Sala_0843 trigger factor 46.69% 31 K.VTFPEDYPVETLK.G
R.LGLLLSEIGQAHGVQVSQQEMQR.L
R.FVEYVQQDALAAAQLR.A
R.APLYEDKVVDFLFEK.A
K.SLGLESLDKLK.E
K.VVDFLFEK.A
R.LTVPADDKAVMAK.I
K.IEEFAAQMK.R
K.TVETLNEGLKR.E
K.ELMKDQVEQELNGLTR.T
K.VPAATKIDDEFAK.S
K.MHGAALSADALNK.A
K.LRPALQPAVTLADGYEAGK.D
K.LAEFAVTVK.E
K.DQVEQELNGLTR.T
R.KMHGAALSADALNK.A
K.AAAEEKAEPAK.K
K.EAVKDEAK.A
R.LIMQAAQQYRPEDR.Q
R.APLYEDK.V
K.SLGLESLDK.L
R.LGLLLSEIGQAHGVQVSQQEMQR.L
K.IEEFAAQMK.R
K.EAVKDEAKAEEAPAK.K
R.QRFVEYVQQDALAAAQLR.A
R.PALQPAVTLADGYEAGK.D
K.TVETLNEGLK.R
K.KEAVKDEAK.A
K.IDDEFAK.S
K.AIDAGVRDLMAK.E
K.AEAKPAAAK.K

YP_615895 Sala_0844 HhH-GPD 14.15% 2 R.ALGNAGYPEPR.I
R.TIVGQQVSVAAATSIWNK.L

YP_615897 Sala_0846 RNA methyltransferase TrmH, group 3 70.96% 11 R.EALGQLDLPPVIPISYADVADLAR.L
R.SASGALETVPWVR.V
R.SAAAFDAAAIVTQDR.H
R.RPLVILDQVTDPHNIGAVLR.S
R.HAVLAALANPDR.A
R.MESLNISNAAAIALYAVATASK.
R.IGLMGDTETTLGETLDGSK.V
R.ALEEIAEAQYWR.I
R.DAPHQGLVIEVDPLDGVHLGDLLQEEVDAESR.R
R.SAAAFDAAAIVTQDRHSPPESGVIAR.S
K.VALVLGSEGDGMR.H

YP_615898 Sala_0847 phage integrase 18.86% 5 R.TTYLGTPDNPGAR.V
R.EAATQYHSENEAGWK.S
R.AHIVPLSEAALAVLVK.A
K.TPDAVQAAYR.R
K.PSYSRLALDLLILTGVRSQEVR.L

YP_615919 Sala_0868 regulatory protein GntR, HTH 62.02% 11 R.YAGYVLESQGTTIADLYAAR.L
R.ILEAESLISVVR.G
R.VKDILAELEDMLQTDR.H
R.HAEFVDNIAVFHQALVEATGNNTLSFMNR.M
K.TSELVADQIR.A
R.NANETWAQR.G
R.NHQNDYQR.R
R.GELQEGDSLPPEGTLMATLGISRPTLR.E
K.MIEEGDVEGAVAHWR.L
R.LAIEPTVVR.W
K.TSELVADQIRAQIIR.G

YP_615921 Sala_0870 short-chain dehydrogenase/reductase SDR 23.28% 3 K.VALLGLTTTLATELGR.M
R.AYAVGLANAGASVVVADLNKEGAER.V
K.IVNQLSAGAFPAQTPYGISK.V

YP_615922 Sala_0871 Aldehyde dehydrogenase (NAD+) 10.73% 3 R.LNAGGVYNNGGFQINPHTPFGGIGISGFGK.E
K.QTVQADIPLAGAK.E
K.AGIDEFLHYK.T

YP_615935 Sala_0884 short-chain dehydrogenase/reductase SDR 40.53% 8 R.ASAEALAQSGVK.V
.MKLDNSIAAVVTGGASGLGR.A
K.VDITSEDSVVAGYEAAR.A
K.VAIFDVNEEGGR.A
R.VNSIMPGIFATPPMLAVK.D
R.APAIFEGLAASVPFPK.R
R.NSYFNGQNLR.L
K.DRAPAIFEGLAASVPFPK.R

YP_615936 Sala_0885 hypothetical protein 7.99% 2 K.VDAAFQDSGPNPQGSR.T
R.VYGEIEEGSGR.L

YP_615939 Sala_0888 amidohydrolase 2 19.89% 5 R.KEGEYLITGTR.D
K.YNDEAWDPVFAK.A
R.APSQIIDDQVWASFQHDR.G
R.VVDELFEGLDVSEAVR.R
K.GFTAAMLPATTPGNLPK.Y

YP_615941 Sala_0890 flavin reductase-like, FMN-binding 15.93% 3 R.FAVNVLQIGQQPTSNR.F
R.LLDAFDSEAVVERLAGAPR.A
R.GGLSELVPSDDAAAFVATFPDGELAEVEDR.A

YP_615943 Sala_0892 protein of unknown function DUF35 43.66% 3 K.TGEDFVYVPVVVDLDGAPGAR.L
R.LLPGDQIQITTNPDTEPFWQAAR.E
K.VAVEWTPIQEDWVLPNFR.K

YP_615944 Sala_0893 acyl-CoA transferases/carnitine dehydratase-like protein 4.43% 3 R.WTARVASSASGAPSQVLEGVR.V
R.VASSASGAPSQVLEGVR.V
R.IGALYENDGYR.A

YP_615946 Sala_0895 3-alpha-hydroxysteroid dehydrogenase 11.68% 2 R.YSTAEEQALPLILLNSDAAR.F
K.VAGDAVLSAFAK.A

YP_615961 Sala_0910 AMP-dependent synthetase and ligase 8.38% 2 R.TSLLLDIAADAASDRPALGSGEEAIDFGTYR.A
R.IAFASGDPAIR.R

YP_615965 Sala_0914 TonB-dependent receptor 15.60% 8 R.ASGEGSTVTVR.G
K.VSNFIANDTTQTPLFDLPDPSQGAAATAAR.Q
K.GVYDTSQLYGTDVTPEISGIISK.T
R.VGAGGSQASAGNPALLPYK.S
R.SFDFGNLAAEGVAGVEVYK.S
R.FANIENRPGPTDIYQVPQNAAYDFYDFQR.E
R.ASLEQAQNIKR.N
K.DLAITGAVGSNR.N

YP_615967 Sala_0916 SapC 14.71% 2 R.LVGYHLINETK.L
R.ASGAFFSALDRYDLLEPFALDVPR.A

YP_615969 Sala_0918 tryptophan halogenase 6.56% 2 R.LLGSIEGDVLTEPNFIGYR.T
R.TVASLPAHGAYIAR.Y

YP_615970 Sala_0919 Glucan endo-1,3-beta-D-glucosidase 17.78% 2 R.SADEWSTSASSAPAAPFDQPFHLILNLAIGGR.L
R.AGSSSPTAKVTREYSSARLTTRGK.A

YP_615971 Sala_0920 transcriptional regulator, LacI family 10.83% 2 R.IAFIAGSSEYPLSQWR.V
R.ELGIEIPSQLSLVSFDNTPIVR.F

YP_615973 Sala_0922 2-nitropropane dioxygenase, NPD 67.80% 12 R.EELNQAVHDWGGITLHDVIDDR.F
K.GADGLIPVAAGAGGHAGR.Q
R.AADIVYSNLFTGVHGNYLR.Q
R.EWFDGPVALSGAIGHGR.S
K.AGIVGSFPALNAR.P
R.PQSLLDEWLHR.I
R.LPVIGSPLFIVSGPDLVIAQCK.A
K.SNDRLEADIATCAK.W
K.DIWGSGQGIGAVSAIRPVAEFVAELETQYLAAR.R
R.SILAAQACGADLAYIGSAFIATAEANADEGYKNGIVEGR.A
R.SILAAQACGADLAYIGSAFIATAEANADEGYK.N
K.VPITITSLGAR.E

YP_615974 Sala_0923 amidohydrolase 27.03% 6 R.IAAIDPADIPEGAETVDAR.G
R.LGLSSAPAIAEAMAIAR.D
R.DLSLVEETGAPVHFR.Q
K.GGKPDLWVHPLAAATK.G
R.LPFAEALPGMAGAETLLAMGLNLVR.D
R.AALMPDNGPLDGVGLVER.A

YP_615975 Sala_0924 aspartate carbamoyltransferase 23.26% 6 R.LAGLTIINAFFENSTR.T
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R.SNILALTLLGNEVR.V
R.GVEIDSSVADDHAR.S
R.LGADVVNMHAAQSSVK.K
K.HDDRLAGLTIINAFFENSTR.T
K.KGETLIDTAMTLNAMR.A

YP_615977 Sala_0926 excinuclease ABC, A subunit 54.60% 35 K.VGQQATTLSGGEAQR.V
R.TSGTLSGGESQR.I
R.LGFLNNVGLDYLNLNR.T
R.ANNLQNVTAR.I
R.SVADALQWFSTLEEK.L
K.LLEVLQALVDQGNSVVVIEHNLDVIK.T
K.GGEIVAAGTPEQVVK.E
K.AFEGVIGNLNR.R
K.LADGLAYVDLADGVVPGREEEDGGAAEQK.M
R.LASQIGSGLSGVLYVLDEPSIGLHQR.D
K.SSLIIDTLYASAAR.V
R.YVESLSAYAR.Q
R.SNPATYTGAFTVIR.D
R.DWFAGLPEAQAR.G
K.TADYILDLGPEGGVK.G
K.SSLAFDTIYAEGQR.R
R.SVADALQWFSTLEEKLNEQQR.Q
R.LEFDPELVVPNHALSLR.K
R.HADYVVDMGPGAGVHGGEIVAQGTLDDLLK.N
K.SNPPSPYYMQVLESLGK.A
R.VGIPYSPATGEPISAQTVSQMVDR.V
K.SLTAAYLTGAK.K
R.STVATVTEIYDYMR.L
R.QFLEMMQKPDVEHIDGLSPAISIEQK.T
R.LRDLGNTVIVVEHDEDAIR.H
R.DALIVITGLSGSGK.S
K.YKHDIEVVVDR.I
K.IAGENISMSAQR.S
K.GMSIADVLDMTVEDAAEFFK.A
R.LRPEPLAVK.I
R.LADSFETALK.L
R.IPLGTFTCVTGLSGSGK.S
R.DLGNTVIVVEHDEDAIR.H
R.AYLLAPVVR.G
K.GVDVDLPR.D

YP_615981 Sala_0930 response regulator receiver protein 30.86% 4 R.YAVAAFEVAAVDYLLKPVSPDR.L
R.LQILAGQQDGISLVGTASDGASALR.M
R.LDNPPAIVFVTAFDR.Y
R.TLIVDDEPLAIER.L

YP_615982 Sala_0931 signal transduction histidine kinase, LytS 9.23% 2 R.SSLAVDPEQLVSLDEEIALQR.L
K.SEAETMIMNLSSFLR.S

YP_615983 Sala_0932 valyl-tRNA synthetase 43.72% 32 K.LAQAPIQAVR.D
K.GNVVDPIGLIDQYGADALR.F
R.GLGEGDEAVPAPADGPLSPALSPEGEREIAETR.A
K.SKGNVVDPIGLIDQYGADALR.F
R.GGVVIEPWLTDQWYVDAEK.L
R.RVPVVADEHADPELGSGAVK.I
R.IPAWYAEDGR.T
R.LNNPSFVER.A
R.DAAASADIDWLIK.L
R.VPVVADEHADPELGSGAVK.I
K.TAISDLEVETHEVQGGFWHFK.Y
K.ITPGHDFNDFEVGKR.A
K.FVELPITGR.R
R.FDDAANAIYSFAWDR.F
R.TLYLHGLVR.A
R.ADKLAAQLDR.L
R.LTAHFPASLK.D
R.GLGEGDEAVPAPADGPLSPALSPEGER.E
R.EQFTMDPHFTR.A
K.TFDPAAIEAK.W
K.LDDGHDHIVVATTRPETMLADMAVAVHPDDAR.Y
K.ETGFLIPHTDKDGNAHDAEPR.T
K.AELGLPPGAR.L
R.WIIGEVADTVAAVEAAFAAYR.F
R.DEFVDKVWEWK.A
R.AGFKPAEMLNMFDGDANVIQTADGLIPAEYLGLHR.F
R.ADYPLITAK.W
R.TDFTRDEFVDKVWEWK.A
R.TDFTRDEFVDK.V
R.LVNWDPK.L
R.LTAHFPASLKDR.A
K.ATSGGQITR.Q

YP_615984 Sala_0933 peptidase S9, prolyl oligopeptidase active site region 65.27% 40 K.ASPETLEGNIGDVTPLPGGALLYSR.N
R.IPYSQGLAAFTALQR.R
K.LPVAFIVHGGPQGSFGNSWSTR.W
R.AADAGLVGDTPSKPFGGGEELAWGTDSR.T
R.STGLWLVDR.H
R.TVFNWLDSYLK.K
R.LAEFDPVKLEK.I
K.GDTVWGMILKPAK.A
K.VGGAAMQVTDTR.A
K.SLYVTAQDVLEHPVFR.V
R.SVGSIAWAPDGK.S
R.PFIFNLEGGK.A
K.NETSPAFDKDGILYFLSNASGK.S
R.HWDEWETPGTYSRPFIFNLEGGK.A
R.HWDEWETPGTYSR.P
R.SEPEKWNPVNHVAK.W
R.GVPSQLLVFPDENHWVLK.G
K.GAKPIPIADTAGK.N
K.ATEKLPVAFIVHGGPQGSFGNSWSTR.W
R.TVFNWLDSYLKK.
K.WLAYAAMAR.P
R.VAAPAASPDGR.W
R.RGVPSQLLVFPDENHWVLK.G
R.MMPVNLTANNQATDTLPAPSPDGK.W
K.LKASPETLEGNIGDVTPLPGGALLYSR.N
K.LLAWGDIPK.E
K.DKGALVGPGSGR.L
R.KLTDAWDR.S
R.WVVFQMTETEAGSYKR.S
R.VDVTTGRVEK.L
R.LYKDGVGFVR.H
K.ADRNEPMSTNLDIYSWLVDSR.M
R.WVVFQMTETEAGSYK.R
R.PGYEADRLVLMLR.N
R.PGYEADR.L
R.NLESGETR.K
R.NEPMSTNLDIYSWLVDSR.M
K.VGGAAMQVTDTR.A
K.TPMLVITSEKDFR.I
K.TPMLVITSEK.D

YP_615986 Sala_0935 amidohydrolase 13.55% 4 R.VTAHAHGAEGIK.T
R.MWVAGAYITIPK.G
R.LGVAVTSEEAAEK.A
R.AGVDSIEHASVADEEALQLAK.K

YP_615987 Sala_0936 protein of unknown function, zinc metallopeptidase putative 20.86% 3 R.SSQAEGNQLQVR.M
R.SAGQRPVPESFTHGTSEQR.M
K.FGAAGDAAQAYVVAHEVGHHIQTISGIANQVR.Q

YP_615988 Sala_0937 Patatin 18.96% 4 R.QTPEAISFYDTAPLVETLNR.L
R.EFWEGVSSALPSLPIPDTDWAR.E
K.LPEDLAELPEVK.A
K.ALNVVQLIHEPPAWQTGAR.D

YP_615989 Sala_0938 3-hydroxybutyrate dehydrogenase 56.32% 11 R.EQVINDVLLAGQPTK.Q
R.IIGTASAHSLVASPFK.S
K.QFVTVEQVAALAAFLTR.D
K.AFAADGANLIINGFGDADAIEAERK.E
K.TALVTGSTSGIGLGIAK.A
K.HGLAGLTK.T
R.DEAANITGANLSVDGGWTAA.
K.AFAADGANLIINGFGDADAIEAER.K
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K.AAYDGADLTKPDEIMAMFTR.A
K.ELEAISGGK.A
K.AFAADGANLIINGFGDADAIEAERKELEAISGGK.A

YP_615990 Sala_0939 hypothetical protein 75.23% 12 R.IRDWYGSWQAALADAR.A
K.LTGSQRPVGLIFPDNLR.R
R.QIFLGTLELGDEK.M
R.AVVPAIPPSAGDAAEAGGTWR.A
R.ATATDADKQR.I
R.VTAEQGLSSLTK.L
R.LVLPAPAYESLLDVIELVPAN.
R.DWYGSWQAALADAR.A
R.PVGLIFPDNLR.R
R.DGLGFIAYGWFR.C
R.QIFLGTLELGDEKMAINYGSDR.M
K.GHGAEIDDEGALLQPMAALPNAHLPAGDYR.C

YP_615991 Sala_0940 Peptidase M20D, amidohydrolase 77.40% 27 K.HNIISDEAR.L
K.GVGGHGAYPQTTKDPIVLASR.I
R.IVGALQTLVSR.E
R.SAGILAAEAR.K
R.EISPLDSAVVTVGSFHAGAK.H
K.VGGTGVVAVMK.N
R.TLPSLHSPFWAPDAPAVISTATEALTAMAMK.L
R.MPVVTVQKDEYTPATFNTPEFTEDMATFLK.T
K.SLIIWVGGVPQAEFDAAK.K
R.SYTDAVRDHLLDGIAR.I
R.ADMDALPVTEQTGLPGASK.V
K.VPPVMGGEDFGR.F
R.KLGFEVTEK.V
R.GEVQAQMPSLMAIYDDLHANPELSFMEVR.S
K.SLIIWVGGVPQAEFDAAKK.E
K.GVGGHGAYPQTTK.D
R.IAKGEAIAAGMPEDR.M
K.DKWSGTLVMIGQPAEER.G
K.NGPGPIVMVR.A
K.GEAIAAGMPEDR.M
K.WSGTLVMIGQPAEER.G
R.MMLEDGLYTR.F
K.VGGTGVVAVMK.N
K.DPIVLASR.I
R.FPKPEYVLAFHDAAQFPAGMIGYAPGYALANVDSVDILVK.G
R.DHLLDGIAR.I
K.DEYTPATFNTPEFTEDMATFLK.T

YP_615994 Sala_0943 isocitrate lyase and phosphorylmutase 25.28% 8 R.DHDGAWDAISGESVAR.M
R.EYFGDEAMLGYVK.G
K.QVQAAIDNHETHVVPIIADIDAGFGNAEATYLLAK.K
K.LMSAEYDDSELSSEADNR.I
R.QQVYDSWAEEGR.D
R.IREVVPNAK.L
K.TSVPALIEEIYTFLR.Q
K.LAYNNSPSFNWTLNFR.Q

YP_615996 Sala_0945 hypothetical protein 67.16% 24 R.AVLTEQGFAIPSDYADR.G
R.AEWLPEVIQSAQSEQR.L
R.NTETIAPWFYVDANGVQR.L
R.LYSVAEAMDMSVFGLK.F
R.KPGNVMAFYYVQAPVPK.G
K.FDMTIDEVR.A
R.SLDLGLGPR.A
R.AVLTEQGFAIPSDYADRGDPR.V
R.MPDGVDIETPSHLRPR.N
R.GFDPSVDPR.A
K.GHPFSQVLEFQVLESGMR.L
R.LRAEIAAR.K
R.LFSALNAR.R
R.ASQPAAAPEGL.
K.ATPDEVPDSKFDAR.L
R.ECAAVFAGDAAGQR.L
K.GYEADVDDRETFEMDR.Q
K.FDMTIDEVR.A
R.LYSVAEAMDMSVFGLK.F
R.KPGNVMAFYYVQAPVPK.G
R.KGHPFSQVLEFQVLESGMR.L
R.ADKSPGTR.Q
K.GYEADVDDRETFEMDR.Q
K.ATPDEVPDSK.F

YP_615997 Sala_0946 PepSY-associated TM helix 24.70% 8 R.PAPLANVAAPLAWLAR.N
R.AVAAVLASEK.G
R.GQHIQLIAEHPR.R
R.DNHGVGLADWHNR.L
R.NHPEVRPTYVILHDPQTR.G
R.TTITTDHQAVHIDADGR.I
R.IEQPNAPEMAAIAPDAVQR.A
R.RLIYGETYQFGADGGYHGK.V

YP_615998 Sala_0947 TonB-dependent siderophore receptor 73.21% 41 R.GPASVLFGQGSIGGLVNLVSK.S
R.VIYGEGQSITQSGELTTR.G
R.YIDSDLEYFTHYTNSYSNPTDPFAADRR.T
K.TFGLTGEAQLR.L
K.TDTALIELPQPVK.V
K.LLVGLDYSWNR.V
K.YAAGVLANPYGR.D
K.WQPGPGTLVTVTGFR.V
R.LGAGVVYTGK.R
R.LAINATNLLDNR.Y
K.SEVNTDLDYLPR.H
R.TIGLYADASDAR.M
R.STGPAWSLVTPSNTTVDALAEVSWNNWR.L
R.SLQGMASVAHDFSDAVR.L
K.QLGVYVQDQIR.F
K.LKSEVNTDLDYLPR.H
K.SPGFETQGEINLVYGSYDRK.E
R.YIDSDLEYFTHYTNSYSNPTDPFAADR.R
R.GIEVEASHSLPGNFDLLVNYGYNK.L
R.GIDALQFR.D
R.DRVTGSSGQK.D
R.NVMATVGYR.F
K.VITADQYEAQGAISISDTVK.Y
R.VTGSSGQKDNATTFR.A
R.ARDADTYVK.H
K.EVLADVNLALSDSFAVR.A
R.NRVIYGEGQSITQSGELTTR.G
R.DIFSFYASITSDPYNFDRVEIVR.G
R.LGAGVVYTGKR.R
R.YTFVGKPGWDR.Y
R.VSVVLGAR.R
R.HIASIWSTK.T
R.DTRVDGFNVR.G
K.SPGFETQGEINLVYGSYDR.K
R.MNVFSTDNNLQFHFNTGAHVEHK.L
R.DADTYVK.H
R.YFASCLAR.G
R.YAGGLETIDLYDIDYDALLTYDPSGPFFR.E
R.ESQKQLGVYVQDQIR.F
K.RYAGGLETIDLYDIDYDALLTYDPSGPFFR.E
K.HVPDDR.V

YP_616001 Sala_0950 two component, sigma54 specific, transcriptional regulator, Fis family 11.35% 3 R.AMTQSEGNISHAAK.L
R.VLGGMITGAPEMLK.V
K.IELAHGGTLFLDEVGDIPLSLQVK.L

YP_616003 Sala_0952 transcriptional regulator, GntR family 25.22% 2 R.SLAADEGANPLTVAK.A
K.AYQTFQDEGLVTVK.R

YP_616004 Sala_0953 nitroreductase 34.72% 5 R.IVTVADDQR.A
R.AIIELALR.T
K.ENPGAAGMDLSALDQFAHQAPTLLVLLSTPVK.G
R.PRPEYDEVVR.A
R.AAFAALLK.E

YP_616005 Sala_0954 Amino acid/peptide transporter 7.78% 3 K.ELAEPQAAGVHPEPK.G
R.DADELAGSKELAEPQAAGVHPEPK.G
K.AYAQHGDAAGTFLGHPK.G

YP_616006 Sala_0955 amidohydrolase 28.09% 10 K.IEAVGGADTAIPAGYDVIDGTGK.V
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K.ALGIGEQTGSLKPGK.M
R.GVTIFDGEGGR.I
K.VSTFHHAVESYK.I
K.NPYPSTYTPYPGRPTAVR.G
R.IDNGVVLFAGGK.I
K.MEAYDSVNENVPLVHK.A
K.EGICSAMWADWWGFK.M
R.GVTIFDGEGGRIDNGVVLFAGGK.I
K.PAASADKPAK.F

YP_616007 Sala_0956 hypothetical protein 67.22% 19 K.VPVLVSPLSDLPDSFER.L
R.VVAAGAGVAVPAGVER.V
R.VGLVEVDAVSGSNDR.A
R.LVIGDGSAPIEGGTVVVR.G
R.LAATQSNAGR.L
R.VGDVVIWDNDPLELGSRPVAIWIDGR.A
R.DRYATPQEGALPK.A
R.VIDGTTPLFVR.V
R.AATFLLFR.E
R.AADIVNVLK.L
K.LVLVGVTDGWLVAR.E
R.ADAEALVR.V
R.YVTPGIVAAFSR.V
R.FSAGLDIAPALNPMGSPVAVNR.A
R.ALQYVAFGEDGAAK.A
K.MGYATQYAGNLVGLAR.M
R.YATPQEGALPK.A
R.MPGASGMTWDQAFAAISSAPAR.A
R.AIVAPGGSSNLFAGQGAVVDLADDMDMVTRPR.A

YP_616009 Sala_0958 aldo/keto reductase 64.65% 18 R.LGIDTIDLFYQHR.V
K.GGNILYGEAADLDEATR.T
R.YSDENLPANLAIVDAIGAVADK.H
R.VDPAIPIEEVVGGMMELVK.E
K.QITGVDGSPENAR.K
K.AQVALAWLLAR.G
K.AAPITALQSEYSIWER.D
R.EHGIGFVPYSPLGR.G
R.HIALSEAGPETLR.R
K.QITGVDGSPENARK.S
R.YSDENLPANLAIVDAIGAVADKHGVSK.A
R.GEDIVPIPGTK.R
R.DGLVIATK.F
R.ATMEDSVGAADVTLTADDIEAIDSAAPK.G
R.HIALSEAGPETLRR.A
K.AAPITALQSEYSIWERDVEDEILPVCR.E
R.VDPAIPIEEVVGGMMELVK.E
R.SRDELPEHDWR.R

YP_616010 Sala_0959 sodium:dicarboxylate symporter 12.29% 4 R.LFPLSTAAAAALR.D
K.ASEELGVAPK.K
R.TVGNVVADVAATR.F
R.FAAGEETHAPAGETP.

YP_616011 Sala_0960 phosphoglucosamine mutase 22.75% 10 K.LSDADEAAIER.L
R.VMAEGDDAGEVER.V
K.GSIIDGDQIMGLIGASWAR.Q
R.LADATHIGR.A
R.LVIRPSGTEPLIR.V
R.LKGGGVVATVMSNLGLER.F
K.GGGVVATVMSNLGLER.F
R.VMAEGDDAGEVER.V
R.FLEGQGLR.L
R.FAGGKPLEDK.Q

YP_616013 Sala_0962 Phosphomethylpyrimidine kinase 25.65% 5 K.GGHGAGATVTDR.L
R.LALLDAPGLGR.G
R.VPTEMVLAQIDSVAADIGVDAVK.I
R.LARPDLAEAALVFDPVMVATSGSVLADAATIDAFR.A
K.QLGLTQIVDSPDNGYAR.F

YP_616017 Sala_0966 dihydropteroate synthase 27.66% 7 R.KAAVMEAALAAGAGIVNDISALR.Y
K.AAVMEAALAAGAGIVNDISALR.Y
R.LGGTVALNYQAAAQGAQLLR.V
R.DNGAVLSAIVPVAELDDWIAAMPGR.L
R.VAACVAAGVDR.A
R.MIGALDNEAAADQR.L
K.IIVDPGIGFGK.G

YP_616019 Sala_0968 hypothetical protein 48.85% 9 R.AYATDIDDLWNAITDK.A
R.WFAPVEGDLELGGK.Y
R.RAATATTAFFTGVSASE.
R.AATATTAFFTGVSASE.
R.WFAPVEGDLELGGKYQIK.G
R.AFVGASSDGWAAASIAYGTDESAARR.A
K.GNAGGTVTACEPPK.G
R.KVEDVTHAGQPCR.A
R.AYATDIDDLWNAITDKAR.I

YP_616020 Sala_0969 two component, sigma54 specific, transcriptional regulator, Fis family 10.88% 4 R.SVVAADTDTALAK.L
R.RGDVGPLAR.H
R.AGASDFVQKPIAPDR.L
R.AAVGSTTDVLTAADFR.A

YP_616021 Sala_0971 alanine dehydrogenase/PNT-like protein 94.37% 25 K.AAQAELVSAHIAK.Q
K.QDIVITTALIPGRPAPR.L
K.LGLEALAMEFMPR.I
K.AFIMGVGVAGLQAIATAR.R
R.RIHGVTVIGAK.N
R.LISDAQLATMR.S
R.LGAQVSATDVR.S
R.AQSMDILSSQANLAGYK.A
K.AVLMAANAYGR.A
K.NIAALMPADTSALFSR.N
R.ARVDEYAK.L
K.EQILSLGAKPIFVENVAGIEGEGAGGYATEMSDEYK.A
K.GANIILGIQGPDPATLSGFAEGAWLAAGLNPFGAR.A
R.AFPMMMTAAGTVSAAK.A
R.VAATPETVKK.F
R.NLFNFLSAFWDKEQGKPVLDEEIGNAVR.L
R.SGSVIVDMAAESGGNVEGSVSGETR.R
R.SATKEQILSLGAK.P
R.LISDAQLATMR.S
R.IHGVTVIGAK.N
K.PIFVENVAGIEGEGAGGYATEMSDEYK.A
K.NIAALMPADTSALFSR.N
K.FIGLGAEVAVESGAGEQASIADADYGAAGASVGSR.A
K.ELAAGETR.V
K.AVLMAANAYGR.A

YP_616023 Sala_0973 beta-Ig-H3/fasciclin 42.57% 6 K.LTAADLAAQIDAAGGQLTLK.T
K.AVVTQADVGQANGVVHVIDAVLLPR.T
R.ESGDSILLTSASGNK.A
R.SVLAGVLNYHVVPGK.L
K.TADGQDLMVR.E
K.AVVTQADVGQANGVVHVIDAVLLPRT.

YP_616024 Sala_0974 2-isopropylmalate synthase 56.50% 31 R.ELGAEDIWQAFER.A
K.EIEVGFPASGATDFDYIQNLVR.S
K.TAIVHVYNALAPAWR.K
R.WEVPYLPIDPADLGR.S
R.APIWLSTDLR.D
K.YSAFPQVPLAK.R
R.VPDDVTPQVLTQSR.A
R.SGRVPDDVTPQVLTQSR.A
K.GGVAWVLEQDK.G
K.AGFKEIEVGFPASGATDFDYIQNLVR.S
R.FQLVDWSESHAGTDR.I
R.HPYGGALVYTAFSGSHQDAIK.K
R.GTGVAAAELGLLAGADR.V
R.TSFDSLAGAK.T
R.QNDERWEVPYLPIDPADLGR.S
K.RFQLVDWSESHAGTDR.I
K.IVFGMDKDDIK.A
R.FFDLLVK.A
R.DAAIISLHTHNDR.G
K.MQASFSHIVQALADETSR.E
K.KMQASFSHIVQALADETSR.E
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R.HPYGGALVYTAFSGSHQDAIKK.G
K.GGVAWVLEQDKGLK.L
R.SYEAVIR.V
R.ERQNDERWEVPYLPIDPADLGR.S
R.DGNQSLIDPMDAEKK.T
R.AYLTTDAK.R
R.APIWLSTDLRDGNQSLIDPMDAEK.K
R.AILSAANGA.
K.SLFGCGLDTDVATASVR.A
K.KMQASFSHIVQALADETSR.E

YP_616026 Sala_0976 YceI 88.26% 12 K.YTGIFGDVTGTLVIDPANPAAAR.V
K.VTTASAGLTSHLLR.A
K.DGGKPDFFGAAPADAR.F
K.ATIGFEAEGTIR.R
R.VAAGTYVADPLHTMVVWEVDHFGFSK.Y
K.KATIGFEAEGTIR.R
R.VEVTIPVAK.V
R.SDFGIAYGIPVVSDEVELEIHAAFEKQ.
R.RSDFGIAYGIPVVSDEVELEIHAAFEK.Q
R.AGKDGGKPDFFGAAPADAR.F
R.IAPFAALALTAAAATIVVAQDSGVPGAPDK.S
K.PDFFGAAPADAR.F

YP_616027 Sala_0977 hypothetical protein 21.52% 4 R.SAAELLDALVAR.E
R.LATSVAGTPAVER.A
R.VLLDISAQR.L
R.AWMDQAAAAFVDER.A

YP_616028 Sala_0978 hypothetical protein 20.41% 2 R.AVTGDDAQPAPKGEELALAA.
R.AVTGDDAQPAPK.G

YP_616029 Sala_0979 RNA polymerase, sigma 70 subunit, RpoD 59.64% 35 R.LEALSSGEEFPAASEK.K
R.IPVHMIETINK.L
K.WAAFAENEAAAVDR.I
R.ELEENWLEEVAGIDKK.W
K.NAVIPVDAAVQSNLK.E
K.LREELTAQVESVQFHGTK.I
R.ESFDDDDEDNTLSLAAMEELLKPDALEK.F
R.LTALGGQMLR.L
R.GLQFLDLIQEGNIGLMK.A
R.FGIGMNTDHTLEEVGQQFSVTR.E
R.EIVDLEAMLSKDPAPENLDEEGAEDGEISEK.T
K.IEYLVDQLYSYNR.R
K.DPAPENLDEEGAEDGEISEK.T
K.TAGVSFKDEDEVEEEPAADGDDEDGEGTSGK.R
K.EPISLETPIGDEEDSHLGDFIEDK.N
K.NEADTDAPLIDLNEADVKK.L
R.ELEENWLEEVAGIDK.K
K.NEADTDAPLIDLNEADVK.K
R.VLASLTPR.E
R.EMGAVELLSR.E
K.IAKEPISLETPIGDEEDSHLGDFIEDK.N
K.EPISLETPIGDEEDSHLGDFIEDKNAVIPVDAAVQSNLK.E
R.VEISEIAQAAGMSLTEFR.R
R.QFLHESGREPTPEEMAER.L
R.LEALSSGEEFPAASEKK.Y
R.LTALGGQMLR.L
R.ESFDDDDEDNTLSLAAMEELLKPDALEK.F
K.TAGVSFKDEDEVEEEPAADGDDEDGEGTSGKR.E
K.SFLDHYVGR.E
K.FSTYATWWIR.Q
R.RLTALGGQMLR.L
R.KSFLDHYVGR.E
R.IRVEISEIAQAAGMSLTEFR.R
R.EIVDLEAMLSKDPAPENLDEEGAEDGEISEK.T
K.AVDKFEYR.R

YP_616030 Sala_0980 DNA primase 18.40% 6 R.ALGQTGIAGPLAAALLGGLLR.Y
R.DVMQAAAEWFAQQLGSSNGAPAR.E
K.GAEGFAAILEDAQPLVER.L
R.LAIPDSGDAELLGLMLDIANAR.E
K.YLNSPDTPLFDK.G
K.ACCPFHNEKTPSFTINDEK.G

YP_616032 Sala_0982 GatB/Yqey 42.00% 6 R.TGTAPDDDDALVTDVLQK.M
R.LGSQLDMSK.A
R.ESIAMYEQGGR.Q
K.IKDKDIELR.T
K.AIVVELGAESLKDMGK.V
K.AIVVELGAESLK.D

YP_616033 Sala_0983 carbamoyl-phosphate synthase, small subunit 55.08% 13 K.FDIDALLAMAR.G
R.VGGDFADGVVEITSMNHGFAVDASTLPAGVVETHK.S
R.SVQTLPEWMTEQGVIGLAGIDTR.A
R.TDTGEWTGGIWALGK.G
K.NAFSVQYHPEASPGPQDSFYLFEK.F
R.DAGAPNGVIAHSPDAK.F
R.SVHGALGAITR.E
R.GWPGLEGLDLAK.T
R.PHVVAIDYGAK.D
R.PHGVSTSLDTNGNGATAQAR.P
R.NVPIFGICLGHQLLALAAGAR.T
K.SLFDGSNCGIAITGK.N
K.GYQTPFASSEVEMPIDGAR.P

YP_616034 Sala_0984 hypothetical protein 42.86% 3 R.NSIVTQAGDFIVTGDGK.Y
K.YIVTESGDEGDATDRPISVDSVDWTGLASK.A
R.NVIALQQAIMQSDASIDAK.T

YP_616035 Sala_0985 carbamoyl-phosphate synthase, large subunit 55.24% 52 K.VIATGGTADYLAGQGIEVER.V
R.SREEAIAVAAR.I
R.GLETGLSGFNFVDR.L
K.AEAIDKAEDR.Q
R.GGLIASPTTEVLIEESLLGWK.E
K.ERPDAVLPTMGGQTALNTALALFNDGTLAK.Y
R.IKDGDVQLIFNTTEGWQSLQDSQSIR.A
R.LAYLALQSANLHPGTR.R
K.LAQALSDAGIPILGTSPDAIDLAEDRER.F
R.EIGVETGGSNVQFAVNPK.D
R.EGLPLEEINR.V
R.SGIAHTLEEAFAVLER.T
R.AHSLEVKPLQDYY.
K.LGLKQPENGIAR.S
R.LLNAAQAIR.E
R.IGYPVLTRPSYVLGGR.A
R.GSGLIHEAVK.A
R.VAGYDMWFLER.I
R.GLMNVQYAVK.D
K.GELVGVIVQFGGQTPLK.L
K.AMTGGVTEGEVR.A
K.DGEVYLIEVNPR.A
K.AQLGAGDRLPTDGR.L
R.TGLPSIIRPSFTLGGTGGGIAYNR.E
R.IAEIVEAEK.Q
K.SVGEVMAIGR.T
K.LAQALSDAGIPILGTSPDAIDLAEDR.E
K.GASHEQLRNELAQR.T
R.IVLVNSNPATIMTDPDLADATYVEPITPEIVAK.I
R.FAALVNK.L
K.FKGAEATLSTAMK.S
R.LIVIEMNPR.V
R.TIHESLQK.A
R.PSYVLGGR.A
K.IVILGGGPNR.I
R.KIVILGGGPNR.I
R.GLMNVQYAVK.D
R.FPGTDPVLSPEMK.S
R.FPGTDPVLSPEMK.S
R.AMEIVDDQAQLENYIETAVQVSGTSPVLIDR.Y
K.TIDTCAAEFQAK.T
K.STGEVMGIDRDFNLAFAK.A
K.GAEATLSTAMK.S
K.AMTGGVTEGEVR.A
R.VAGYDMWFLER.I
R.TGLPSIIRPSFTLGGTGGGIAYNREEFEQIVR.G
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R.GSGLIHEAVKAMTGGVTEGEVR.A
K.YGVEMIGAK.A
K.TPYLYSTYEAPTFGEPECEANPSDRR.K
K.STGEVMGIDRDFNLAFAK.A
K.STGEVMGIDR.D
K.ERPDAVLPTMGGQTALNTALALFNDGTLAK.Y

YP_616036 Sala_0986 transcription elongation factor GreA 81.65% 12 R.AHGDLSENAEYHAAK.E
R.QGQVEATIGDLEDKLSR.A
K.AERPLIVDAIEEAR.A
R.AQVIDPTTLSGDR.I
K.YQIVGQAEADAK.A
R.IVFGATVTLTDEDDKPVK.Y
R.AHGDLSENAEYHAAKER.Q
K.LTAQLAALK.A
K.ISYNSPLGR.A
R.VDDEIEVTVPSGDKYYLVTK.I
R.QGQVEATIGDLEDK.L
R.PLIVDAIEEAR.A

YP_616038 Sala_0988 NUDIX hydrolase 15.93% 3 R.VPLNGIEDFVAAK.R
K.VGAGGGVGGEDIVVHR.V
K.VGAGGGVGGEDIVVHRVPLNGIEDFVAAK.R

YP_616039 Sala_0989 protein of unknown function DUF477 28.07% 5 R.ADIVADEAIASK.V
R.IVTDAVAAAER.H
K.VAPAIWGDAMAALIER.I
R.QVGAVLATHFPK.S
R.HTDGEIVTIIAAR.S

YP_616040 Sala_0990 protein of unknown function DUF477 38.43% 7 K.LAGNPVVDQADIIPAAEEAALNTQLLDLEKR.T
R.FRDGDYPGGIR.A
R.EWGIGDAERDDGVVFLIAPNER.R
R.AGVNAIAEQIELPPEEAAAR.A
K.LAGNPVVDQADIIPAAEEAALNTQLLDLEK.R
R.DDGVVFLIAPNER.R
R.TGHQLVVATVSDLEGRDVADYGYR.L

YP_616041 Sala_0991 LemA 74.00% 17 R.INVAVQDYNAAVQDYNTTIR.T
K.GAANIEQSTLEGVIQAR.A
K.LSTDDLDDPAKVQAFQQAQGNVSSALGR.L
R.RADLIPNLVETAK.G
K.VQAFQQAQGNVSSALGR.L
R.LLVTVEAYPDLK.S
K.WANVEAAYQR.R
R.FADLMTQLEGTENR.I
K.LSTDDLDDPAK.V
R.AVTPNANQAPK.V
R.ADLIPNLVETAK.G
K.IVHGAQPMTPYR.A
K.AKWANVEAAYQR.R
R.FADLMTQLEGTENR.I
K.IVHGAQPMTPYR.A
R.LLVTVEAYPDLKSQAR.F
R.AVTPNANQAPKVDFGQ.

YP_616047 Sala_0997 beta-Ig-H3/fasciclin 75.54% 10 K.LPAGTVDTLLKPESK.A
K.AAGLVDTLASPGPFTVFAPTNDAFAK.L
K.AALTGVLTYHVVPGR.L
R.LTAADIAAQAK.A
R.NIVENAANSKDHTTLVAAVK.A
K.IAPADVIQSNGVIHVIDAVLLPA.
K.AVLTTVQGGTITVWEK.D
K.DHTTLVAAVK.A
K.AVLTTVQGGTITVWEKDGAWYVSDANGGK.A
K.AALTGVLTYHVVPGRLTAADIAAQAK.A

YP_616054 Sala_1004 TonB-dependent receptor 39.81% 14 R.FEYQGVVAPADTAR.L
K.APSLFQLYDSFSGNAALRPER.S
R.VDNLFDADYATAFNFGTYGR.A
R.HDDHNQFGGATTFGANANYSPNGGATNVR.L
R.TDGISSAAVGTER.D
R.NTTDQINFDNATFTYGNIDR.T
R.LDQYVGYAGLNLGLFDGR.F
R.LDGYALAGVR.A
K.SYDVGIDQSLADGR.A
R.LVFGYEHERPEYDFFGFGSTDSQK.A
R.DGYENIAANAR.L
R.ALVSLTAFLR.N
R.ADLSGTTGPVSGSIGGAYFR.T
K.VNDPSGIGDGYDFGHLLTGNIR.R

YP_616064 Sala_1014 glycoside hydrolase, family 3-like protein 14.90% 8 R.FTLTDADLAFTR.Q
R.TSLDLPGNQQALLEALEK.T
R.ELQALAVEGTR.L
K.HFAAYGAAQAGR.D
R.TRPVTLLEGLQAGAPK.G
K.NKDNVLPLAASAK.S
K.IRPGEPLTASVTVTNSGPR.D
K.IPLLFGYDVIHGHR.T

YP_616065 Sala_1015 TonB-dependent receptor 39.96% 25 K.AFVNTGGDNPSR.T
R.NFVDYNNNPADNTR.T
R.RPDGSFFPPAPAAPSSPFGFAPPGFGSIIIGTNGLETR.A
R.QQLLAQAGPGGGR.E
R.DIRPGFNLPLDFFPAEYR.G
R.WAPTPVVFGNGSLFAYAAPNESNPAVIDR.A
K.LSFQPTSSDLIELSGR.H
R.SMEGGEVGTNISQR.Q
K.DGFAYLLGNR.R
R.SGTNEFHGEAFIDYTDQGLR.D
R.NFLAFADLAPGVQFVTAGNDQSR.L
R.FVAAGSVDLPIGVTLSGK.F
R.ESGEFLSSGINAR.E
R.EISGIGVGGNPPR.T
R.SYDRNQFDFLQQEISVGSFATR.T
R.IGGGANYQDK.G
R.GVFGPTNATFNEDLYFGK.L
R.WEHTADNWINDLK.L
R.RPNELTGTK.I
R.LRLDIINLFNDR.N
R.IGGGANYQDKGQK.G
R.IGFSYELDDDAR.F
K.LVKNYTAASPWSLAATYTYTEAEENR.N
K.DFQFGGALGGPIIK.D
K.AEFDQVSSVAITAVTR.S

YP_616066 Sala_1016 hypothetical protein 5.35% 2 K.SGEVDPVHGWVAR.D
K.GFFYHFLNNEDGTR.R

YP_616074 Sala_1024 transcriptional regulator, LacI family 14.33% 2 R.GTTGGETAPVPSSGARP.
R.LLVQGQLPADAVFAANDQMAVGLIAGLAEAGK.S

YP_616077 Sala_1027 inosine-5'-monophosphate dehydrogenase 61.65% 26 R.VVAGVGVPQLTAILDSVEAAAK.L
R.VQVLAGNVATGDATR.A
R.VAAATNTGDSGVER.A
R.NLTIEEQAAAVR.Q
R.FADNPGQPVR.E
K.DVIHQLVGGVK.A
K.ALAAGASSVMVGSLLAGTAEAPGETFLFQGR.T
R.YFQQDIKDQMK.L
R.ALIDAGADGVK.V
R.ELMTAENLATVRPGVGQDEAR.R
K.RFESGMIVNPITITPDAPLSDATALMNQHR.I
K.LVPEGIEGQVPFKGPAK.D
K.LVGILTHR.D
R.ISGIPVVESGGK.L
K.LGVPVIADGGLR.T
R.FESGMIVNPITITPDAPLSDATALMNQHR.I
K.LVPEGIEGQVPFK.G
R.GMGSVGAMAR.G
K.VGIGPGSICTTRVVAGVGVPQLTAILDSVEAAAK.L
K.AVNFPDATKDASGR.L
K.AAMGYTGSR.T
R.GMGSVGAMARGSADR.Y
R.ESHVHDVAITR.E
R.ELMTAENLATVRPGVGQDEARR.L
K.VGIGPGSICTTR.V
K.ALAAGASSVMVGSLLAGTAEAPGETFLFQGR.T
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YP_616078 Sala_1028 Fmu (Sun) 40.91% 8 R.AQTGVAAEALIDLFDPLVGEEEHDSLLAR.A
R.IQTAIEILDAIAAAAR.E
R.ADLETLFPEGAPIPGAPDGWR.L
R.LLNPGQEVAMLADWQGR.A
R.EGGAPADAILAEAMR.A
R.HPGWTADADYLPGGVGR.A
R.AAMLALADAQPGLAALFDGSAYGPAPIAADEPR.A
K.LIDLGADLVAPGGK.L

YP_616079 Sala_1029 Tetratricopeptide TPR_2 31.82% 3 R.SIALQQEGQR.A
R.ITLLALGAGLVLASLPTASDAQR.A
R.EALLLEPNDIVALTGQGEALADK.G

YP_616080 Sala_1030 Porphyromonas-type peptidyl-arginine deiminase 38.84% 8 R.LALPVAAGDDDPNAAVYADAR.A
K.ILVQPLGDIWLR.D
R.TVAFGGVEIVDLPSPGR.I
R.DTGPIVVGTGAAR.R
R.QADIAAALIDPGVK.I
R.LLWLGHGLIGDHTDGHVDNLAR.F
R.LHQSLGIER.L
R.DVAAFANAVHDGGRGEEVR.L

YP_616081 Sala_1031 peptidase M28 86.86% 38 K.NAATAIPDVEIPQLSLATLQEVTR.E
K.TPVTAQYAK.D
K.LGVPMFNFGSGDDLVDGGVEAGQK.A
K.GWNDYAGLDVK.G
K.NGGADQTIANGWIQLAK.A
K.ASFAFDNDIAKK.M
R.WTQDVPLVEITAK.N
R.TEVKDSDVVFVGYGINAPEK.G
R.QGAAAVLIVHDTEPAAYGWNVVESSNTGTQYLAESK.N
K.YREAGLQPGNNGR.W
K.RPDEYVLYTGHWDHLGR.C
R.YHAPDDEYEAITNWEGMMSDLR.L
R.WSYKYEEAAR.Q
R.MLAMTDAWPNWNEGDEFR.A
R.ELSSDAYEGRAPGTAGEEK.T
R.ELSSDAYEGR.A
K.ELFASAGQDFDKLR.E
K.ASFAFDNDIAK.K
R.SIVFLAVTAEESGLLGSK.Y
K.SELDAYVEK.L
K.DYVAFSYR.V
K.DSDVVFVGYGINAPEK.G
K.YYAENPVFPLSQTVGGVNMDALNAVGPAKDIVVVGAGK.S
K.YYAENPVFPLSQTVGGVNMDALNAVGPAK.D
K.TVVVLVNDPDWENRETEGPFNGR.A
R.CTPVDGDDICNGAVDNASGIAGLVTLAK.A
R.APGTAGEEK.T
K.AKELFASAGQDFDK.L
R.LYYAAGR.M
R.EAGLQPGNNGR.W
K.NATPLTFTGGK.T
K.GFKPVPLAGVK.A
K.AAEDYEKNR.Y
R.YHAPDDEYEAITNWEGMMSDLRLYYAAGR.M
R.SDHFSFAK.L
R.NVIGVLPGAK.R
K.TVVVLVNDPDWENR.E
K.DSDVVFVGYGINAPEKGWNDYAGLDVK.G

YP_616082 Sala_1032 oxidoreductase FAD/NAD(P)-binding 70.48% 12 R.AYSIASPAYADELEFLSIK.V
R.LQLIQPGDPVYLGR.K
R.DALESQLAGDPLVQDQALLQFHYLPTVTR.E
R.AYSIASPAYADELEFLSIKVPDGPLTSR.L
R.IDALIDGGQLFGHPLTGPAHFDPATDR.V
R.EGSNAAPGDFVIER.A
R.KPTGTLVADALLPGQR.L
R.LFLLSTGTGLAPFLSLVRDPDIYER.F
R.LFLLSTGTGLAPFLSLVR.D
R.SGEFVMIGLPGEGR.P
K.LAPSASLTVENVR.S
R.FSQIQLVHCVR.Q

YP_616083 Sala_1033 phospholipid/glycerol acyltransferase 25.24% 4 R.SIDDIVGGDTDEERPI.
R.IDDNPPGVVAR.A
K.TGGLGPLIWPTGDFR.A
R.TGFYQIALGAK.V

YP_616088 Sala_1038 class II aldolase/adducin-like protein 25.98% 5 K.VPDQDGAFLINPYGMHFSEVTASSLIK.I
K.IDIDGNKLDEDNPWHVNK.A
K.YSEAEWTAR.Q
R.WDELIFNHITVK.V

YP_616089 Sala_1039 ribosomal protein S21 33.82% 3 R.DNNVDQALR.A
R.HYEKPSEK.R
.MQIIVRDNNVDQALR.A

YP_616090 Sala_1040 2OG-Fe(II) oxygenase 49.84% 13 R.VGGQLLSGIAR.Y
R.DLPPGHPLAAQQPNNVWPAEIEGFR.A
R.LLHYPPVEAPAK.G
R.AYHIPGGGGAR.G
R.YLGLAPDFFDDTVK.D
K.AFFALPEAVKR.A
R.AEAHEDINTITLLLGAEEAGLEILDK.D
K.EVDLKEFWHVGR.D
R.YSMPFFLHFR.S
R.YLGLAPDFFDDTVKDGNSVMR.L
R.LFAEFDRVGGQLLSGIAR.Y
R.DFGGSFER.F
K.AFFALPEAVK.R

YP_616091 Sala_1041 protein of unknown function DUF589 33.33% 4 K.SEPDAYAWGQLVK.D
R.VTPTEWQLILK.M
K.DGTGIWDGVR.N
K.GDEALFYHSNIGK.E

YP_616093 Sala_1043 pseudouridine synthase 28.63% 3 K.QYLAIIDGVPADDGGTIDLPLAK.T
R.VLFLDGEALVIDKPAGLPVDAPR.D
R.VHAIEGLGFPLAGDPVYGR.G

YP_616094 Sala_1044 cell wall hydrolase, SleB 12.37% 3 K.SICGVVFQGSER.A
K.PDSDAMTDTQRAAMSFSYLR.D
K.LAAISPLHALALGLR.A

YP_616095 Sala_1045 cysteine synthases 81.05% 25 R.NLHTDLLDGVIK.V
K.VFAVEPEASPVISGGQPAPHPIQGIGAGFIPR.N
R.VLGFNYDTGER.Y
R.IGLAMIEAAER.D
K.EGGTIVEPTSGNTGIGLAMAAAVK.G
K.ANSILETIGNTPHIR.M
R.YLSVPDFLPEI.
R.AATEEGMLVGISSGATLAAIAQK.L
R.TTGPEILADFR.D
R.RAATEEGMLVGISSGATLAAIAQK.L
K.LVLVMPESMSLER.R
R.DGSLKEGGTIVEPTSGNTGIGLAMAAAVK.G
R.AIELVETTPGAWMPQQFENEANIDVHIR.T
K.LFPDAEVWVK.S
R.NLHTDLLDGVIKVDASAAK.D
R.LMLAYGATFDLTPR.E
R.SNPGGSIKDR.I
.MKANSILETIGNTPHIR.M
R.IGLAMIEAAER.D
R.AIELVETTPGAWMPQQFENEANIDVHIR.T
.MKANSILETIGNTPHIR.M
R.IGLAMIEAAERDGSLK.E
R.DGSLKEGGTIVEPTSGNTGIGLAMAAAVK.G
R.AATEEGMLVGISSGATLAAIAQK.L
K.LFPDAEVWVKSER.S

YP_616097 Sala_1047 Fmu (Sun) 7.09% 2 R.AFAVAIASEALR.W
R.TLPGQIADAGGLDGFFIAR.L

YP_616098 Sala_1048 SapC 81.85% 19 K.LINPVYVPAYIR.R
K.FDEGDALFVDGQPSDQVK.A
K.ADLLMDGEVAIQQEGNDKPYIYR.G
R.GFQMVDENKLR.E
K.DLTPLSSVDHADFHAR.P
R.RYPFLLAK.L
R.EVFAEQVK.S
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K.NFEEAGQR.T
R.FFPIVFSAGDNPVPLALMGLNEGINTFVDDQGK.L
R.TGMFMEELKK.A
R.PLDSAAFLVGQHAVPLTSDEFVSACR.F
R.GFQMVDENK.L
K.MQLVTEAPAV.
K.LQPNTDELSLCFDPTSGAIGK.F
K.KADLLMDGEVAIQQEGNDKPYIYR.G
K.KADLLMDGEVAIQQEGNDKPYIYR.G
K.AVLEFCKNFEEAGQR.T
K.ADLLMDGEVAIQQEGNDKPYIYR.G
R.YPFLLAK.L

YP_616099 Sala_1049 FAD linked oxidase-like protein 11.39% 2 R.HIDVAAGIAIAEAGVILQSFHDAVLTHGLR.F
R.ALVAGIEAVLPDGSIFDGLAPLKK.D

YP_616101 Sala_1051 DEAD/DEAH box helicase-like protein 45.63% 15 R.ELAAQVAENFEK.Y
K.FADLGLSDELLR.A
R.AFTLVTPSDDEAIDNIQK.L
R.NENIEQFVVK.T
K.LTGYNIPVHGTATADAAPAKDEPR.E
R.AGEIHGDMDQSSR.I
K.TASFVLPMIDILAHGR.A
K.LADKFLSNPK.T
K.AGTINILVASDVAAR.G
R.AIDESGYSEPTAIQAGAIPSVLMMR.D
K.GVSHVFNFDAPWHPDDYVHR.I
R.SLILEPTRELAAQVAENFEK.Y
K.GVDVLIATPGR.L
R.IAELDRFK.A
K.GVDVLIATPGRLMDLFER.G

YP_616105 Sala_1055 Alcohol dehydrogenase, zinc-binding 58.16% 9 R.ETVHEGIEAAPEAFLGLFSGENIGK.M
R.DLPDTPLDKDQLR.V
K.AAPVLPQLAAALER.L
R.LGKPGIDVYFDNVGGEHLDAAFATANDFAR.F
K.AWHLTSRPQGLPTIDNFALR.D
K.SYAASFQLDQPMTGGAIGK.V
R.VAAAKPGDTVFVSASAGAVGSAVVQIAK.A
K.LPTALLDAGLPPQTFLHNMGLTGGTAWIGLLR.V
K.AREMTVIGSAGGAEK.C

YP_616107 Sala_1057 conserved hypothetical protein 95 32.78% 4 R.TFDLLLIDAPYATGAGSVALDK.L
K.NLAALGAGPR.A
R.LGWIAPDSWISIETGER.E
R.ETLFSMLTSR.L

YP_616108 Sala_1058 Pseudouridine synthase, Rsu 22.81% 4 R.NQWIEMTLTEGK.N
R.VLEHLGLQVSR.L
R.LDYNTEGLLLLTNDGAFKR.Q
R.AFGDISQAQLEELVMGIEIDGIR.Y

YP_616109 Sala_1059 response regulator receiver protein 25.52% 2 R.LLVIEDDPLTAFDNEHTLK.H
K.HAGYDVVATVDSGEAAVR.F

YP_616112 Sala_1062 acetyl-CoA carboxylase, carboxyl transferase, beta subunit 51.24% 9 R.AQTGDRDAYQNAFGR.I
R.GVPYIAITAAGGAR.M
R.LIGYLAPEK.A
R.MQEGTLSLMQMPR.A
R.FAQLFDGGLHEMIAAPAAPEDPLKFR.D
R.AGLPYIVLLTDPTTGGVTASYAMLGDVQIAEPK.A
R.AEYLLDHGMIDMVVHRK.D
R.DTADNLWHK.C
K.ALIGFAGQR.V

YP_616113 Sala_1063 tryptophan synthase, alpha subunit 64.02% 10 R.GTTTADIFAIAAAFR.Q
R.TPDQAAQIAR.V
K.AATDLPVAVGFGVR.T
R.LPTVLDGAGGFLYYVSVAGITGQQQAAQASIDEAVAR.L
R.VADGVVVGSAFIDIIAAHGDAAAPHVEAFTR.T
R.TLADAIHSAK.E
R.LKAATDLPVAVGFGVR.T
R.VGVDGVICVDVPAEEDPELGPALR.A
R.HPDTPLVLMGYANPMTIR.G
R.AMGIDLIR.L

YP_616114 Sala_1064 tryptophan synthase, beta subunit 54.88% 14 K.LLGAEVVAVTSGAR.T
R.VRYEPVTDAEALASFQK.L
R.PSPLWLAQR.L
R.DFQSVIGDEAR.E
R.LPDMLIAPVGGGSNAIGLFHPFLDDTDVEIVGVEAAGEGLDGK.H
R.LEGIIPALESAHAIAAAER.I
K.LTRLEGIIPALESAHAIAAAER.I
R.YVAETLMPLILDLER.H
R.EDLNHTGAHK.I
R.AAQADPAFKAEFDYLLK.H
K.TYLLQDADGQITEAHSISAGLDYPGIGPEHSWLHDIGR.V
K.INNCIGQILLAK.R
K.HAASLAGGKPGILHGNK.T
K.AEFDYLLK.H

YP_616115 Sala_1065 Phosphoribosylanthranilate isomerase 44.60% 5 R.LGATHIGLVHYEPSQR.H
R.ILFDAPAAALPGGTGTR.F
K.AIGLKDAETLTR.M
K.VALLLVNASQQLTGEALSMVRPDIVQFHGSETPEWLTVVK.R
K.DMDKIAAFLK.A

YP_616116 Sala_1066 orotidine 5'-phosphate decarboxylase 54.02% 7 K.LGLPIFLDLK.L
K.AIQALRPLEPAILTVHAAGGR.A
R.VIAVTVLTSLDAPDLEDIGLTGTPHDQVVR.L
K.AWPGGFFVVPGVR.P
R.IVTPAQAMSDGASILVVGRPITQSSDPDLAAR.E
R.EAGLDGIVCSGQEVK.S
R.PITQSSDPDLAAR.E

YP_616117 Sala_1067 hypothetical protein 13.14% 2 R.RLDAIER.Q
R.WSLKRRLDAIERQAADLR.A

YP_616118 Sala_1068 adenylosuccinate lyase 77.63% 35 R.NPVLTENLTGLAR.M
K.LGLSIEPVSTQVIPR.D
R.VLLALTQAGASR.E
R.SHGIHAEPVTFGLK.M
K.VWESDGQLSLLELLK.S
R.TEVLEAEEYFSPGQK.G
K.HDVIAFLTWVAENVGEEAR.F
K.ALWDWWATRPAIDVAAIDAIEAVTK.H
R.LSADQLTELFDLDYHMK.H
R.FIGPDATITLDFALAR.L
R.YARPEMTAIWSAENR.F
K.MAEAYAEFSR.C
K.HVDTIFDR.V
R.MGGLVHSQR.V
R.SAVTPAMENVALWHER.D
R.VLLALTQAGASREDSYALVQR.N
R.PAIDVAAIDAIEAVTK.H
R.LTGVIDKLLVYPDR.M
R.DRHAMFFAVLGVIASSIER.L
K.HVDTIFDRVFGAA.
R.VEAHVAAK.L
R.EDSYALVQR.N
K.SDADVTAR.L
K.RNPVLTENLTGLAR.M
K.ALWDWWATR.P
R.LTGVIDK.L
R.DISHSSVER.F
R.SAVTPAMENVALWHERDISHSSVER.F
R.MGGLVHSQR.V
R.LSADQLTELFDLDYHMK.H
R.AEIATCAISGAVGTFANIDPR.V
K.VWESDGQLSLLELLKSDADVTAR.L
R.HAMFFAVLGVIASSIER.L
R.FSIWFEIEAHATDALAELGTVPPSAAK.A
K.MAEAYAEFSR.C

YP_616120 Sala_1070 DNA repair protein RadC 11.03% 2 R.EFGSLAQLVSADPESLR.R
R.VDGLGDTGIAALK.I

YP_616124 Sala_1074 Uncharacterized conserved protein UCP025560 25.37% 3 R.AAGQIGEQPDGYLGFVTAPTPAIR.A
R.ALVQDINIK.R
R.ALVQDINIKR.K

YP_616127 Sala_1077 H+-transporting two-sector ATPase, C subunit 56.00% 2 R.NPAAADGQQGR.L
K.LIGAGLAAIGAGMAAIGVGNVFGSFLESALR.N
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YP_616128 Sala_1078 H+-transporting two-sector ATPase, B/B' subunit 34.34% 5 K.LSAAEADIAAAR.S
R.SSAMAEIESVAAEAAGELVAK.L
K.AAHAAADKLEESYR.Q
K.VADDLAAAK.A
R.KVADDLAAAK.A

YP_616129 Sala_1079 H+-transporting two-sector ATPase, B/B' subunit 59.09% 13 R.IAAAEANALAEVR.A
K.ALVDQAIASIAKG.
K.LIADRHDVAADK.A
R.ARADAEAQALVAK.A
R.ADAEAQALVAK.A
K.ALVDQAIASIAK.G
R.LDAESLKAEYEAK.L
K.AKADATALIAR.R
K.ADATALIAR.R
K.QLGEAEQLRLDAESLK.A
K.GVPGAIAAMLDK.R
K.GVPGAIAAMLDKR.I
R.HDVAADK.A

YP_616134 Sala_1084 Recombinational DNA repair protein (RecF pathway)-like protein 17.71% 2 R.YELLLLAELGFGLEDKPR.A
R.TEEQLGGATVELLESR.A

YP_616135 Sala_1085 3-isopropylmalate dehydrogenase 60.34% 15 K.LFSGLEDSSALRPEVASAIDLLIVR.E
R.HLRPEQAILGLR.A
K.VIAALALPVDLDR.A
R.GLYEPIHGSAPDIAGK.G
K.AADAILFGAVGDPR.F
K.ANVLETSQLWR.D
R.AELGLFANLRPAK.L
R.HSGGDEANAAR.I
R.GADLGGTMGTAALGDAVVAALNG.
R.ELNGDVYFGEK.G
K.AKAADAILFGAVGDPR.F
R.ALVGGAACAATGHPLPAETLAK.A
K.GIANPLAMILSLAMLLR.H
R.QGYDIMSYSESEVR.R
R.LCSVDKANVLETSQLWR.D

YP_616136 Sala_1086 Cystathionine gamma-synthase 71.57% 25 K.FINEVLLPFQR.N
R.INIGLEDPRDIIADLDQALTR.V
R.FGIDTTVVDGR.D
R.SEHGETSEALFLTSGYTYDSAEEVAAR.F
R.ILHPGLASHPQHDLAK.S
R.VFFFETPANPTMDIVDMR.H
R.NTGPNLSPFNAWVVMK.G
R.FGIDTTVVDGRDNEAWER.A
R.DIIADLDQALTR.V
K.AHGITSVVDNAFATSALQRPMDFGADVVAYSATK.L
R.RQSENALAVGK.F
R.EQAMAFLNALELVDISNNIGDSR.S
R.FAGEAQGMTYSR.L
R.LQNPTVAMLEER.I
R.VLAGAVCGTEK.F
R.INIGLEDPR.D
R.FAGEAQGMTYSR.L
R.EQAMAFLNALELVDISNNIGDSR.S
K.TWHPATQAVR.G
K.AHGITSVVDNAFATSALQR.P
R.WLIDHLCPR.F
R.TQATGMAAMTTALLCQLSAGDHIVAAK.A
R.NTGPNLSPFNAWVVMK.G
R.ADMGVVEGMLR.I
R.ADMGVVEGMLR.I

YP_616137 Sala_1087 ApaG 36.09% 3 R.VENHGDSAVQLLSR.H
R.VAVSYLPEQSHPALGR.W
.MIDSFFPFSATTGPVTVR.V

YP_616138 Sala_1088 transcriptional regulator, LysR family 48.29% 8 R.QGFLQFEESVR.A
R.AADELAVTPAAVGQQIR.A
R.YSQQAPDVR.F
R.GYWLVAPTPQWR.Q
R.ALEDMLGVVLFR.R
R.LGDAGLAIDAAANGLGHANVPAMLAEGDIAAGR.V
R.AMQAGQSSQSLTIAAPR.D
K.GLELTGEAQAGLDALR.Q

YP_616140 Sala_1090 putative beta-lactamase 45.60% 13 R.FIDSLEWFASPSDVAR.L
R.NIPFLTTVEAFALK.G
R.WSDVVPLTHASFSSAGTAGWPR.D
R.RADQLVDLIAGR.I
R.AVTANLIAQYGAPVAVDGATSSNGLSGTVR.L
K.LYILDELAAQVAAGK.R
R.FEKGVATVLLDVAAGADEK.V
K.GVATVLLDVAAGADEKVVGLR.I
K.GGSETGVLSMSLLGQR.K
R.LLDVNADKMVLANVDGVSFAGGPR.F
R.AAFVGASDADQRR.L
K.MVLANVDGVSFAGGPR.F
K.GVATVLLDVAAGADEK.V

YP_616141 Sala_1091 DNA topoisomerase IV, B subunit 25.19% 14 R.LTAGGLSAYAR.D
R.ALLGLVLDR.M
K.ILNVASASADKIR.A
R.GTSVSFIPDPEIFGEHGR.F
K.SALEVIMTMLHSGGK.F
R.RGTSVSFIPDPEIFGEHGR.F
K.ILNVASASADK.I
R.VTLPQEYEER.H
R.NGHVYLAQPPLYR.L
R.GAPLGPLEELGATPNR.R
R.DHFDHFLSDNMDR.G
R.DDAHRAELEATLFK.G
R.ALHHLAAEVIDNSMDEAVAGHATR.I
R.AFGELIGQK.K

YP_616142 Sala_1092 membrane protein 50.54% 9 R.FTTTNTANSFADNGK.T
R.AGYTPGGGALFYVTGGGAYAR.L
K.DKDYVVNVGPGSAPATNPFLLNGGGTDIR.R
R.MGNFVLGAVVEGGHSVAR.D
R.NDKDGPEFFGR.L
R.DSVSGFSTTPASYTMSR.E
R.MGNFVLGAVVEGGHSVAR.D
R.EADYQANAR.L
R.DFDGPYISIGGGATLQGNDR.G

YP_616144 Sala_1094 GcrA cell cycle regulator 66.09% 11 R.IVSIGPGGFIR.Q
K.GLTASQIADELGGVSR.N
K.PAAEAPHIENAAAAPTKPEAPR.I
K.TAAPTAAKPAPAATAAR.P
R.QGPGDQQAPIPPAPPR.R
R.PASTVPRPEPK.P
R.LVPAKPSPEIADK.T
R.AYQAQLPR.G
R.RPPPPPPFGGPR.V
K.TSLLDLNDR.I
K.PAPAATAARPTAPATPR.P

YP_616148 Sala_1098 amidohydrolase 44.99% 34 R.VIPFSIDDDRVIVDAAHPAVEVAPDSFTTK.M
R.VIAPESDYVDDDAAR.Q
R.DGAKPQFGAANDR.V
K.LADLLIIDADPTENIR.N
R.NVTPGPIFEYAQDSNR.D
R.IAEGLAYEHQPR.F
R.GGWSNIDALR.A
R.GATLFSADLANLFANAPVDDKAPK.F
R.TIAFDLLGDIYTVPIEGGTPTR.I
R.LLNQPNWSPDGQFLVAK.K
R.WAEVSPDGR.S
R.AHTNVWEHPILTK.H
R.WTDAGLGEIHVTGASGGSSR.K
R.SLGTGEVWIYHVSGGAGVPLVK.K
R.KVTATPGHYAEPR.F
R.IFSTGEIIYGAK.A
R.IAATGGTAER.I
R.AGLILAPR.I
R.YSLEDGSISTVASGNGGAVRPTPSPDGK.R
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R.WGEDPGVYR.I
R.VHASGELVSDYEVSPDGR.T
R.IAAIGPAGAITIPAGAVTIDATGK.T
R.GATLFSADLANLFANAPVDDK.A
R.RVIAPESDYVDDDAAR.Q
R.LYDPITMNEAETGSR.K
R.AATIMPATSLGYAK.D
K.SQLVSTDLDGEDKR.V
R.VFMVASTDGK.S
R.VFMVASTDGK.S
R.KVPIAVDEGSWMNVDVAPDGR.T
R.GGGDNVWIMNR.D
R.DAYWWETEKP.
K.DLASGAETK.L
K.AAGVYAEINGYDDALAHVR.R

YP_616149 Sala_1099 L-carnitine dehydratase/bile acid-inducible protein F 35.71% 7 R.VPAAPVLHAGEVLAQPQVAAIR.L
R.VGFDAVGQAMSGTVHLTGTADQPYR.A
R.WAALVGQPELVGDPR.Y
R.RLVETADIVVANLPHDALVK.L
R.LVEPVAYPGAPGDVPVIR.A
R.APQLGEHSDAILAEIGYDVDAIAALR.A
K.LGLDYDSLSAINPR.I

YP_616150 Sala_1100 glutathione S-transferase-like protein 58.70% 16 R.FANINRPVAGPTHDR.D
K.FGAFLPTDTAGR.A
R.HPLQLYSLGTPNGVK.V
K.GLVYDAGEFLQVQEYK.N
R.TQDKLEAADNV.
R.WTDQLAARPAVK.R
R.VFESGAILIHLAEK.F
R.SGAEPIRVFESGAILIHLAEK.F
R.VTGDPASQLR.E
R.HDASDFDLR.T
R.WTDQLAAR.P
K.IWTWDKESGGR.F
R.LAESEFIAGADYTIADMAIWPWYGALVK.G
R.FANINRPVAGPTHDRDLPVGR.H
R.ERHDASDFDLR.T
K.GLVYDAGEFLQVQEYKNVLR.W

YP_616154 Sala_1104 acyl-CoA dehydrogenase-like protein 46.60% 13 K.TTIYGGSNEIQR.N
R.LTELTLEAVGHYGAPYFR.G
R.KTTIYGGSNEIQR.N
R.QFIADNYPAELR.G
K.TWTTLAQHADWGFFLVR.T
K.QQEGISFLLIDMK.S
R.TELDGDKPLLANPFFK.R
K.SPGITVRPIITLGGEHEVNEVWLEDVR.V
R.FIWSEETAR.A
R.DGDHYIVNGQK.T
R.TGIAGVAASK.R
R.GFGEGDNEHPIGPDYAHR.A
K.GWIAPAWPVEYGGTGWTPTQR.F

YP_616155 Sala_1105 acyl-CoA dehydrogenase-like protein 41.95% 9 K.VIGIEPYLPTVVIAGGALK.A
K.LHEGTLEYTQQR.K
R.ASEIYFENVAIPGDALLGGEGAALPLIER.I
R.FVGQNAIQTHGGIGITQELAIGHYFK.R
R.DKDGISLFLIDAK.L
K.SVVYAAPWATHLLVTAR.S
K.DGAGFVLNGHK.S
K.AVGGAQADAMIPEIIAGNMIVAFAYAEPQGR.Y
K.KDGAGFVLNGHK.S

YP_616157 Sala_1107 putative FecR 11.25% 3 R.RGEGWILTR.
R.VAHRDGDPFVVEAGGAR.I
R.GALIIDKDR.G

YP_616158 Sala_1108 RNA polymerase, sigma-24 subunit, ECF subfamily 24.28% 3 R.DQSDALQGIEGVLLAHR.D
R.GAGDSAEDLFQDLWMR.L
K.VYAALAALR.R

YP_616159 Sala_1109 Autotransporter beta-domain 2.52% 2 R.ALGVGLQDVTGNIR.L
R.AEAGAEDIEETMK.G

YP_616160 Sala_1110 Glucokinase 78.33% 22 R.VVSGPGIVDIYETLAALEGR.A
R.VQATEGGHIDFAPLDSIEDAILAR.L
R.HILVNDFEAVGHAVAQADESYFGR.L
K.LITHPQPGLFGAAAAFAR.Q
R.LTGPDEPLPATGTISVIGPGTGLGVAHIWR.D
R.FTNNPWIIRPALIGEK.L
K.DHASFQTAWQDFEGR.Q
R.SLGEATTLHTK.D
K.GRFEGFMAALPVK.L
K.AIWAAALSGGDSLAAAAADR.F
R.AVAIAIAGPTR.G
R.AVTPLDDKAIWAAALSGGDSLAAAAADR.F
R.FAIAEIEGGR.V
R.LTGPDEPLPATGTISVIGPGTGLGVAHIWRDESGYR.V
R.SLGEATTLHTKDHASFQTAWQDFEGR.Q
R.FTNNPWIIR.P
R.FEGFMAALPVK.L
.MREQIVTVDIGGTHAR.F
R.EQIVTVDIGGTHAR.F
R.AVAIAIAGPTRGEIIR.F
R.DESGYRVQATEGGHIDFAPLDSIEDAILAR.L
K.GRFEGFMAALPVK.L

YP_616161 Sala_1111 peptidase C26 20.33% 4 R.LDGVLLTGTPSNVEPAR.Y
R.SQTYFHLLGR.A
R.TIGVETAQAVMNR.Y
R.DTAANDELLR.H

- Sala_1112 aminotransferase class-III 36.61% 14 K.GLSSGYLPISATAVTSHVVEVLK.T
K.ALATLNDHPLVGETR.S
R.SIGLLGAVEIVADK.T
K.TGGDFVHGFTYSGHPVAAAVALR.N
R.TGNVTGPHLAK.A
R.SIGLLGAVEIVADKTTR.A
R.LPHIFFNASGSEANDTVFR.M
R.FGGAEGTAGPMAR.D
R.IITHAEGCYITDGDGHR.I
R.WNAYHGSTVAGVSLGGMK.A
R.KYGLLLVADEVICGFGR.T
R.FGGAEGTAGPMAR.D
K.YGLLLVADEVICGFGR.T
K.AMHAQGDLPIPGVEHVR.Q

YP_616162 Sala_1113 protein of unknown function DUF808 9.32% 2 K.VAAASIDDIGAAASK.A
K.AAGVVVDDAAVTPR.Y

YP_616163 Sala_1114 spermidine/putrescine ABC transporter ATP-binding subunit 16.49% 4 R.AAAEDAPDGHNFAR.G
K.VLLLDEPLSALDAK.L
R.HDQEDFTWDDR.V
K.VYLNHGVTGPHGADVWVALRPEK.I

YP_616166 Sala_1117 extracellular solute-binding protein, family 1 57.88% 19 R.FNPELQPLFEEAFTR.V
K.SVNELTPADVATIER.M
K.VLFDSPEYAGR.I
R.IAWLSEAGDMFR.L
K.NNPVIFPPADVLAK.C
K.KFHEDDGQDLLLK.G
K.AGNPGYDVIVPSNDFVER.M
K.HITETILYPTPNAAAK.A
K.NIDAAYINVEYDLQR.K
K.FHEDDGQDLLLK.G
K.SKVSATPDSWK.V
K.NAHAFINYILDANVDKHITETILYPTPNAAAK.A
K.NAHAFINYILDANVDK.H
K.FKAGNPGYDVIVPSNDFVER.M
K.FSMPYTWLALGIGYR.K
K.EGSQLNSDNLCIPK.G
K.TLANGEEAR.L
K.NIDAAYINVEYDLQRK.F
K.ADMLMPLDHSLIPNKK.N

YP_616170 Sala_1121 Glutamate--ammonia ligase 9.15% 2 R.NLLGDDFFEIFYAVK.D
R.LPGADSNPYLAIAASLVCGYIGMVDR.M

YP_616171 Sala_1122 aminotransferase class-III 40.64% 9 R.TAATLDFAPTFQLGHPLPFELAQR.L
R.IFFTNSGSESVDTALK.I
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R.ASELGAYWEDAAHSLK.G
R.VGGATASQMWGVTPDIITMAK.G
R.HGIILIFDEVITAFGR.V
R.LVDLHGAETIAAVIVEPMAGSTGVLVPPVGYLSR.L
R.GDNDQLASFWMPFTANR.A
R.ATGDIIALSPPLIVEK.E
K.EQIDAMFGTIADLIDRID.

YP_616172 Sala_1123 periplasmic sensor signal transduction histidine kinase 8.51% 2 R.WVDQEKDPLLGVADNVVAIANDAAIR.L
R.HTITQLQDSESARPK.D

YP_616173 Sala_1124 fumarylacetoacetate (FAA) hydrolase 53.15% 16 R.AYQWADGSAYVNHVALVR.Q
R.NLGAGTIIGSGTVSNR.D
R.ADAGVDMTFDFGQLIAHAAK.T
K.VLLVGLTNDVSLR.G
K.GFGFFQSKPSSAMSPVFVTPDALGDQWK.D
R.EKVLLVGLTNDVSLR.G
R.GAEMPESFWHDPLMYQGGSDAFLAPR.D
R.LAALAEDLNHDAIPKER.F
R.LAALAEDLNHDAIPK.E
R.HHSIFGAIEQTVA.
R.DADGGPGKPVSEGGLGYSCLAEVR.T
K.PSSAMSPVFVTPDALGDQWK.D
K.GFGFFQSKPSSAMSPVFVTPDALGDQWK.D
R.GAEMPESFWHDPLMYQGGSDAFLAPR.D
R.GAEMPESFWHDPLMYQGGSDAFLAPR.D
K.GFGFFQSK.P

YP_616176 Sala_1127 response regulator receiver protein 41.00% 10 R.DLLSSGIQDYLLKPLSLDQVR.E
K.FQSAIGELSR.K
R.LILDGADVESEVAAASAK.S
R.GGVGASMVATSLAWAISEQADR.Q
R.AIDIVIPFDPK.L
R.VLLVANKFQSAIGELSR.K
R.QVLIPFPHLVSEAGTILLVSDVTLAAAR.D
R.NAFEMTIVDIPR.Q
R.GLIDAIDNPSR.I
R.ASDKLSLLSAEAPIHQPVMTDGSAFFQLEEELR.N

YP_616177 Sala_1128 hypothetical protein 49.30% 9 R.VAIEDPSLYGASSAQATVR.A
R.DTGHDPVAATR.A
R.NSIYQFDVAAK.D
K.DVPVTTGAVPDGHIR.V
R.SLESVHQPVVR.N
R.LQGWFDAMGIR.Y
R.TKPQTGAGELTK.T
R.YGDRVAIEDPSLYGASSAQATVR.A
K.DGELPPSEQGR.L

YP_616178 Sala_1129 type II and III secretion system protein 55.17% 17 K.APGETSIYATDASGR.V
R.DTDGPLGNGFLGGVFGGR.Q
R.SPDDAAEAER.L
R.VRPEVSELSTEGAIEMQGFQIPALTIR.R
R.LVQAFVGDQTK.V
R.LDSNVGDADRPR.G
K.MPGLGDVPLLGTLFK.S
R.SPDDAAEAERLVQAFVGDQTK.V
K.YGVSLAYTPTVLSNGR.I
R.TATPLQVNLQVR.I
R.SIGAIDKMPGLGDVPLLGTLFK.S
R.VRPEVSELSTEGAIEMQGFQIPALTIR.R
R.SGLVATLAQPNLTAISGETADFLAGGEFPVPIPGNFAGTTIEYR.K
R.RGETELVIVVTPYLVEPVSANDIK.L
R.QAGTITTDANGNTIYSITTPPGTR.S
R.LISLPAAMSDVFVADDKVADVQVR.S
R.GGGSDASPGFSIK.

YP_616179 Sala_1130 Flp pilus assembly CpaB 28.70% 6 R.YDAEDETGKTPVR.T
R.TFGSVTLEATPEIAEK.I
R.QLPVGTIVGPDSFR.F
R.PLAESAGELDAAIASGEINVPASGGTAAER.K
R.LSLALRPLAESAGELDAAIASGEINVPASGGTAAER.K
R.HPITAGQPLTQGALVHPNDR.G

YP_616181 Sala_1132 FAD dependent oxidoreductase 24.20% 4 R.ADLLVNAAGAWADQVAAASGVAPVGIQPR.R
R.IWLTPHDETPVDPHDVVPEEIDVATAIDR.L
R.SAAFWHESYGGAGVQPLTR.A
R.LQSVVDWPVAAIER.K

YP_616182 Sala_1133 protein of unknown function DUF1508 63.86% 6 K.YNSETIFWTEGYSSK.A
K.NGPGAEVRETE.
K.VGEFVAYFK.Y
K.NKVGEFVAYFK.Y
K.NAIESIQKNGPGAEVR.E
K.NAIESIQK.N

YP_616183 Sala_1134 ribonuclease H 38.67% 4 K.TLSGGEADTTNNR.M
K.KPVANADLWQR.L
K.GNPGPGGWGAVLR.W
K.GHAGHGDNELADQLASDAALK.M

YP_616184 Sala_1135 homoserine kinase 38.44% 8 K.GIAEGVENSNFLLETTR.G
R.EVALTDEEFAALPLLAR.G
R.DLPAHVVHADLFPDNVLMLGER.V
R.VSEGDLPFFVELLDHLAK.R
R.AVADFAGAR.E
R.AYDVAVTHASWTFSTDGSDCDIGR.A
R.AHDWIHTPPGALVTR.K
K.RVSEGDLPFFVELLDHLAK.R

YP_616185 Sala_1136 hydroxymethylbutenyl pyrophosphate reductase 34.97% 7 R.MIVIGAPNSSNSLR.L
R.IVELALER.F
R.GHDVDPAWLDSIGTLGITAGASAPETLVR.E
R.EVIDAVSAVRPIVEDVVVTAEENMVFK.L
K.GAIFVESLDQVPDGVPVVFSAHGVPK.A
R.HRFPAIAGPR.G
R.EVIDAVSAVRPIVEDVVVTAEENMVFK.L

YP_616186 Sala_1137 hypothetical protein 58.74% 11 R.TVTLPYYATVLQGGTAVVAK.R
R.LGNVAVTFAEGQTR.G
R.AQASAYVDR.A
R.RPGDQDAAIDPLSLPEVR.A
K.RLGNVAVTFAEGQTR.G
R.AAATLPADIQER.I
R.DNEIELAGGVGITATR.T
R.TACPAVAVPLHTGDITLFDPQTSR.D
K.VYQLANFDVVATR.R
K.RRPGDQDAAIDPLSLPEVR.A
R.TACPAVAVPLHTGDITLFDPQTSRDAR.A

YP_616187 Sala_1138 arginyl-tRNA synthetase 76.00% 34 R.GAVVGDALAALLEYAGHEVIR.E
R.LYLADGIGQIIR.N
R.FAAAPESAWLALFR.A
R.YREALGEEVGAIPEGLYPGDYLIPVGEK.L
R.LADDSWREELALIHDLR.G
R.EQGLVYDGILEAPKGETPEDWEPVELPLFR.S
R.IVLDNDPELTATR.L
K.GETPEDWEPVELPLFR.S
R.AGNFVTLADVVDEVGKDAVR.F
R.EQGLVYDGILEAPK.G
R.DNPVWYLQYANAR.I
R.IVEAAAFAR.E
R.EYYVNDAGAQVDVLAR.S
K.AAVAALTGGK.T
R.EALGEEVGAIPEGLYPGDYLIPVGEK.L
R.STQFGDDQDRPIR.K
R.FSDHIGAALDALAAR.D
K.AADAGIVLPAPAPER.L
K.LGIHHDIFSSEAELQAAGKPAAAEK.L
R.IAFYLADVAAAFHAWYNLGNDDSAAR.I
R.SAVSVEPPRDAAHGDIATNAAMVLAK.S
R.KAADAGIVLPAPAPER.L
K.SETADELIDIWGADHAGTVK.R
K.SDGSWTYFGADLAYHFQK.S
R.KSDGSWTYFGADLAYHFQK.S
R.KADAQMDFDFAR.V
R.ANELALVK.L
R.LRANELALVK.L
K.SETADELIDIWGADHAGTVKR.I
K.LAAEHGDR.F
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R.RFSDHIGAALDALAAR.D
R.ALADLLAVELGALDEVVEAGVAGPGFINLR.L
R.AEAVGAMMDMIR.A
K.LGIHHDIFSSEAELQAAGK.P

YP_616188 Sala_1139 Sporulation related 33.88% 5 R.VISPATVGSGTVYR.L
R.FAYLADLNR.V
K.TFEGEGDASFSASEGAAPAGK.V
R.VAGENCVIVR.
K.AAAASEAAAPGDAMIQLGAFSSEGAAAK.A

YP_616189 Sala_1140 Beta-N-acetylhexosaminidase 37.61% 11 R.AILSGLQAGGVVGIVK.H
R.APASAIEAAR.L
R.ANLPILIDQEGGR.V
R.ALLDTHEALPTVTASDRELQTDLAPFAALR.D
R.ELQTDLAPFAALR.D
R.ALLDTHEALPTVTASDR.E
.MIPAIFGLSGLTLTDDER.A
R.DCAPAGYILFGR.N
R.MDDMIGIANR.L
R.IAGARDEGEFAALVDQR.D
R.DEGEFAALVDQR.D

YP_616191 Sala_1142 putative transcriptional regulator 41.12% 6 R.AVIEAIAAR.H
R.HAGSGIELVER.G
R.WHFQTPADLAHLLR.R
R.AAAEVLAIVAYHEPVSR.A
K.TTDTFLQHFGLSSR.K
R.AIEAMLFASDEPLDAR.Q

YP_616192 Sala_1143 twin-arginine translocation protein, TatA/E family 46.75% 3 R.APDLSATPTPTAETENR.
K.QIDAQRAPDLSATPTPTAETENR.
K.GMSEDDAPTPAPK.Q

YP_616195 Sala_1146 Entericidin EcnAB 28.57% 3 R.DIESVGEAGDR.A
R.DIESVGEAGDRAI.
K.GVGRDIESVGEAGDR.A

YP_616196 Sala_1147 magnesium transporter 10.86% 4 R.AAIEDALSFPEESAGR.L
K.YALISAAVVDK.A
R.DVIGLAEAGEGEAAR.E
K.PDFVRDVIGLAEAGEGEAARERIGR.L

YP_616197 Sala_1148 peptidyl-prolyl cis-trans isomerase, cyclophilin type 68.24% 5 R.LRPDLAPLHVER.I
R.ISTLAQQGFYDGVVFHR.V
R.FLDNQYTVWGEVIEGMEHVDALPK.G
R.VIPGFMAQGGDPTGTGMGGSQLPDLPQEFNSEPHVR.G
K.GEPPREPGTIVK.A

YP_616199 Sala_1150 nicotinate-nucleotide pyrophosphorylase 50.16% 10 R.ATLAEDLGAGGDITSLATIPADAR.F
R.AIAETGVTYVSVGR.L
R.QYVDAIAGTGATLLDTR.K
R.DAITVAGLPIAER.F
R.VAQVEPALVAGATHLLLDNMGLDDLR.T
R.SALNTVQHLSGIATMTR.Q
R.TSVAIVDGR.V
R.QYVDAIAGTGATLLDTRK.T
R.LTQSAPAADIGLDFALA.
K.DNHVAVAGSVEEAVR.R

YP_616206 Sala_1157 transcriptional regulator, LysR family 11.96% 2 R.MSVIPTIAPFLLPGLLPR.L
R.EAEELADMAAAASAPLVGELR.M

YP_616208 Sala_1159 gid protein 27.17% 7 K.DALAFFDAIAPIVYR.D
R.IDKLPTEGLTIVATGPLTAASLAESIGAATGK.D
R.QDNALGTLWNMVGFQTK.L
R.FAAAELGGR.A
R.FAGQITGCEGYVESAAIGLVAAR.F
R.ALSEHPNITIVR.E
R.SDDGDSNAVGLLHR.E

YP_616210 Sala_1161 Taurine catabolism dioxygenase TauD/TfdA 16.01% 3 R.SDDAALETQLHPFVR.A
R.FTAYFGGFGDDPFIRPIPGR.K
R.ATGGYDGHDR.L

YP_616212 Sala_1163 protein of unknown function DUF952 13.59% 2 K.VLTAQQWTDFERER.V
K.VLTAQQWTDFER.E

YP_616213 Sala_1164 DNA gyrase, A subunit 55.16% 34 R.EWPIGDIAPYIR.L
R.QSIVLTSIPFQVGK.S
R.GGQGITNIDNIAR.N
R.DATAEVVLNQLWR.H
K.FEGDDEDDRLIGVALLDESDDVLLATR.Q
R.ILYAAQEGGFIPGRPYK.K
R.EELVAVRDEFATPR.R
K.TSYLDYAMSVIVSR.A
K.DNENEPTLPAER.M
R.IEGVADIRDESNR.E
R.GRPMINLLPLAQGETISTVLPLPEDESEWGK.L
K.TAMVLLNDLDKDTVDFQPNYDASR.E
K.DEDVVTELFVTSTHTPVLFFSTAGK.V
R.LAEGDEVISLSILHR.V
R.AAPWKDNENEPTLPAER.M
R.VGTTGDEREAYLR.A
R.STHVIEEGRNDR.Q
R.NGPVVASFPATQAHQLMLVTDQAK.L
R.LVEAIEGEMEEAATYR.L
R.AGMATKDEDVVTELFVTSTHTPVLFFSTAGK.V
R.NSMDAFTNVPSNGK.I
K.IVGDVMGNYHPHGDSAIYDALAR.M
K.DILSAFIIFR.E
R.STHVIEEGR.N
R.LFDVAEGEHVVSAALIEDGDEDADDGRDVEVASDNPVSEAPTE.
R.FAGDDVREFQSR.N
R.EQFILTVCANGYGK.L
R.TLLAPAADGIDDEDLIEREEMVVTVTMDGYIK.R
R.LIGVALLDESDDVLLATR.Q
R.GRPMINLLPLAQGETISTVLPLPEDESEWGK.L
R.DRAHILLGLVVAVSNLDEVVR.I
R.AHILLGLVVAVSNLDEVVR.I
R.AGMATKDEDVVTELFVTSTHTPVLFFSTAGK.V
K.RTPLATFR.A

YP_616214 Sala_1165 short-chain dehydrogenase/reductase SDR 12.86% 2 R.TIDALTPAQTGR.I
R.AVAPGTLVTPPIAAANLLR.T

YP_616216 Sala_1167 hypothetical protein 13.86% 3 R.AVSDADGVTAAETGR.
R.LGELADYFAAPTAGR.L
R.EAVGAALPEAAR.T

YP_616217 Sala_1168 histidine kinase 9.87% 3 R.TDSGGSGLGLYIAR.R
R.ITPDDEGASLEISDWR.A
R.GFASIVDGPPATAPK.G

YP_616218 Sala_1169 transcriptional regulator, Crp/Fnr family 66.08% 10 R.TASVTATSAGSALQLGR.N
R.EIVLAYAEPGAVLGEIALLDGGER.T
R.VLEPEILEDISESEG.
R.TADQTIESDR.A
K.SWEESGIIALEQGR.V
R.TADQTIESDRAYASGPR.L
R.LAELQSPDSIFSGLSVEDWAEITR.R
K.GKELLVQGDPGDMMLILTEGTAR.V
R.VELSQTELGNFAGMSR.E
K.ELLVQGDPGDMMLILTEGTAR.V

YP_616219 Sala_1170 CTP synthase 66.48% 27 K.LSPNSHVASVYGTNEISER.H
K.GLMAASLAALLQAR.G
R.AFGILDAPAPDLTAWYDIMDR.K
R.FIFITGGVVSSLGK.G
K.EAVIPALDADSIYSVPVQYHGEGLDSEVLR.A
R.KQHPEGEVTIGVVGK.Y
R.NTSGIANASSTEFGPTDEPVVGLITEWMSAEGLQK.R
R.KEAVIPALDADSIYSVPVQYHGEGLDSEVLR.A
K.SKPFDPHPLFAGFIEAAVK.Q
R.RGDYLGATVQVVPHVTDAIK.D
K.SLNEALVHGGMAHR.V
R.IYQGIIAK.E
R.GANTDLGGTMR.L
R.DNAISVHVTLVPYIAAAGELK.T
K.QHPEGEVTIGVVGK.Y
R.YEVNGAYR.E
R.WLDAEMFERDEDLVANLEPLHGILVPGGFGER.G
R.RGDYLGATVQVVPHVTDAIKDFAR.A
R.HRYEVNGAYR.E
K.GLMAASLAALLQAR.G
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R.KFDPYLNVDPGTMSPYQHGEVYVTDDGAETDLDLGHYER.F
R.GDYLGATVQVVPHVTDAIKDFAR.A
R.ELASLGVQPDILLCR.C
R.DEDLVANLEPLHGILVPGGFGER.G
K.YVSLPDAYK.S
K.TKPTQHSVR.E
K.RGANTDLGGTMR.L

YP_616220 Sala_1171 preprotein translocase, SecG subunit 17.53% 2 K.SEGGGLGVGGSPAGLLSAR.G
R.GAADFMTR.A

YP_616221 Sala_1172 Triosephosphate isomerase 66.94% 9 K.FVPIIEAAAGL.
R.ILYGGSVNGDNAAELLDTGDVDGALVGGASLTAAK.F
R.FGDAAQAIR.I
R.ESGGAIDHVLAQVAESVPDALDPQR.F
R.FAIAYEPIWAIGTGLVPTVADVAAMHGAIR.D
R.FAIAYEPIWAIGTGLVPTVADVAAMHGAIR.D
R.EGCGESDADVR.A
R.AIFAAADTHPGVDVALCPPFTLIGAMAAAAPGK.A
K.MNGLKEALGEAR.A

YP_616222 Sala_1173 hypothetical protein 62.56% 32 R.IAPALAEPYAALLLEQR.R
K.FDQTVFENFLR.Q
R.FAQVILPDQAAANR.L
K.ANEAIVDYYNAIQDAVNSGASIEEIATDR.K
R.VPPELALLFSMAEGSVK.T
R.PLAPAFGNELLEQLAAEAR.R
K.SLNEAVAAAGPNIGNVQAIGGR.R
K.RGEVVGPLQTGLGWTVVR.V
R.VYKDNAAQYAATETR.R
R.VAAIARPLAPAFGNELLEQLAAEAR.R
R.IADLPAFAGVSGK.F
R.SLADASAEIR.A
R.RAELGANGER.V
R.KLQIVETPAILPNGR.A
R.GQATFIPASAFAPK.G
R.QQILLEQLAAPIAQMPR.I
R.GWMVIALDEVR.R
R.APGQPGFTLAADLAPLVAQAFQVGGEGEGQIATIVENEK.F
K.ANEAIVDYYNAIQDAVNSGASIEEIATDRK.L
R.RGQATFIPASAFAPK.G
R.VIQYAMFDR.A
R.GEVVGPLQTGLGWTVVR.V
R.ASVPVPAVTDAEIAR.V
K.SIIAAAPPPFAQIR.G
R.SGASLASAAAEAGLSASTTGDLGQSAYAATTSAAVAR.A
K.VGGEEIGVGELR.D
K.DNAAQYAATETR.R
R.RVGVTINK.G
R.QNGISEAQLR.R
R.GELLSEWR.F
R.AELGANGERVPPELALLFSMAEGSVK.T
K.LQIVETPAILPNGR.A

YP_616223 Sala_1174 anthranilate synthase component I 49.11% 16 R.LSSASPHADGASTAALTQSITATPATSPER.F
R.YSLIGLDPDLMFEVR.G
R.LADELFLIAPIWPDAR.G
R.IAPGKDAIDALFAGFPAGTVSGAPK.V
R.LIADIETPVSAALK.L
K.LIEPERGDWVLESVESGETR.G
R.FSTPFDLPPFDLYR.A
R.HDRDAFVPVEAGALQALR.D
R.APGAGLGLPDMIFVRPTTILVFDR.L
R.AAALEALAGGHGAVVWQR.L
K.AGALFAAAR.E
R.DAFVPVEAGALQALR.D
R.AEHLMLLDLGR.N
K.DYIAAGDIFQVVLSQR.F
R.TSAEDAENR.E
R.FAAMVAAAK.D

YP_616224 Sala_1175 Lipoprotein releasing system, transmembrane protein, LolC/E family 12.02% 3 K.ATPGVTSATPLIEQPLLTTFGGR.V
K.LAAQAVVSDWR.S
R.GVEFLTGQPLWDPSIR.F

YP_616225 Sala_1176 ABC transporter related 44.44% 7 R.DHGSAALVATHNER.L
R.ALANRPLLVLADEPTGNLDEATADR.V
R.RGEIVALLGPSGSGK.S
R.VFDQFVALVR.D
R.GAGQAEAEDRAADLLAR.L
R.GAGQAEAEDR.A
K.STMLQAVGLLEGGFGGTIR.I

YP_616226 Sala_1177 hypothetical protein 23.62% 3 R.VDFDGGPVDGQMVLTGR.W
R.QHGEQSLDHGLTWTTR.F
K.GAGGGSFSHYDKER.R

YP_616227 Sala_1178 Glutathione peroxidase 22.78% 3 K.IDVNGDDADPIFK.H
K.VLLIVNTASK.C
K.LPGGGTQSLADYR.G

YP_616228 Sala_1179 DNA polymerase III, alpha subunit 20.65% 14 R.LANGAPLIDWLALYAQDAR.G
R.GSGAGSVVAWALTITDLDPLK.L
K.AQDIPVGPGR.G
R.STGQGGLFGGDIAIAPTLQLPAAEPWTLAER.M
R.LGIDIAPPSINESEADFSVGR.T
R.LDLVAGISEAALSLVAPR.E
K.LVPNHPTDPWTLER.A
R.WDDAQVYELLQR.G
R.VSNPEAWLKPAEAMEDAFSDLPEAIR.N
R.TDGLICLTGGGEGALAR.L
R.GDFASLDDFASR.I
R.FLNLTLSDR.S
R.DTVAQIITFGK.L
K.TANELFDLIDKFAGYGFNK.S

YP_616229 Sala_1180 AMP-dependent synthetase and ligase 44.38% 15 R.SNVIHAITEIQPDAFDLSSR.S
R.VLFFDAAFLPIVER.L
R.LFDEQLVYIINHAEDR.V
K.WWLPDEVVFVDELPHTATGK.I
R.IVDDEGKELPR.D
R.SNWGEVGTDAR.R
K.SGGEWISSIELENAAVGAPGVQEAAAVGVYHPK.W
K.HVIIGGSAAPR.A
K.ADADAADADGWFDTGDVSVLHPDGVMQITDR.A
R.GQLTSVEHFVLFDASAQGDYK.S
R.GPWIIQR.Y
K.KPGAEVSEAAIIEYLKDK.V
R.LRGQLTSVEHFVLFDASAQGDYK.S
K.KPGAEVSEAAIIEYLK.D
K.AGVYVGHAWGMTETSPIGTMGK.R

YP_616231 Sala_1182 Molybdenum cofactor biosynthesis protein 68.39% 7 R.IALLTISDSR.S
R.ALIKDETDLIVSR.L
R.SGDRLEELLTGAGHILAAR.A
R.LDGKDIPGFGELFR.W
R.LHNWIDDPDVDVVITTGGTGLTGR.D
R.TIGTSTIQSR.A
R.GTYIFALPGSTGAVTDAWEGILASQLDSR.H

YP_616232 Sala_1183 Lytic transglycosylase, catalytic 11.05% 5 K.VIAAYNAGPAPVAR.W
R.YLQYLSREPATGGLLPK.V
R.PGTARDIVR.W
R.AAVAAGEPAAVQSR.L
K.TPAANMDLGQR.Y

YP_616233 Sala_1184 Uracil-DNA glycosylase superfamily 9.16% 2 R.IAAGLTLSDAR.G
K.LLDAMLQAIGLVR.R

YP_616234 Sala_1185 Electron-transferring-flavoprotein dehydrogenase 52.63% 22 K.LAFPGGALIGDSAGFLNVPR.I
R.AISDGGYQSVPK.L
R.SLDELLPEWR.T
R.AGDTLDAYQAAYDDSWVKK.E
K.GSEVGAHILSGAVIDPR.S
K.YTFFAEGAR.G
K.ELWDIDPENHAPGR.V
K.HHPDNETLYR.A
K.DPSIPVEYNLPLYDEPAQR.Y
R.LSSVFLSNTNHEEDQPVHLQLK.D
R.ESMPYDVVIVGAGPAGLSAAIR.L
K.ADYAPGLELHAK.Y
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K.WGDLGGTILAGITMWAETLK.I
R.YCPAGVYEIVGQEEGNPR.F
R.DGSHKADYAPGLELHAK.Y
R.AGDTLDAYQAAYDDSWVK.K
K.SGMMAAEAAFAAVSAGR.A
K.GVATGDMGVAR.D
R.TMGCPLAEVPVNDNQHWVLTK.N
R.NPHISPFQEMQK.W
K.WGDLGGTILAGITMWAETLK.I
K.GVATGDMGVAR.D

YP_616235 Sala_1186 Tetratricopeptide TPR_2 27.80% 9 R.LADEIGLSDRLSQLVALR.A
R.AEAAARNDAPR.M
R.RAGEAAR.L
R.LEAALGEEDR.A
R.IALAAGEREDPMLLLPDQPVTTPR.A
R.ATLVEALAR.D
R.APQNASITDSLGWAYFLIGR.T
R.AGSAQWLGLLADGLAR.T
R.AELMLQADQWDAAAPLIER.A

YP_616236 Sala_1187 4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase 13.43% 3 R.THFLPELGDATLAR.I
R.YGADRVPPLAVR.L
R.IAGVPVLLVNPR.Q

YP_616237 Sala_1188 N-formylglutamate amidohydrolase 20.58% 2 R.QDLVGDAAGQALFAER.L
R.LVVDLNREEEAPGVLPIASDGHAVPGNALDDAAR.E

YP_616238 Sala_1189 dihydroxy-acid dehydratase 61.55% 29 R.AGGIMAILGELDR.A
R.TITLAVADSVLAER.R
R.RWDSLDLDR.I
R.RHYEEGDDSVLPR.N
R.INIPVVFVSGGPMEAGK.V
R.HYEEGDDSVLPR.N
R.FSGGTSGLSIGHVSPEAAEGGTIGLVENGDLINIDIPSR.T
K.FFMAAPGGVPTQTAFSQAR.R
K.GDAAWQPAKPR.P
K.EVALDLVDAMVAAADEK.Y
K.DSDFGKPIIAVVNSFTQFVPGHVHLK.D
K.ITPGMLMAALR.I
K.GKEVALDLVDAMVAAADEK.Y
K.TAGVDESILK.F
K.VFESQDAAVAGILTGQVEAGDVVVIR.Y
K.GGPGMQEMLYPTSYLK.S
R.SADHAFSK.D
R.AGLLHAHLPTVHSATLGDALNK.W
K.EFNTIAVDDGIAMGHDGMLYSLPSR.D
R.TNDPEVQK.F
K.SDVHMEDVHR.A
R.INIPVVFVSGGPMEAGK.V
R.AGLLHAHLPTVHSATLGDALNKWDIAR.T
K.GLGAACALVTDGR.F
K.FFMAAPGGVPTQTAFSQAR.R
K.DGGLAVLSGNVAPDGCIVK.T
R.KVSVALQAYAAMTTSAAR.G
R.EIEAAGGVAK.E

YP_616241 Sala_1192 (Uracil-5)-methyltransferase 36.09% 8 R.VIGGLEGQDVPFGEILPALLSAPHSR.R
R.FGDIAVEVPPFAFLQPTAAGQAALVDAVAR.A
K.LQLLDQGVELILEGVK.A
R.RPLVPTELNR.F
R.LRDDGIIIPGPNR.A
R.FAVDQGDGLEILWQPDRPTVR.F
R.DRVIGGLEGQDVPFGEILPALLSAPHSR.R
R.AIGDASTVADLFAGVGTFALSVQAGR.K

YP_616247 Sala_1198 Orn/DAP/Arg decarboxylase 2 22.56% 6 R.ADYQVDDLIAFLK.Q
K.EADLPEIAALSDHLIFNSPGQIAR.F
R.VNPMHSEGEVAK.Y
R.AGDPGAFTR.F
R.FAFLDQAHYSMVK.T
R.FDLTRVPSPAFVVDAAK.I

YP_616249 Sala_1200 alpha/beta hydrolase fold 25.55% 5 R.YFQTPLLSPEYGPDDIGAWGK.G
K.IVTPNGVQETFEVTLGGAR.Q
R.YRDDAIELIEHLQK.R
K.RPDLLHAYVGVGQGIDFR.K
K.EAVAAIEALAPYPQGEFTIAK.A

YP_616250 Sala_1201 Saccharopine dehydrogenase 42.54% 15 K.TNIGVIATGLGK.D
K.TAEVDADHIDATAALIR.Q
K.DAGLMALLGSGFDPGVTSVFTTWLR.K
K.HGLPWQVK.E
R.IDPVVYEGKEIVPLQFLK.A
K.VLVIGAGGVGSVAVHK.M
K.GKTNIGVIATGLGK.D
R.HWENGDWVETPPMSVK.Q
K.NMYLMYHEEIESLK.T
K.MAMNSDIFPDITLASR.R
K.FKCDAIAGSVK.A
K.DAGLMALLGSGFDPGVTSVFTTWLR.K
K.AVLPEPASLGGTTK.G
R.IDPVVYEGK.E
R.FKDAGLMALLGSGFDPGVTSVFTTWLR.K

YP_616251 Sala_1202 Pyridoxal-5'-phosphate-dependent enzyme, beta subunit 31.83% 5 K.VTPTDATLVTLSGGNVDPLQFAEIISE.
K.VAALLPQTPLLPLEVDGR.T
R.LTDLTPEQAAAGVVGVSSGNHAQGVAWAAK.R
R.LHLVIEPGGAAALAAVLAGK.V
K.AESLQPVGAFK.I

YP_616252 Sala_1203 hypothetical protein 59.72% 5 K.AEAPAPAETTTTETFPVDTVPAEEVDATAPHR.F
R.GTYDGTDSEHGIQFTR.G
R.RASGDETGLK.Y
R.GGEDLTLR.R
K.WTGVEGMYATITPAGPGQYK.L

YP_616254 Sala_1205 nitroreductase 11.35% 2 R.QFDAPVSIVVTYDR.V
K.ELIAEIIAVAMR.A

YP_616255 Sala_1206 5-aminolevulinic acid synthase 47.54% 12 R.SYAPGFIFTTSLSPVLVAGVLASVR.H
R.DAQQAAAAYLK.Q
R.DAGLPVMDSTTHIVPLMVGDPVR.A
K.KISDILLAEYGVYVQPINFPTVPR.G
K.ISDILLAEYGVYVQPINFPTVPR.G
K.AFGVMGGYIAADR.N
R.GGGITDRDEAAHR.V
R.ELTSALVEIWDRLELQLQK.A
K.EGALLFTSGYISNEATLGTLGK.L
K.VIEAMEAALHDVGAGSGGTR.N
R.VTIIEGTLGK.A
R.FTPGPAHDEAMMR.E

YP_616256 Sala_1207 Glutamate racemase 39.93% 6 R.ALLPTAPIVYAADYAGLPYGR.K
R.SDERPPPPLAVLAPYGIGSIETV.
R.GVALIDGAEGIAR.R
R.LRGETVDPEVIAR.A
K.SGVIGVLGTEATVR.Q
R.IAHLTDGQAWPAIAVPGIAVFTR.S

YP_616257 Sala_1208 protein of unknown function DUF205 18.50% 4 R.QIGSGNIGATNVLR.T
R.KGLAAATLLLDGAK.G
K.GLAAATLLLDGAK.G
K.GAAAVLLAR.H

YP_616258 Sala_1209 DNA processing protein DprA, putative 20.00% 4 R.HIFSDEDEYSPLLR.D
R.FGSGEAALDALPDLVLR.G
R.QALVDLLGPTPVTVDELVR.Q
R.DGATLIQTADEVIEAIGPIDRR.M

YP_616260 Sala_1211 DNA topoisomerase 60.42% 40 R.YGPYVTDGTTNATLPK.T
K.AGHFTVDTVETKPLTR.N
R.LILATDPDREGEAISWHVQELLR.S
K.FPGFLALYDEGRDDAEDEDAR.L
R.TSVELSDGTGK.T
K.DIPAEDFDLDYALR.L
R.YVGYDFTAELEEELDDVSGGR.A
R.LSITSEADAR.A
R.ELDTDLIDAYR.A
R.AQWQAVLER.F
K.TTDPATLTMEEAIALIDAR.A
R.YDGGYVPDKPR.Q
R.FGPYIQLGEGSEAK.R
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R.LLTAFLER.F
R.IAQALYEDGAITYMR.T
R.NPPPPFTTSTLQQEAAR.K
K.FAQSGGNGEADNGPETLGTDPESGLEVTKR.S
R.AKAEPLNTFGPHPTSGGEMK.L
K.TGVEVERHETQPPPR.Y
R.FGPYIQLGEGSEAKR.S
R.YGPYLLHDGK.Y
R.ALDYLVGFTLSPVLWR.K
K.VLASYGHVR.D
K.LGGTAEIFDIGMNAAVVR.I
R.VTFNAITK.Q
R.PSTYASILQVLK.D
R.LYELIWK.R
R.IAEAANGGGR.G
K.VGGGDHAR.L
K.LGFSASHTMR.I
R.TDGVQMDGSAISAAR.K
R.EVGVHPESGKPIMAGLGR.Y
K.FAQSGGNGEADNGPETLGTDPESGLEVTK.R
R.SSIPKDIPAEDFDLDYALR.L
R.KFAQSGGNGEADNGPETLGTDPESGLEVTK.R
R.HETQPPPR.Y
R.ALASQMASAR.L
.MQLVIVESPAK.A
K.MEELGIGRPSTYASILQVLK.D
K.DRDYVR.V

YP_616261 Sala_1212 GTP-binding protein Era 16.50% 4 R.QLHEELPYQSTVETELFR.M
K.VKENWDEDR.S
K.STLVNALVGQK.V
K.LLTLATDLNAK.L

YP_616262 Sala_1213 Ribonuclease III 33.19% 6 R.RPPEYEIVSR.E
R.VLGLVLASELYTR.F
R.TFILAQWGALIDGQQAAPK.H
K.AALQEWALAR.G
K.AAAAALLAELEGQEK.
R.LDLPALIR.F

YP_616263 Sala_1214 Peptidase S26A, signal peptidase I 22.53% 6 K.YSLPFSVPLIPGR.I
R.DGIVWLNGEPLPR.E
R.VIGLPGDSVELRDGIVWLNGEPLPR.E
R.VIGLPGDSVELR.D
R.SFFLSPFNIPSESMQPR.L
R.LLIGDYLLVNK.M

YP_616264 Sala_1215 Glucose-6-phosphate isomerase 72.65% 28 K.THLDAAAIAILANLAEAQDFGGR.R
R.VFANAVLLGVNPFDQFGVELGK.E
R.SLGALIAFYEHR.V
K.LTDLVAADPDAR.L
R.AYPGDRPSTTILLDQVSPR.S
K.TFTTTETLLNANSALQWLDEAGVADPVGR.F
R.HSDRYDVAVVSNVDGAALDEAFAK.F
K.TLFSGGIANPTENR.A
K.FSPEHTLVAVASK.T
K.GLAEGTVDFDPATQALMK.A
R.AAEHSAERGDGAPESVHAAQALHQR.M
R.HLLHIGIGGSALGPDLLVDALGR.H
R.LLPAYLQQLEMESNGK.S
R.GDGAPESVHAAQALHQR.M
R.FIALTANPGR.A
R.AMEWGIDETR.I
R.NVADIRFDFAK.T
R.MMIDAIEAGAFGEIR.H
K.THLDAAAIAILANLAEAQDFGGRR.K
R.VFANAVLLGVNPFDQFGVELGKEMAK.G
R.KTLFSGGIANPTENR.A
R.LADGADNICLLAAFADQVYANR.L
R.EPDHLLDDAHHETLVANCIAQGAALMAGR.A
K.GLAEGTVDFDPATQALMK.A
R.YDVAVVSNVDGAALDEAFAK.F
R.LLPAYLQQLEMESNGK.S
R.ILPFSETVGGR.Y
R.AMEWGIDETR.I

YP_616265 Sala_1216 glutathione reductase 70.31% 20 K.GLGLDEVGVDLDPTGAIR.V
R.VDEHNQSSVPSIYGVGDVTNR.I
R.LADGQELTAER.I
R.DNVLAEVDRLEGLYGQTLDNHK.V
R.ATVVAPQTVR.L
R.RVVIAGGGYIANEFAGIFNEFGSK.V
K.ADFDATVALHPSMAEELVLLK.
R.VVIAGGGYIANEFAGIFNEFGSK.V
K.MIVNAATDQVVGLHMIGPDAPEILQAAAIAVK.A
R.FDWDVLR.D
K.GLGLDEVGVDLDPTGAIRVDEHNQSSVPSIYGVGDVTNR.I
R.IQLTPVAIR.E
K.LLVYGAHFAEDLKDAR.K
R.ILIATGGWPHVPDFPGSEHAITSNEVFHLETLPR.R
R.EGQAFADSVFGGHPTVVDYANVPSAVFSHPPIGAVGMTEAEAR.N
K.KLLVYGAHFAEDLK.D
K.IEKNDDGTLTIYLGGCEPIVADAVLVATGR.V
R.VAVAEEHR.V
R.LLQISMTK.G
K.KLLVYGAHFAEDLKDAR.K

YP_616266 Sala_1217 transcriptional regulator, XRE family 15.96% 6 R.ILFQLAETPDGLR.Y
R.LQIIDEALTGGIAEGSR.L
R.LPWEEVRDWFHDAGNYVDSIDR.A
R.HLVIDPSQPAESR.R
R.AGQRLQIIDEALTGGIAEGSR.L
R.AAEALAEQLR.G

- Sala_1218 propionyl-CoA carboxylase, beta subunit 20.61% 6 K.SSVADLAFENDIEALLAAR.D
R.IQEGVASLGGYADVFQK.N
R.AAAALGGGQK.R
K.VMDKAMLVGAPVIGLNDSGGAR.I
K.TVTNEVVTQEELGGAITHTTK.S
K.LLFAYAEATVPK.I

YP_616267 Sala_1219 hypothetical protein 52.38% 5 R.NLLDEAFFR.G
R.FAASVVLPADVSGSLR.S
R.SLLQNAESSVEFMPVSHVAFLIK.N
R.TLASPANETCYR.F
K.NWGESHASIGSSFDPNKPIAWLHYDDPR.K

YP_616268 Sala_1220 Glyoxalase/bleomycin resistance protein/dioxygenase 41.10% 4 K.IHEPFDLPEQGVK.V
R.LNHIGIATPSIADSIVFYR.D
R.IGAHGTLIFFLHPK.D
K.DMGGVLTEIMETPK.G

YP_616269 Sala_1221 methylmalonyl-CoA mutase 57.48% 30 K.VVDPLGGSYYVEALTQELVDK.A
R.VDRGEDVIVGVNK.Y
R.QYAGFSTAEESNAFYR.R
R.LKDEDLLETLEVDNTK.V
R.AAAAPQSIETNLLAHAVEAAR.A
R.IISDIFGYTSR.E
R.ATLGEISSAMEESFQR.Y
K.VIAGGVIPPQDYQYLR.D
K.GVYAAPYAGDDRWQQVLDGVK.A
R.YGVASGLDIDKFAGR.L
R.YGVASGLDIDK.F
R.TTIEAMAAMLGGTQSLHTNALDEAIALPTDFSAR.I
R.NTQIVIQEETGMTK.V
K.LLDGTIQNDILK.E
K.AMIEEAAAAR.Q
K.AGVAIDTVEDMK.I
R.VMTNLGAKDER.S
R.YATQPTPVK.G
R.NTYIYPPEPSMR.I
K.FNSISISGYHMQEAGATQVQELAFTIADGAEYVR.Y
R.RAAAAPQSIETNLLAHAVEAAR.A
R.NLAAGQK.G
R.GYDSDHPR.V
K.LLDGTIQNDILKEFMVR.N
R.THCQTSGVSLTEQDPYNNVIR.T
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R.KLLDGTIQNDILK.E
R.DAGVQGIYGPGSNVVECAADVLR.L
K.VVDPLGGSYYVEALTQELVDKAWEIIER.V
K.GLSVAFDLATHR.G
K.AWEIIER.V

YP_616270 Sala_1222 biotin synthase 48.94% 9 K.LLTTANAGDNADAALFAK.L
R.VGFIHTLATLPEHPGSVPINALVPVK.G
R.SFQDRLDTLEEVR.A
K.GTVLGDMLADTPLAK.I
K.IDDIEFVR.T
R.AVLQAAAQAK.D
K.EQAQVLGMAGLDYYNHNIDTSPEHYGNVITTR.S
R.ESMSEATQALCFMAGANSIFTGDK.L
K.DRDMPAIVEMIEGVR.A

YP_616271 Sala_1223 Carbamoyl-phosphate synthase L chain, ATP-binding 52.99% 29 K.VVEEAPSPFVTPK.M
R.TPVPAWTGDER.G
R.LQVEHPVTEAITGIDLVEQMIR.V
R.LVVAEIDDSELAVK.V
K.EAGVNVVPGFVGEIR.D
K.ATGAEAVHPGYGFLSER.T
R.APFVQMADEAVHIGPSPASESYLVADK.I
R.LAYDEKDVR.E
R.VYAEDPYR.G
R.EGLNSFGDDRVFIEK.F
K.WQVTIGGASHK.V
R.VYAEDPYRGFLPSTGR.L
R.MGIATVAVYSDADAR.A
K.VDGEKVDIALEYTPGDR.L
R.EGLNSFGDDR.V
K.SVNAAQGDSLAVDAVILEME.
K.ENIAFIGPPVNAIAAMGDKIESK.K
R.VLPWHVAPLASHMIEK.I
R.YRTPVPAWTGDER.G
K.ENIAFIGPPVNAIAAMGDK.I
R.RMGIATVAVYSDADAR.A
R.QAMGEQCVALAR.A
R.QAMGEQCVALAR.A
R.LQVEHPVTEAITGIDLVEQMIR.V
R.HIEIQILGDQHGNILYLNER.E
R.FEIEGLGHNIDFVSAIMQHPR.F
K.VDIALEYTPGDR.L
K.LEMTQDDIKIDGWAIENR.V
K.EAGVNVVPGFVGEIRDTEHAVEISNEIGYPVMMK.A

YP_616272 Sala_1224 Secretion chaperone CsaA 28.46% 3 R.IGTIVEAAPFPEAR.K
R.YMLEELVGR.Q
K.LKIDFGPTIGVK.K

YP_616275 Sala_1227 alanine racemase 22.70% 6 R.LLPARPVLNSVEQVQR.W
R.VAVTNMGYADGYLR.C
R.AAASGLSQYELLTGLGSR.F
R.LRLDSDALIANWR.W
R.LDSDALIANWR.W
R.AGESVGYGATWTASTDTR.V

YP_616276 Sala_1228 TonB-dependent receptor 85.71% 71 R.SYLGAETGVGPAGFEVVEPAFR.L
R.FIGTAGINLLDLR.G
K.SLTIGGVFQPR.F
R.FYFGVDNVFDTRPPFDLTGTGAGSGIFPVQGR.F
R.TETYYETGGNVDVAK.F
R.FSYNYAFQPDGTLLR.N
R.DVPLAHELTLEGAAR.Y
R.ATFSQANSTR.F
R.VPAPGQPTLNFPVLGPAFLNQPFNFAAR.K
R.VGFEPDDKYR.F
R.GSYFVSGIAGK.N
K.VTNVIQGLTGQAIINR.C
R.VDVITGGNSAIYGSDAVAGVVNFITK.R
R.SGATFLNAIAVFEPPSVEIK.E
R.NGPENGLVDNR.G
R.LVNGVPTPVPNR.N
R.VDVITGGNSAIYGSDAVAGVVNFITKR.D
R.GAGGSALFGLGASGLEDAMLLPGIER.I
R.ANVAVAVEYAR.A
R.GVATYNLNREDFSFITDPSR.S
R.GQGGVSTYGDR.G
R.APNLGNLFATR.S
R.REDAYSAFDPFTR.S
R.IAVNLLSHVEISPAFEPFIEAK.Y
R.FVPGLAITVDYYR.I
R.EDAYSAFDPFTR.S
K.DYVLYTSSR.E
R.HVTSSPGSYDVDTNTIPVDLLER.V
R.GDLGTSSNLTYEVAFNYGR.T
R.YSDYGGSVGGVWAYNFGGIYAPIPDIR.F
R.RDPNPLIDFTFDGQANR.V
R.KAEGVDFDVSYR.R
K.LRGQGGVSTYGDR.G
R.RHVTSSPGSYDVDTNTIPVDLLER.V
R.INATQQSTQPTFIASALNPIFSINNPFLTDQAR.Q
R.GDIQLGDALNELPSLR.A
R.DPNPLIDFTFDGQANR.V
R.ANPVFFADR.S
R.IKVTNVIQGLTGQAIINR.C
R.TFDNGVMLNLR.G
R.GVATYNLNR.E
R.EDFSFITDPSR.S
R.IARPNLESSVPLTAVPVGDLTDR.G
K.QAVDAWEVQHSHQGRPPTNPDAFPFR.K
R.SGATFLNAIAVFEPPSVEIKEVFGELR.I
R.NSAGQIVCAVNADANPANDDPACAPLNPFGFGAPSQAAK.D
R.FNNDLGTR.A
R.QTLQTILAPGATTFQMQR.F
R.IHGTLGDPIWAANFNANVDFGTIDVGYSAR.Y
R.TLVLVNGR.R
R.NNNGVPNTR.F
R.PNLESSVPLTAVPVGDLTDRGDIQLGDALNELPSLR.A
R.FSYNYAFQPDGTLLRNGPENGLVDNR.G
R.VAAVCTGELSPTSGGR.F
R.SETFANGLIDPCSQTVINDNPNR.V
R.RRDPNPLIDFTFDGQANR.V
R.KAEGVDFDVSYRR.T
R.GQGGVSTYGDRGSYFVSGIAGK.N
R.FLPAGFTFNTVSLGGMVLTSCPAATGTNAAR.V
R.CYDDPVGLDNPFCAAVFR.R
K.AEGVDFDVSYR.R
R.TLVLVNGRR.H
R.SVRAPNLGNLFATR.S
R.RTFDNGVMLNLR.G
R.QTLQTILAPGATTFQMQR.F
R.LYHAFR.V
R.GLGTERTLVLVNGR.R
R.GAGGSALFGLGASGLEDAMLLPGIER.I
R.DFDGIKLR.G
R.ANPVFFADRSYLGAETGVGPAGFEVVEPAFR.L
R.AIVVTGSR.I

YP_616277 Sala_1229 polyhydroxyalkonate synthesis repressor, PhaR 76.84% 12 R.AAFEGALGANPLAELTR.R
R.GETLLPVPFLR.Q
K.DAEIAALKAEVAELR.A
K.SKGTADDDVVTIK.K
K.SGEDITHNVLTQIIMDTETR.G
K.AEVAELRAELAK.K
R.NMEMFQQAAGAFIPGAGK.A
K.GTADDDVVTIKK.Y
K.GTADDDVVTIK.K
R.AAFEGALGANPLAELTRR.N
K.SGEDITHNVLTQIIMDTETRGETLLPVPFLR.Q
K.MQAMVPQYLEASMAAFR.K

YP_616278 Sala_1230 Proline--tRNA ligase 66.22% 25 R.QADFAAWYQDVIAEADLAEESGVR.G
K.ALQAGTSHYLGTGFAEAAGIR.Y
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K.GDFIADAAATLEDIQASLYAEAR.E
K.DAGVQNAYFPLFIPLSFFEK.E
K.ALDAFGEPVR.V
K.LEEPLIVRPTSETVIGAAMSR.W
R.DVTDLAAHFSGEDR.F
K.VNQWANVVR.W
R.DVAGGNVAVIR.R
R.VLLDTGANK.A
K.GAPIIVEVGPR.D
R.IAPHQIVIVPMLR.D
R.FVGWAEVQWARPTGGALDR.I
R.LKALDAFGEPVR.V
R.FPGAVATYSIEAMMQDGK.A
R.DRLYQESGK.L
R.YQDRDGGHSLCHTTSWGTSTR.M
R.PTGGALDR.I
R.TSEFLWQEGHTAHADRDDAMAETLR.A
R.SFAEDVLAMPVIAGEKPENER.F
R.NTPLDAAPADSACIFTGEPAVER.V
R.DLPLKVNQWANVVR.W
K.KGAPIIVEVGPR.D
K.EMAVVTHHR.L
K.EADHVDGFAK.E

YP_616279 Sala_1231 Ribonuclease R 13.19% 6 R.IGEAISALER.R
K.VGEIVAAR.I
K.HEIPHIFGDEVIDEAER.A
R.LVDANPVSGALR.F
R.ITGVQPFGFFATVDGLGGDGLVPVSTLGSER.F
R.AQTAYDAGAPDAGWDDDVLSALR.H

YP_616283 Sala_1235 Dihydrolipoamide acetyltransferase, long form 65.37% 31 K.VGTVIAVIAGEGEDAGEAK.A
K.QFTAVINPPQAMIMAIGAGEK.R
K.RPYVVDDALAIATVMSATGSFDHR.A
R.RLAAEQGIDLK.K
R.AIDGADGALLMK.T
K.ISTEMAELAGR.A
K.ATPAAAPAPVPAKDVAPAEAGAATVSAPPPAVLASAGTTNVGDR.I
K.TFKELVESPLGLVA.
K.DVAPAEAGAATVSAPPPAVLASAGTTNVGDR.I
K.LSVNDMLIK.A
K.LRGELNASLESR.G
R.ADISVAVSIPGGLITPIITDAGAK.S
R.GELNASLESR.G
K.RADISVAVSIPGGLITPIITDAGAK.S
K.ELVESPLGLVA.
R.LAAEQGIDLKK.L
R.LAAEQGIDLK.K
K.LQPHEYQGGTASISNMGMMGIK.Q
K.KLTGTGPGGR.I
K.ATPAAAPAPVPAK.D
K.WLVKEGDEVK.S
K.ALAVALER.V
R.VPQCNVSFGGDVMR.F
R.RLAAEQGIDLKK.L
R.LSQSMQDAPHIYLTVDIR.L
R.AIDGADGALLMK.T
K.RPYVVDDALAIATVMSATGSFDHR.A
R.VPQCNVSFGGDVMR.F
K.LTGTGPGGR.I
K.LSVNDMLIK.A
K.ISTEMAELAGR.A

YP_616285 Sala_1237 Dihydrolipoamide dehydrogenase 78.28% 30 R.LVPVEDADISAFLEK.Q
R.TNVPGVWAIGDVTAPPWLAHK.A
R.SAEIYHYMQHAGAYGLK.A
K.TQSAEFSHAIVAIGIVPNTENIGLEALGVK.T
K.AIALGESEGFTK.T
R.TGELLGAHMIGAEVTELIQGYTIGK.T
R.HALVPSEMPK.K
K.VGTFPFIGNGK.A
K.NIIVATGAR.A
K.AKELGYEVK.V
K.AAEISADIDAVVKR.S
K.GEKGTETLSAK.N
K.TAELVEDDFIGTVFPHPTLSETMHEGVLAAFGR.P
K.KQGMTIHTGAGVEELK.T
K.QGMTIHTGAGVEELK.T
R.ELLGGICLNWGCIPTK.A
K.QGMTIHTGAGVEELKTTANGVIAK.I
K.ITVHMGEGK.L
K.AMHESIIAVEAIAGNHPHAMDVR.N
R.GVASQLNK.G
R.ARDLPFAPADGK.R
K.TTANGVIAK.I
R.TGELLGAHMIGAEVTELIQGYTIGK.T
R.SRGVASQLNK.G
R.NIPGCTYCRPQIASVGLTEAK.A
R.GHIDTDAMCR.T
R.GHIDTDAMCR.T
K.TAELVEDDFIGTVFPHPTLSETMHEGVLAAFGRPLHI.
K.HKITVHMGEGK.L
K.AAEISADIDAVVK.R

YP_616286 Sala_1238 amidohydrolase 55.63% 18 R.NTEPGQLQVPENELR.A
R.AAIAAGIDTIEHASLVDDEGIR.M
R.NVGSGDRNDIGLK.Q
R.GLEFTDSFWGMTAVK.N
K.TVEHPAIFVGADGR.I
K.QAIDSGYATGPR.I
R.VMVEYGMTPIQAIQAATK.N
R.KQPVWFAMDIYNTEYTQAEGSK.N
R.AIADEAHQWGLR.V
R.VAAHAHGAAGIR.A
K.NANDMLNAGFTTVR.N
K.DGKEEGIGDSPDELR.Y
R.YADIVAVDGDPLANVR.E
K.DREIAQIQR.D
R.YADIVAVDGDPLANVRELESVDAVVK.G
R.MVFASDAGVMPHGEVGK.Q
R.EKDVGAIAVGR.Y
K.DVGAIAVGR.Y

YP_616287 Sala_1239 protein tyrosine/serine phosphatase 32.95% 6 R.ALMSVNPAYLDAALATVR.R
R.SAHHEAATDEDLAVLDR.L
R.LLGVHEDDLMHDYLLTNTAGR.I
R.TGFAVAIVHR.L
R.VLPLSGVHNFR.D
R.IAQGAAHIR.S

YP_616288 Sala_1240 acyl-CoA dehydrogenase-like protein 6.72% 3 R.ALLIASPSFSLR.G
R.YVVIEELLAAGAPVGAHWIADR.Q
R.YGSEEQCQR.Y

YP_616289 Sala_1241 acyl-CoA dehydrogenase-like protein 29.82% 3 R.LDAVGLDPVAADFEIAAAK.L
R.AVGVVTSIAHQVHGAIGFTR.E
R.AVEAAAAALAAR.L

YP_616290 Sala_1242 L-carnitine dehydratase/bile acid-inducible protein F 25.53% 6 R.LGLGPDVLLADNPR.L
R.AAPTVGADGDAVLAALGYDAGR.I
R.YSVTSNDTPR.A
K.FISIGSIEPQFYALLR.Q
R.ETFIDIGGAIQPAPAPR.Y
K.TGLDADPDFDAQHDPSK.W

YP_616291 Sala_1243 protein of unknown function DUF839 14.38% 5 R.GVTPFGEVYPFAR.I
K.AVTLPAEAFDSR.A
R.TGIVYMTEDRDDSLFYR.F
R.LQALAFHDESIR.D
R.IAPGSWLFVR.W

YP_616292 Sala_1244 Acetyl-CoA C-acetyltransferase 7.95% 2 R.EALDALALVSQR.R
R.NNLDTATVDDIIWSTSSQNGK.Q

YP_616293 Sala_1245 short-chain dehydrogenase/reductase SDR 24.23% 6 R.ATAEALAAAGVK.V
K.IDSATAAVVTGGASGLGR.A
R.NTYFNGQAVR.L
R.ESLEASVPFPK.R
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K.TLAYDKESGR.Y
.MKIDSATAAVVTGGASGLGR.A

YP_616295 Sala_1247 acyl-CoA dehydrogenase-like protein 13.46% 2 R.WLPGLASGDTIGAVAFAAGPDPLPAVPGLVLQDAGVR.G
R.LSATEAYDTAAR.D

YP_616301 Sala_1254 Lytic murein transglycosylase 47.74% 10 R.AGQPWGVAVNVPATFDR.A
R.IWSSEADAIESIGAYLR.N
R.VAEDGDGDGVAR.I
R.TAYLLTGNYR.A
R.VVALDRDNLGSPPSPNTPIPAFAPYK.A
R.WPDDDVQATLLEPDGPGR.T
K.GSWAGAFGYPQFLPSVYLR.V
R.SLFEPELIATMVMVER.G
R.AAGLQPVSGRWPDDDVQATLLEPDGPGR.T
R.AILDYNCSNFYALSVGLLADEIDR.

YP_616302 Sala_1255 rare lipoprotein A 45.00% 7 K.GASEPAPPVASSK.A
R.IGPFASEADAQGALATAR.S
R.SARPVPNPVAASQGVSDVPVIVGDSYK.V
R.LATPASLLAILR.T
K.VGDVTYTPADVIDYDDVGYASWYGDEAAGK.A
R.VNDRGPMANNQLIALSPAAAMQLGLER.G
K.TLPLPSYVEVTALDTGR.T

YP_616303 Sala_1256 Serine-type D-Ala-D-Ala carboxypeptidase 10.99% 2 K.VSAADLITLADR.L
R.KWNSSTGGSTMFLSPGEK.L

YP_616304 Sala_1257 Thymidylate kinase 19.81% 3 R.AYQGGGGGITDADILALHR.F
R.SEALLFAAAR.A
R.FITLEGGEGVGK.S

YP_616305 Sala_1258 DNA-directed DNA polymerase 21.78% 4 R.VIIVDAVDDLESDGANALLK.T
R.PMLDMPEVRAIVAASGGVPGK.A
R.LHHAWLLAGPQGMGK.G
R.AAVALDDRGDDAAAR.L

YP_616306 Sala_1259 methionyl-tRNA synthetase 62.24% 23 R.VVLMTLFQAVR.T
R.TANADLANSFGNLAQR.S
R.LAASGFTVGQPVPIFPR.L
R.DFAALADADWFAR.L
R.LSPQGTPVEWTVEESWFFR.L
R.TSDPAHHAASQAIWK.A
R.DEAFYDESELTDGGEGIR.L
R.ATIDLANEMSGYFR.E
R.LVTGTDEHGLK.M
K.NLGGELSADYTPAQDDIDLFHLVNLSAK.D
R.FHTVYWPAFLMSANLPLPR.Q
R.LDLPEEEGEGEA.
R.FVEGGLKDLSVSR.T
R.EVSFGQDGSYSAEAIVR.T
K.SLGNVVDPMALAER.F
R.TLAIAIRPVVPTAADNLLDQMGIAPDAR.D
R.AVFACNQYVDAQAPWALR.K
R.YEGWYSVRDEAFYDESELTDGGEGIR.L
R.QVFGHGFLLNR.G
R.ATIDLANEMSGYFR.E
R.AFEQLAFSVGIEEWLR.A
K.LNISYDMFMR.T

YP_616307 Sala_1260 TatD-related deoxyribonuclease 34.50% 7 K.GLAEQQDEVLAR.A
R.LLVETDAPFLAPVPHR.G
R.VIGIGETGLDYYYDKSDR.T
R.HIHAAQATGLPVIVHMR.D
R.VIGIGETGLDYYYDK.S
R.DAEADTLALLGEEMAR.A
K.NATDLQATAK.W

YP_616309 Sala_1262 response regulator receiver and ANTAR domain protein 15.54% 2 R.EAGLDDLVLIDPAGPLVR.Q
R.QIDEPAAYALLR.G

YP_616310 Sala_1263 nitrate transporter component, nrtA 51.61% 11 R.IGFLPLVDAALPILAHEMGFAGR.E
R.AALAGTGAPLPGASSK.L
K.LEGGLDEPIGAGSVQGR.L
R.WDSNPFSEADAATASAVFRPDIYR.A
R.LAVPFVLGLNGNAVTVSTR.L
R.GVGQIALATAQIWR.R
R.LLYGHTDAAHMIAPLAIATTLGR.D
R.LTLGSDLFFDGR.A
R.ALHAAAAQFVMPDATVESADILARPEYLDAPR.D
R.AFDPDDIQSYLAGLE.
R.QLGDPVQFGQALR.V

YP_616317 Sala_1270 MazG family protein 19.84% 3 R.AADGAQGALAGVALSLPALLR.A
R.VGFDWPDIDGPR.E
R.AGGSLAGLSLGAQEAHWK.A

YP_616318 Sala_1271 GTP-binding protein, HSR1-related 22.92% 6 R.APWPVIALVGYTNAGK.S
R.AATLLGVGQIEAIVPDIAAR.G
R.RSLEDAR.R
R.RSDVAIISAATGEGVEAAR.T
R.DIVHPDTDAQYEDVR.A
K.AILSDTVGFVSDLPTELVAAFR.A

YP_616319 Sala_1272 Host factor Hfq 46.43% 8 K.ALQDVFLNAVR.R
K.HAISTVQPNGPINLTDNGDDEAAEDS.
K.TPVTMFLVK.G
K.HAISTVMPSHDFDLSLLGGNLR.D
R.DGQSQLVYK.H
K.NQNLQDIFLNALRK.S
K.NQNLQDIFLNALR.K
K.HAISTVMPSHDFDLSLLGGNLR.D

YP_616320 Sala_1273 two component, sigma54 specific, transcriptional regulator, Fis family 36.44% 12 K.AGPAEELTGNSAAINNVR.A
R.VLTDQSFTR.V
R.GGADILPSSESITTIPLK.E
R.TASDSDSALEAIR.Q
R.LDGLGLVEAIK.A
R.GAFDFIEKPFEASR.L
R.RVPPPEISAEAMAALQAHDWPGNVR.E
R.RPSLALIDVWLQGSR.L
R.VLITGAPGVGK.E
R.LNVVPVHIPSLR.E
R.IDADMLPAELVR.G
R.DLTVEIAEGR.F

YP_616321 Sala_1274 multi-sensor signal transduction histidine kinase 18.63% 10 R.ASAVLADYNQLFDR.S
R.ALVNANEQLEAR.R
R.LDAGEDVVVVR.R
R.LLSQAITNIVK.N
K.NSDATAVGSIR.A
R.VTPPERDDEISVLTR.A
R.SLNESAIIEIGRDGVAR.T
R.IAHEIKNPLTPIQLAAER.L
R.DTNVPGFQQSAR.A
K.AVAQGDGFVLSFEDITQQLLDQR.R

YP_616322 Sala_1275 two component, sigma54 specific, transcriptional regulator, Fis family 20.97% 6 R.VLQSNEYSTVGGSQALR.A
R.ATGIGSYDYLPKPFDLDELTASVR.A
R.RVEAAASDAPPPADSHGLVGR.A
R.RSDIAALVR.H
R.LAQLEIDPLHP.
R.DNDESGGVADPAALIAR.A

YP_616324 Sala_1277 Dihydrouridine synthase TIM-barrel protein nifR3 9.34% 2 K.GVLDALEAFYGPHLTR.A
R.TALAQSGADGVMIGR.G

YP_616325 Sala_1278 2-C-methyl-D-erythritol 4-phosphate cytidylyltransferase 30.10% 5 R.LLAALDGADAAIPVLPVPDTLVEAADGAAGAVVAR.D
R.SLGVSVATVEGDAR.L
R.QQSVANALSALTDWPDDAVVLVHDAARPGVDSAVVDR.L
R.GAASHHFLSFAGER.V
R.AHAEASGAAATDDAQLVR.S

YP_616326 Sala_1279 CinA-like protein 41.62% 8 R.LIARDDLAASVLAQNR.A
R.DDLAASVLAQNR.A
R.HAATLFALELLQPEK.D
K.KPVGLVVFAR.A
R.ALRGQDPDDYFTQR.I
R.GQDPDDYFTQR.I
R.IQFESTDR.G
K.DALRPSEDVALPAP.

YP_616327 Sala_1280 cyclase/dehydrase 47.80% 5 R.ADELYGAGSATSSEGR.S
R.DLPYSAEQMFALVTDIAR.Y
R.YPEFLPWVIALR.I
R.MFEALAGQMFDK.A
R.IRSDSEHESVADMIVGFK.G
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YP_616328 Sala_1281 lipoic acid synthetase 40.51% 9 K.VIDFVTPQAFDAYAQIAR.A
R.ETPQTTIEILTPDFR.N
K.MGLSHIVITSVDRDDLPDGGASQFVK.V
K.GFLQVASSPLTR.S
R.VKAPTSPGYAETR.K
K.APTSPGYAETR.K
R.SADIDFMTMGQYLQPTPK.H
K.SGIMLGLGEER.M
R.SSYHAGDDFEHMR.A

YP_616329 Sala_1282 Carbonate dehydratase 66.20% 11 R.VEPSQIFDTSPGEIFVVR.N
R.DRWNELAEGQSPK.V
R.NVAALVPPFETTPGR.H
R.GAFFAISDGILHVLDDASGEFRPAT.
R.GGFIADWIALLDDASDEVR.A
R.WNELAEGQSPK.V
R.HGVSAALEFAVQFLK.V
R.NGGWQEQR.D
R.AGHSDLDSR.D
K.VMVIACSDSR.V
K.SMEGAEPGR.G

YP_616331 Sala_1284 ABC transporter related 61.04% 34 K.LITGQEQPDSGSISIGDTVR.L
K.SFDQLVEAQENR.A
R.LGEGATRPHATTYK.K
K.IDAVDGWTLDNQLEIAMEALR.C
R.LLLEKPSILLLDEPTNHLDAESVAWLEK.H
K.AQIVIQVPER.L
K.AIKDELEWIR.Q
R.YFVYEGNYSTYLEK.K
K.TYPGAQKPTLNNLSLQFYPDAK.I
R.AYVGAFNFK.G
K.SFDQLVEAQENRAPGK.A
K.HLVDYPGNVILVTHDR.Y
R.LGYVDQSR.D
K.VGQLSGGER.N
K.LLFEDLSFTLPPGGIVGVIGPNGAGK.S
K.IGIVGPNGTGK.S
K.RLEQEAR.E
K.IMGGIDKDFTGEAWPGDGITVGYLAQEPQLDPTK.T
K.AYGDKLLFEDLSFTLPPGGIVGVIGPNGAGK.S
K.VIEVNNISK.A
K.KVGQLSGGER.N
R.FNEISALMADPPADADFDALMEEMGTLQEK.I
R.DALDPNKNVWEEISGGHDMMSIGK.H
K.PSILLLDEPTNHLDAESVAWLEK.H
R.YFLDNVVNWILELDR.G
R.LATHILAFEGNSHVEWFEGNFEAYEEDKIR.R
R.LGEGATRPHATTYKK.L
R.LATHILAFEGNSHVEWFEGNFEAYEEDK.I
R.CPPGDWSVENLSGGEK.R
K.IDAVDGWTLDNQLEIAMEALR.C
K.DFTGEAWPGDGITVGYLAQEPQLDPTK.T
R.YFVYEGNYSTYLEKK.G
R.IKSFDQLVEAQENRAPGK.A
R.IKSFDQLVEAQENR.A

YP_616333 Sala_1286 glycosyl transferase, group 1 12.06% 3 R.TAADLDQFYR.W
R.NSYTGNLPVALQR.A
R.AAVRPIYLVDWPVIADER.A

YP_616334 Sala_1287 histidine kinase A-like protein 14.81% 3 R.GAVIGLSIAHAAFGGEPGADAAAAGAFR.Q
R.FATATDLLDPGFSPEGEAPGAAVLSLGFSLR.L
R.FAPLVAFYANDVPAVSAAMLR.D

YP_616335 Sala_1288 transcriptional regulator, AsnC family 41.40% 6 R.DLQSFQSFLTAHLTSAPNVTSVK.T
K.AFEDYVGGLPEVR.E
R.SQAEADLKAFEDYVGGLPEVR.E
R.VRALEEAGVIR.S
R.SYHADLDAAK.L
R.ALEEAGVIR.S

YP_616336 Sala_1289 Tetratricopeptide TPR_2 68.54% 22 R.LGVAQALAGQVDAAAASFAK.I
R.STADVLVGIGQPAK.A
R.AAADAAAVAADANK.A
K.GDTHFGNILETQTPR.A
R.LAQLWAVR.A
K.AAPNDAIAQFR.L
K.AAGSTEPALAAILMDSYLNAGQIDQGWAIAK.A
R.NTLYILLQQSGGDKELNLDILR.L
R.VEDYPSPATWR.N
R.TNEMLDVLTMR.V
R.AKTGAAPAPATAS.
K.DTALQGQGLDGMIDSGLTPPENLATYNFYSGNFAYGAK.N
K.TGAAPAPATAS.
K.DAAALQAAMAEGQASATSPDDQYLLSFYQLQLGILNK.D
K.KMTDATAAK.D
R.TNEMLDVLTMRVEDYPSPATWR.N
R.TNEMLDVLTMR.V
R.AAGTKPSEDLYVRPAQAFQK.A
R.AAADAAAVAADANKAATLNNPK.A
K.AIPLYEAALK.A
R.NTLYILLQQSGGDK.E
K.AATLNNPK.A

YP_616338 Sala_1291 hypothetical protein 26.68% 16 R.RAMADTLAALSAQSEEIWR.Q
R.LAESSDKLASNAAVIANAHDQLAR.S
R.LAALGEEAAR.T
R.ATADSAANQAR.L
R.AVAAANSAADR.L
R.LNASFAEAEASLAK.L
R.EAGLVAHQQGANLEAR.L
K.LRDGAEAFSEQGGAR.M
R.VSEAEQAIAASDRDTLAK.Q
R.SNEEQMTGQAANQQALADR.L
R.MIATLAEVRATADSAANQAR.L
R.IAAHVAEVGK.Q
R.EAGDAIGAQLSEHADASDALAGR.I
R.DGAEAFSEQGGAR.M
R.AMADTLAALSAQSEEIWR.Q
K.LYVALAQAIDR.L

YP_616340 Sala_1293 beta-lactamase-like protein 50.92% 21 R.VVVTTFASNAAR.L
R.FALETGVPDTLVQENGDLVR.L
R.EAAEQAATGPARDEEK.L
K.NFVDSAISYR.G
R.EAAEQAATGPAR.D
R.MVPLAHSILEMSAVVIDTPYGR.V
R.LILDGDVILPADGETMSER.R
R.LATLGEVAR.A
R.EGLEQAVGAAK.G
K.LEAGDTVVFSSK.Q
R.SVGYLTDFPPTVDFDEAMR.L
R.LVVPVHGEIR.H
R.LAPGAAQIVER.V
R.DKVMVVATGGQGEPR.A
R.GVPVEDEREAFIDEMR.E
R.FTAGLIAHK.L
K.VMVVATGGQGEPR.A
K.LAEEGLEGEVEIK.V
R.RIATDWTGK.K
K.KPVVDVMLVEI.
K.DLLGIILTHGHEDHIGAIPYLAADLGVPLYANR.F

YP_616341 Sala_1294 putative transcriptional acitvator, Baf family 47.89% 8 K.AQIGKPLVVVATGGLATLFQEQAHLFDR.I
R.IAIEAPASASVIGR.T
R.AVNAIAAQAVEPGRDK.L
K.VDEPQSVGADR.A
R.ALHNLQLLAHK.Y
R.IEGYDRGDVDAVIISTVVPR.A
R.TADEYMVWLDQLMR.I
K.YFGVDALVAGR.E

YP_616342 Sala_1295 Biotin--acetyl-CoA-carboxylase ligase 45.86% 9 R.VSEQGIDGFFDGLAEDGALR.L
R.IAQTGSTNADLLAR.L
R.LAGGEHVGEGHWLVADR.Q
K.WPNDLLVDGAK.C
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R.AWLPFAHPVGTPLR.V
R.TVAALAPDSGAQLK.W
R.TVAALAPDSGAQLKWPNDLLVDGAK.C
R.EGGETMLIHAGDVELR.R
R.DHFAGALGIAMIDALR.T

YP_616343 Sala_1296 Proton-translocating NADH-quinone oxidoreductase, chain N 10.29% 2 R.DEGGNQVESIPALAGLSQR.R
K.ISAVPFHMWTPDVYEGAPTPVTTFFASAPK.V

YP_616344 Sala_1297 proton-translocating NADH-quinone oxidoreductase, chain M 4.06% 2 R.GDVTTVVAR.L
R.VVFGELTKDDVK.A

YP_616345 Sala_1298 proton-translocating NADH-quinone oxidoreductase, chain L 4.85% 3 R.FGPDGAAALVAGGTR.L
K.RGDEGTIDR.F
R.LLYQFLYNK.W

YP_616347 Sala_1300 NADH-ubiquinone/plastoquinone oxidoreductase, chain 6 16.75% 3 R.AQNISQQVR.R
R.LVDPGTGQGVEL.
K.SNIQQIGELLYTK.Y

YP_616348 Sala_1301 NADH-quinone oxidoreductase, chain I 55.56% 9 R.AIAANLAADAPYR.
K.SFTLWEFVK.A
K.ATINYPFEKNPLSPR.F
K.LLANGDKWER.A
R.RYPNGEER.C
K.LCEAVCPAQAITIEAEPR.D
R.EELLYDK.A
R.TTRYDIDMTK.C
K.NPLSPR.F

YP_616349 Sala_1302 respiratory-chain NADH dehydrogenase, subunit 1 9.51% 2 R.GPNVVGPFGLLQSFADGLK.V
K.VFLQETIIPSGANR.G

YP_616350 Sala_1303 NADH-quinone oxidoreductase, chain G 47.31% 23 R.ALVNALGSELLEGR.Q
R.FAEEVAGVEDIGAIYR.G
K.VFAIGPETDLTYK.T
R.KDGQLVEATWAEAFEAIK.A
K.DGWNGFNAVHVSAAR.M
K.TEWLGDDASLVAKPPK.H
K.GAERPMLVFGGGALSVPGVHGAGLALAK.A
K.DGQLVEATWAEAFEAIK.A
R.AAMIAAVPALGQEGLADYGWTVPK.L
R.VNDDVNEEWASDKTR.H
R.WEAPLINTR.V
R.VNDDVNEEWASDK.T
K.AVFAPGDAREDWSIFR.A
R.MGSLMLGYGLPGGIR.D
K.TLGIDMMDAVGTNVR.I
K.PYAFEARPWELTK.T
K.GAERPMLVFGGGALSVPGVHGAGLALAK.A
K.DFTTVNTEGR.V
R.DVIAAKPK.L
R.ALADALGVNVGFDSFDECR.A
K.VYVGHHGDNGAHAADVILPAAAWTEKDFTTVNTEGR.V
K.LAFFLGADEVDFAAFAETFK.V
K.HVLDALK.G

YP_616351 Sala_1304 hypothetical protein 39.32% 8 K.DGPVDFSAVLPIDYSTGGEVQPDAVVQPHVSLR.R
R.ELILSMVASNAEASALDK.I
R.SGVYDVFYR.K
R.LSVAASQPTIAAKD.
K.DGPVDFSAVLPIDYSTGGEVQPDAVVQPHVSLRR.I
R.GVIGEVLYR.L
R.LSVAASQPTIAAK.D
R.AGISKEDR.A

YP_616352 Sala_1305 NADH-quinone oxidoreductase, F subunit 30.70% 12 R.EAETLFAAVQEAYDAGLLGK.N
R.TGDADISEIDTLFDVTK.Q
R.IFTNLYGFQPWNLK.A
R.GAPWFASFGR.E
K.STDVVQAISR.I
K.SGYDFDVFVHR.G
R.GQDAIIEEIK.A
R.HFRPELER.R
K.AVGSGLGTAAAIVMDK.S
R.LRTGDADISEIDTLFDVTK.Q
K.RGQDAIIEEIK.A
K.LIEGALIAGYAMR.A

YP_616353 Sala_1306 NADH-quinone oxidoreductase, E subunit 49.55% 10 R.WGAFAWTAENAEK.A
R.RHTSEPEGGPTTLK.E
R.HTSEPEGGPTTLK.E
R.ILDELAAGKQPK.T
R.AYEVATFYTMYNLAPVGR.Y
R.SAVMPLLDLAQR.Q
R.QVGAETQTQGWLPVPVIEYVAAQLDMPFIR.A
R.ILDELAAGK.Q
K.EMVEANHDYRK.E
R.QVGAETQTQGWLPVPVIEYVAAQLDMPFIR.A

YP_616355 Sala_1308 NADH dehydrogenase I, D subunit 34.45% 12 K.LLDLEVPAR.A
K.LFGDAMSLVIDNR.I
R.VEEVYQSAK.I
K.LLVDIGEWVETR.L
K.LYTEGFHVPAGEVYVATESPK.G
K.GEFGVYLVSDGTNKPYR.C
R.GSGIAWDLRK.S
K.TYLQALPYFDR.L
R.NVDIATVSKEDALAWGFSGPMIR.G
K.SQPYDAYAAMEFDIPVGTR.G
R.GSGIAWDLR.K
K.EDALAWGFSGPMIR.G

YP_616356 Sala_1309 NADH (or F420H2) dehydrogenase, subunit C 56.57% 13 R.NFDFLSPWEGADYVLPGDEK.A
R.VSTDEATPVPSIVPVWPVAGWLER.E
K.TTEKPADTGAGNK.T
R.ILTDYGFQGHPQR.K
K.DFPLTGYIELR.Y
R.DNLDYQQLMEIAGVDYPDRPER.F
R.FEVVYHLLSVTK.N
R.EVFDMYGVLFAGNPDLR.R
K.AGGTGEAPGK.G
R.VRVSTDEATPVPSIVPVWPVAGWLER.E
R.KDFPLTGYIELR.Y
R.ILTDYGFQGHPQRK.D
K.AGGTGEAPGKGAPTPMTAK.E

YP_616357 Sala_1310 NADH-quinone oxidoreductase, B subunit 33.33% 6 K.GFLVTSTEDLFNWAR.T
R.VYDQMSNPK.Y
R.RVYDQMSNPK.Y
R.VYDQMSNPK.Y
R.IVPVDIYVPGCPPTAEALLYGVMQLQR.K
R.RTGTIER.

YP_616359 Sala_1312 hypothetical protein 16.25% 2 K.AIVESQGWPATIVAK.E
K.AIVESQGWPATIVAKEGDDPYIESSR.N

YP_616360 Sala_1313 Inositol-1(or 4)-monophosphatase 55.88% 11 R.DFGEIEHLQVSQK.G
R.IFGAIAPEVAGIR.R
K.LGGGWGDVTAALIYQPVTDESYWAER.G
R.FGAASLDLAWVAAGR.Y
R.PGWGFLMEEAGEIEGEPGKPR.F
R.SEYIAGSAAVHSK.L
R.EAGGFVTDFR.G
R.TLYDELIHAR.P
R.FIIDPLDGTSNFLHAIPHFAISIAVQEPK.L
R.RDFGEIEHLQVSQK.G
R.IFGAIAPEVAGIRR.F

YP_616361 Sala_1314 translation elongation factor P 55.61% 10 K.ITGVEIRPGNIIEFEGGIWK.V
K.GQTASSSYKPAILDNGVR.V
K.DFQYLYAEGDDLVFMDKDTYEQITIGK.D
R.IVVNVYDREYVR.R
K.GGAYMQVEAK.N
K.IQHTQPGK.G
K.DTYEQITIGK.D
R.IVVNVYDR.E
K.GGAYMQVEAK.N
R.SADTVEKVR.L

YP_616362 Sala_1315 thiamine-phosphate pyrophosphorylase 38.43% 8 R.LEEALAAGPVAAFQFR.V
K.TLADAGADFVAVSGGVWNYR.D
R.VKGLDQHDAAR.L
K.TLADAGADFVAVSGGVWNYRDGPGAAVR.A
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R.AFAEILGNQPAG.
R.LKADGVHLGQGDGDPK.E
K.ADGVHLGQGDGDPK.E
K.GLDQHDAAR.L

YP_616364 Sala_1317 Fructose-bisphosphate aldolase 73.65% 16 K.VIGAILFER.T
R.SVVNLAHPVGIK.A
R.IATHGLVPIIEPEVNIK.S
R.VVALSGGFTR.G
K.ELLAALDGWTGAPVMLK.L
K.AIVDQQFAEAAR.I
K.SGQGFIAALDQSGGSTPK.A
K.NPGIIASFSR.A
K.LSLPAEAGLFQPLVDHPR.V
K.VDKGLEDEADGVQLMK.A
R.TMDGQAGGKPVPSLLWER.G
K.GLEDEADGVQLMK.A
K.GYGIGEDAFSNDEEMFALIHDMR.S
K.ELLAALDGWTGAPVMLK.L
R.HQMSDDEFNASLGTAIDEIHAASVA.
.MTTANAEMLDQIK.S

YP_616365 Sala_1318 Phosphoglycerate kinase 64.57% 16 K.AGVAVLAPGDVAVLENTR.F
R.TLVWNGPLGAFETPPFDTATVALAR.T
K.NPTQSLSLVMGGVEDVLGHSVMFIPEAVGEGAK.A
R.FYPGEEQNDPAFADALAEIGDLYVNDAFSAAHR.A
K.TLDDIGDVTGKR.V
R.TVNVHEVAADEMILDVGPAAIEALADVLK.N
K.ALDAALGNPVQPVAAVVGGAK.V
R.VDLNVPMIDGAVSDATR.I
K.VDHLIIGGGMANTFLAAR.G
R.RLPAYAGR.A
K.TLDDIGDVTGK.R
R.TAAALTR.E
R.NLVGKVDHLIIGGGMANTFLAAR.G
R.IQAAMPTIR.E
R.AHGSTEGIAR.R
K.GAIVLLLAHFGR.P

YP_616366 Sala_1319 glyceraldehyde-3-phosphate dehydrogenase, type I 88.96% 36 R.VVSWYDNEWGFSNR.M
R.VPTPNVSLVDLTFTPK.R
K.VLNDTLGIER.G
R.DTSVAEVNQILK.D
K.RDTSVAEVNQILK.D
R.DSVHGPFPGEVSADGDQMIVGGK.A
R.AVGEVLPELK.G
R.GLMTTVHAYTNDQK.I
K.GADLTVVYGVNHDK.L
R.AAGMSIIPTTTGAAR.A
R.MVDTAGVIAK.L
K.ILDQIHSDMR.R
K.ANALLFK.R
K.LDGSAIRVPTPNVSLVDLTFTPK.R
R.DTSVAEVNQILKDASEGALK.G
K.RVLISAPAK.G
R.VPTPNVSLVDLTFTPKR.D
K.GKLDGSAIR.V
R.AVGEVLPELKGK.L
R.VLISAPAK.G
K.ANALLFKR.D
K.RDSVHGPFPGEVSADGDQMIVGGK.A
K.HLAAGAK.R
R.MVDTAGVIAK.L
R.GLMTTVHAYTNDQK.I
R.DSVHGPFPGEVSADGDQMIVGGK.A
R.AILERPDCGLELVAINDLADAK.A
R.AAGMSIIPTTTGAAR.A
K.ILDQIHSDMR.R
K.ERDPANLPHGELGIDIALECTGFFTDR.E
K.DASEGALK.G
K.VAINGFGR.I
K.RDTSVAEVNQILKDASEGALK.G
K.LTAEHVVVSNASCTTNCLAPVAK.V
K.HLAAGAKR.V
K.GADLTVVYGVNHDKLTAEHVVVSNASCTTNCLAPVAK.V

YP_616367 Sala_1320 transketolase 53.33% 28 R.FGIDSFGASAPIEDLFR.H
R.HFGLTADAITPQILAR.L
K.QGTSATHGAPLGADEIAAAR.R
R.HLNALYGDGLVDHR.T
R.ELGWTAEPFVIPADIAAAWASFGEK.G
K.AYLDGLAAEPPK.V
R.TIIGFGAPNK.Q
R.HDVTENR.C
R.KASENTLSALTVDIAALVGGSADLTGSNNTK.T
K.ASENTLSALTVDIAALVGGSADLTGSNNTK.T
R.VVYVMTHDSIGLGEDGPTHQPIEHLQSLR.A
R.RELGWTAEPFVIPADIAAAWASFGEK.G
K.KNDFEAR.L
R.YIYYGIR.E
R.LTVLWDDNK.I
R.ALAMDAVQAANSGHPGMPMGMADVATVLYSDYLK.F
R.AIDAALADPR.P
K.TSSTKPLTR.N
R.YAATGWHVESCDGHDPADIRR.A
R.PSLLALTR.Q
R.PADAVETAECWALALAQEGRPSLLALTR.Q
R.AIDAALADPRPSLIACR.T
K.AYLDGLAAEPPKVATR.K
R.YAATGWHVESCDGHDPADIR.R
R.QNLPPLR.H
K.LHNEWNSR.L
K.KLHNEWNSR.L
K.ITIDGSTDLSTSEDVAAR.Y

YP_616368 Sala_1321 protein of unknown function DUF710 30.41% 3 R.EAVPAAPAAANPAHNR.A
R.QLLFAALMLADEVQEAR.G
K.IDKVEPQSDSLR.A

YP_616372 Sala_1325 Protein of unknown function DUF11 7.21% 2 R.INVALGTVAGGQTR.T
R.GIVSLAAAAK.T

YP_616374 Sala_1327 protein of unknown function DUF11 40.68% 7 R.VISDPFNNTTNPK.L
R.LFVVADIPAALANNAVAGVTLR.A
R.EGGTAGSQGAAITETTGANTAGKDTVFADTAGVTGDAGR.D
R.EGGTAGSQGAAITETTGANTAGK.D
K.DTVFADTAGVTGDAGR.D
R.DNISSGTVGSWDAADTLISGYIDELVVDTAIR.L
R.LGGTVTAGTCNADGAVGGSYSAPNVSGTIATIAAGATR.T

YP_616376 Sala_1329 catalytic domain of components of various dehydrogenase complexes 29.93% 9 R.YDDEAGVVTR.Y
R.DAQDKNVWQLASEITR.L
R.LPDIGEGIAEAEIVAWHVK.V
R.YSAGQGYHAPGASR.A
K.LIETPVLLFAD.
K.NVWQLASEITR.L
K.IPLPLAGGAGGGAGGGPVEAPAVVSETSPPPTPPASGR.G
R.VVDGWDAASYVQALKK.L
R.ARADEPVK.V

YP_616377 Sala_1330 Transketolase, central region 29.74% 7 R.TLLPLDIAAIEASVK.K
K.GLLIAAIEDNDPVVFLEPK.R
R.VTGFDTPYPHSLEWAYFPGPVR.I
R.TSGFGAELAALVQER.C
K.HDASAVPEGYYR.I
R.EGEAVTVLAYGTMVHVAK.T
R.TLLPLDIAAIEASVKK.T

YP_616378 Sala_1331 3-methyl-2-oxobutanoate dehydrogenase (lipoamide) 30.73% 9 R.AEGHSTSDDPGAYR.A
R.AAQEASAWPFGDPIAR.L
R.VDGNDPLAVYAATQWAADR.A
R.YRPGDTPDFSDIEIPAVEATPR.P
R.DYPLIQMMNQIYSNR.G
R.AVGYGIAGLR.V
R.VLDFDGIAK.G
K.GRPASNLPPLSLHIPEPR.Y
K.GPWNPNLAPDR.L
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YP_616379 Sala_1332 Thymidylate synthase 39.38% 11 K.ATGEAISATDFEAR.I
R.FEDFVVEDYAPQAHISAPVAV.
R.HIFTGWNVADLDR.M
R.RADHGYNQIAALIDSLK.N
R.ELLWFLTGDTNIRPLVAQGVK.I
R.KATGEAISATDFEAR.I
R.ADHGYNQIAALIDSLK.N
K.WGDLGPVYGHQWVNWPR.Y
R.SDGGLSCLLFQR.S
R.RHIFTGWNVADLDR.M
K.IWTDWPLEK.Y

YP_616383 Sala_1336 short-chain dehydrogenase/reductase SDR 12.17% 2 R.VNGISPGPIADTEGMKR.L
R.TVVDIDLNGTFNVFR.G

YP_616387 Sala_1340 Uncharacterized conserved protein UCP033924 38.61% 12 R.YPAGEGAAYLVGGFNASYLR.R
R.EAGGALVLGVR.Y
K.KDDLIGAAEGVFGK.G
K.DDLIGAAEGVFGK.G
K.GAQGLAALIEDILK.E
R.RGDVVLIPIR.V
K.GAQGLAALIEDILKEQGEPNAYIVGR.E
R.YGSGTLYHK.V
R.GDVVLIPIR.V
R.LGANVGYMK.F
K.RYPAGEGAAYLVGGFNASYLR.R
K.EQGEPNAYIVGR.E

YP_616390 Sala_1343 cytochrome c1 61.71% 11 R.NIQDLGYTEGQVK.S
K.PLSDGQVTYADGTR.A
R.EGGKDYVYSLLTGYQNPPANLPK.E
R.DGLPSDHFPAPYANEVAAR.A
K.GFQVPSINPDTGEPATR.D
R.AANNNALPPDLSLITK.A
K.DVTAFLVWTAEPK.L
K.ELRPGTGLHYNPYFPNLNLAMAK.P
K.NEPNVAHSFVK.H
K.LASDGLMPHWDLAQLQR.G
K.DYVYSLLTGYQNPPANLPK.E

YP_616391 Sala_1344 cytochrome b/b6-like protein 17.37% 6 R.LVYNAIGAGYPVPR.N
R.QWLLGGFAPDNAALNR.F
K.WLDEKLPLPR.L
K.DEQDTVPFHPYYTAK.D
K.HADDKSAATA.
R.DVNAGWFIR.Y

YP_616392 Sala_1345 Ubiquinol-cytochrome c reductase, iron-sulfur subunit 27.57% 5 R.NLTAAEIAEANSVPLSDLR.D
R.NLTAAEIAEANSVPLSDLRDAQTLAER.T
R.KGPAPTNLVVPPYEFTSDTVVTIG.
K.GPAPTNLVVPPYEFTSDTVVTIG.
R.DAQTLAER.T

YP_616394 Sala_1347 Coproporphyrinogen oxidase 46.85% 10 R.WFGGGADLNPPIPYQEDTDAFHAR.L
R.FTYTSWDREAEGLEPGEGGGGVR.G
K.VGVNVSTVGGEFAPDFASSIHGAGDDPR.F
R.EAEGLEPGEGGGGVR.G
K.TGGNIDAILMSLPPLAK.W
R.YAEFNLVYDR.G
K.WADEYFYIPHR.G
R.NFQLTQAVGEAFLDIFPR.I
R.GRYAEFNLVYDR.G
K.RWFGGGADLNPPIPYQEDTDAFHAR.L

YP_616396 Sala_1349 hypothetical protein 14.52% 4 R.AIYNPIEAIR.T
R.LALVAPAIADR.A
K.FDMGAAWDDTLLLLK.S
K.FDMGAAWDDTLLLLK.S

YP_616397 Sala_1350 lipoate-protein ligase B 31.80% 5 K.ATGFSEVDAALAR.T
R.AAAIHADEAGER.I
R.IWLLEHPPLYTAGTSADPAELLDPR.F
R.VGYVQLDLTR.R
R.IGIWTDDVR.G

YP_616398 Sala_1351 hypothetical protein 43.86% 2 K.LDAVEVQPGSVSDSMIILDDAVGDGTAVDNSVPDDGTGKK.S
K.KALAPDAPAK.K

YP_616401 Sala_1354 hypothetical protein 52.86% 7 K.AGSELVQSSGDELK.L
R.HLLVQPLDDR.N
R.GFTIAIESNGTLPIPR.S
R.FCDTDFVGTDGTLGAK.Y
R.DAAALADVIAESWGPGSDDR.Y
K.EIFLTLQGEGAQAGR.R
R.NAAANVQACIDLVMADPRWR.L

YP_616402 Sala_1355 ExsB 52.86% 9 R.FGGSALTADIDVPKDGVGTDIPVTYVPAR.N
R.HRVELESAAR.I
R.FGGSALTADIDVPK.D
R.IAAHVGAAEHIVLPLDLR.R
K.GFADAGLADPTR.Y
K.ADIAAEAAR.L
R.QAADIVIGVNALDYSGYPDCRPAFIQGFEK.L
K.DGVGTDIPVTYVPAR.N
R.FHIHAPLQHMTK.A

YP_616403 Sala_1356 hypothetical protein 15.60% 2 R.LVQIDTQGIAEGRPFSQAIEAR.R
R.LVQIDTQGIAEGR.P

YP_616404 Sala_1357 Hsp33 protein 41.28% 6 K.TIAATLKDEELTDPATSLETLAWR.L
R.YQGIVPLEGSSIGHAAEHYFEQSEQIPSLISLAAR.H
R.LFHEDEVRVEPGTAVSR.G
R.IIAAHSYPPVAEK.L
K.LLAEALVLTVLLGSTLK.T
R.HDHPEWDHAK.T

YP_616405 Sala_1358 ornithine carbamoyltransferase 59.61% 15 R.VGVPQGYEPDTGFIEAAR.A
K.ARPDADEPLADHVLAMVFEK.N
K.SILLWTLAK.L
R.GEEVVDAVIDGAQSR.V
R.HFLNLADAGGDAVATMIADAIDRK.A
R.QLGGVPMILDAGTTQLGR.G
K.VAAMAPFQVDER.L
R.VWDEAENRVHAQK.S
R.HFLNLADAGGDAVATMIADAIDR.K
R.YADAIMIR.T
R.VWDEAENR.V
R.EAVAGADLVVTDTWVSMGQDHAHNK.V
R.CSFDIAIR.Q
K.SDALFLHCLPAHRGEEVVDAVIDGAQSR.V
R.QLGGVPMILDAGTTQLGR.G

YP_616406 Sala_1359 acetylornithine and succinylornithine aminotransferases 72.15% 20 R.TLGTISATNQEK.L
R.DNHGLLTVAAGDNVVR.I
R.AIQDQAATLMHVSNLYGSPQGEAFAQR.L
R.TGTLYAYEQYGIAPDIMATAK.G
R.AYHSSAGNAEK.H
K.HNLITFNNAFHGR.T
R.GEGAYLIGER.G
R.GALEQLIPNHDQLFESVR.G
K.LSAGAASYTPPEA.
R.LRGALEQLIPNHDQLFESVR.G
R.YLDFASGIAVNLLGHGHPHLTR.A
R.GMVIGTHGSTYGGNPLAMAAGQAVFDVILEDGFLDQVK.A
R.GMGLMLGVK.M
R.LVDNTFADTVFFTNSGAEAVECAIK.T
R.DLMLIFDEVQCGVAR.T
R.DICNERDLMLIFDEVQCGVAR.T
R.AIQDQAATLMHVSNLYGSPQGEAFAQR.L
K.GIGGGFPLGACLATEK.A
R.TGTLYAYEQYGIAPDIMATAK.G
R.PASQPFLQGLR.D

YP_616407 Sala_1360 luciferase-like protein 22.32% 4 K.IPLWILGSSLFGAR.L
K.LSFLDLVPVTDTGTIAQSLANAADLAR.H
R.QFPQDVLELQAFLAGDDR.L
R.TGADEIIIASSIYDHDAR.K

YP_616410 Sala_1363 aldo/keto reductase 23.96% 5 R.QEGVSLIPYSPLAGGVLSGK.Y
R.YHTIQNNFSLNNR.R
K.YQGGAAPEGAR.F
K.QHDFVASTIVGVSAYDQLDPILDAK.D
K.NIFQAIDDSLTR.L

YP_616412 Sala_1365 dienelactone hydrolase 40.00% 7 K.QLSRPLVETDAAAHLAFLDAQGEVDTAR.G
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K.AGYLFAIAEDDDKESPNEK.V
R.VYDEAAAEK.A
K.APVVDAENHWGVAAVR.E
R.AAASFHGASVATDKPDSPHLLIPASK.A
R.LAGDGYAVLCVNPFYR.W
R.VYDEAAAEKAWSR.Q

YP_616413 Sala_1366 glucosamine--fructose-6-phosphate aminotransferase, isomerizing 65.90% 24 R.DGAQIFDSENNPVER.E
R.LGSPLVVGYGEGETFLGSDALALAPLTQR.I
R.IAYLDEGDWVVITR.D
K.HGPIALIDEAVPVIVLAPSGPLFEK.T
K.ELAGNPAPGTVGIAHTR.W
R.YRDPVLQPGGLALFISQSGETADTLAALR.H
R.EADLLLPTHAGPEIGVASTK.A
R.VPVDIDVASEFR.Y
R.GPDYPLALEGALK.L
R.EVTTSGVTAAAVEK.G
K.SPTEAVQAILPALR.G
R.TFESETDTEVVAHLVSEQVEAGK.S
K.YWFETFAR.V
K.VHPLIAPLVYAVPVQLLAYHVAVAK.G
K.HLVEAPAALNAALAHDEDIAAMAHLIAPAR.D
R.GAFALAIAFR.Q
R.DGAQIFDSENNPVEREVTTSGVTAAAVEK.G
K.LSAAEEREIVK.H
R.TFESETDTEVVAHLVSEQVEAGKSPTEAVQAILPALR.G
R.GYDSAGVCTVEGGQLIR.R
R.GRTFESETDTEVVAHLVSEQVEAGK.S
K.TVSNMQEVMAR.G
K.EIFEQPTVVAQTLSSYIR.P
R.PLEQTVALPQMDFDLSAIDR.I

YP_616414 Sala_1367 PilT protein-like protein 19.05% 2 R.IAWIEVLSK.G
R.LKSPDAIILATAQTR.G

YP_616417 Sala_1370 Nucleotidyl transferase 45.27% 13 R.LGASDAPAVVVLAFEPADPLQYGR.V
R.APETVWFSWDTQLGR.D
R.DVTIEPNVVFGPGVK.I
R.AFIGSNSALVAPVK.I
R.AELAAAEAQWQAFR.R
R.DLFALLAR.V
K.TDPADVGGINSR.A
K.EFYLVDIVNIANADGR.L
R.VTDDNAAKEFYLVDIVNIANADGR.L
K.VVVVGDKADQLEAALSGTAELAVQEPQLGTGHAVR.Q
K.VLHPIAGRPMLLHLMASVDELSPAK.K
K.MVEHKDATDAER.A
K.HQTQIGER.A

YP_616421 Sala_1374 transcriptional regulator, MarR family 35.81% 5 R.LSIASNALSSR.I
R.SHHLALTDTGR.S
R.LMAILGEGTPK.T
R.FGLKIPEWR.L
K.KLNLDNFLPYR.L

YP_616422 Sala_1375 TonB-dependent receptor 26.28% 12 R.LRDEAGIVQFR.R
R.SSAAPVLFQR.V
R.DFETGFASVAADR.S
R.VEYRPAVGGANPLR.L
R.RDDDFLWTLSGR.V
R.LTDAIANVTLAPNLNQR.Q
R.GENLFDELVPAAISAAGIVER.A
R.FANGISVEAR.G
R.SAGGSSDTVGAFAEWTSGR.R
R.EGNIGGAPISDAR.F
R.DPAGGAQWLALAYVQLR.D
R.ATWAYTDADVDASGAAAMLDGR.R

YP_616423 Sala_1376 maleylacetoacetate isomerase 37.14% 7 R.AVALAQAQVIASDIHPLNNLR.V
R.VEVSLIAGEQR.S
R.RFETPLDDYPR.L
R.DLGLNEQTKDR.W
R.HWIVQGFDALEAMAGDGR.F
R.DLGLNEQTK.D
K.GLDYERVEVSLIAGEQR.S

YP_616425 Sala_1378 hypothetical protein 31.00% 5 R.VFSNIVSDNSVPNFAPAGNIVASVPTGTGVLVMANR.N
K.LTDGLSLDVANVTLR.G
K.GTAPAPLPGITLPESMEAK.V
R.GASDAGIYVGQSK.N
R.GAGTGEGGSILDFSGQQGAGEGLLVTSDDVLLTNFAVLNTK.G

YP_616427 Sala_1380 Aspartate racemase 48.28% 9 K.VAEDVAAAISIPLIHIVDETGEK.M
R.HGLTLAPYDATR.A
R.ITTDEQWAHAK.E
K.IGLIGGMSWASTELYYR.H
R.ADEIDRIIYEELMLGK.V
K.EVLIGSAQR.L
R.NVMTEAWFR.Q
R.IHVAAGVDWVLGEGA.
K.IGLIGGMSWASTELYYR.H

YP_616428 Sala_1381 NAD(P) transhydrogenase, beta subunit 16.23% 5 R.SFISVIAGGFGADAAAGAGGAK.E
K.SSPIYGMPVLDVEK.A
K.YAIHPVAGR.M
K.LNGNMSGAPILLPAR.H
R.FGMAGMTIAVVTTLLMHVPR.L

YP_616430 Sala_1383 Nitrilase/cyanide hydratase and apolipoprotein N-acyltransferase 55.33% 10 K.AVTALVEAAAAR.G
R.TITVAALQLALPGPVEPNIK.A
K.SHIPDGPGYEEK.Y
K.YYFRPGNTGFK.I
R.KSHIPDGPGYEEK.Y
K.IWEVFDTR.I
R.AMALMGAELLFYPTAIGSEPYDADLDTSR.M
R.IGVGVCWDQWYPECAR.A
R.FYGHSFIADEWGDLTQAFGASETGALVETIDLDR.A
R.DGHHYYNTLAMIGPDGGIMGTYR.K

YP_616432 Sala_1385 Asp/Glu racemase 14.77% 3 R.LGLPTAVPGAGALLSGRY.
R.LGLPTAVPGAGALLSGR.Y
R.IGQIVPSSNVTMETEIPALLR.A

YP_616433 Sala_1386 5-oxopent-3-ene-1,2,5-tricarboxylate decarboxylase 48.34% 9 R.EAVESATPADLLGTSLPQGNVTLLAPIPRPR.K
R.GVAEADALNHVFGYTVINDVSAR.D
R.EAVESATPADLLGTSLPQGNVTLLAPIPR.P
R.FMLFNVPQLIADIAR.V
R.KNIFGIGLNYTEHVAESAR.A
R.ALDTAHELPQQPVIFSKPPTAVAAWNDPIR.H
K.VTQQLDWETELAVIIGSTAR.G
K.NIFGIGLNYTEHVAESAR.A
R.AGQWIVSK.G

YP_616434 Sala_1387 Cupin 2, conserved barrel 5.01% 2 R.VTDTPELEAFYEELAAR.N
R.SRVTDTPELEAFYEELAAR.N

YP_616437 Sala_1390 putative cyclase 18.66% 2 R.TYEQFPHEKWDSDFTAVAADVIER.F
R.LIGTDAASLDPEQSK.T

YP_616438 Sala_1391 tryptophan 2,3-dioxygenase 10.96% 3 K.VTALEYYFQEWR.F
R.GFAIPAGHLER.D
R.EGGDYAAGER.K

YP_616441 Sala_1394 diguanylate cyclase 21.76% 6 K.VNDTHGHDAGDR.V
R.HGGEEFVMLFR.G
R.LEANLDAFHANTK.Q
R.KTDEPFGQITFSGGVADVFGYGDAR.A
R.AQSPQGITQK.W
R.AFENLLDR.H

YP_616442 Sala_1395 glucose/galactose transporter 9.28% 4 K.HEASAGLAGLDLLK.R
K.LIGLYWGGAMVGR.F
R.LQGEKHEASAGLAGLDLLK.R
R.FIGSYLMR.F

YP_616443 Sala_1396 PRC-barrel 22.95% 2 R.LISSDKVEGTAVYNPR.K
R.DQVPEYTDSYGR.S

YP_616444 Sala_1397 SAM-dependent methyltransferase 9.92% 2 R.GLLLPTAIFAR.W
R.DNAALAGMADKPVR.W

YP_616445 Sala_1398 threonine synthase 72.26% 23 R.GGQIIDPHSAVGLAAAR.A
R.ALAGLDYVETAVR.I
R.LGGPDRPVAFSVPTGNFGDVFAGYVAAQMGLPIAR.L
R.LVVATNVNDILHR.A
R.LLFDLAGR.D
R.IMRPFVESVLTEDELR.A
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R.IDGDAMALALR.W
R.AATLAGLASDGGLYVPTKWPR.M
R.ALEIDAEIPVVTLATAHPAK.F
K.AFILAEAAR.G
R.GQVNLSAVNSINWAR.L
R.YTKLPGDYDVVK.A
R.AMTIPADMLAGAR.D
R.FSHDAVTPLVQLDHR.H
R.ALTSGDYSAGTVTPTATPSMDIQVSSNFER.L
R.LGNLFER.E
R.HWLLELFHGPTLAFK.D
R.EHIQIFMLHPEGR.V
R.DGAAIAGMMAEFEAKR.A
K.RLFGDEAAR.G
K.AFILAEAARG.
R.QMTTVLAPNVHNIAIDGSFDDAQAMVK.R
R.DGAAIAGMMAEFEAK.R

YP_616449 Sala_1402 cytochrome c oxidase assembly protein CtaG/Cox11 36.02% 4 R.YDAAAAAAEPEILSQTISVR.F
R.LPWTFYPEHPTDTVSIGAR.D
R.VTGFGGTTQR.Y
R.MPVLFFVDPAIVDDPDAR.D

YP_616451 Sala_1404 Cytochrome-c oxidase 10.61% 2 K.AADNPWGEGATTLEWTLSSPPPFHQFNELPR.I
R.LELAEPGVQYLGGWAEMLGGAGDEVAGK.H

YP_616452 Sala_1405 Cytochrome-c oxidase 34.40% 9 K.LIVTGADVIHSFAVPAFWTK.M
K.EQADAAGEPHQLAVDNR.M
K.VTGYQWYWGYAYPDQGIGEYVSK.M
R.ANETTFTANK.V
R.SKGGNPNGPVVETAAATTVSAPAAAPAAIPAAK.N
R.LLAAQYEPPKK.D
R.LLAAQYEPPK.K
K.GGNPNGPVVETAAATTVSAPAAAPAAIPAAK.N
K.MLTKEQADAAGEPHQLAVDNR.M

YP_616453 Sala_1406 orotate phosphoribosyltransferase 75.00% 10 R.AAGGEVVAEAALVDR.S
R.AADALLQGHFLLSSGR.H
K.VLMVEDVVTTGLSSR.E
.MTDDQILAEFR.A
R.SAGSNIDLGVPFYPLVAINFPTYAADELPPELAGTEAIKPGSR.S
R.HSEYYLQCAR.V
.MTDDQILAEFR.A
K.VLMVEDVVTTGLSSR.E
K.QAIDLVVSPAMGGVIIGHEMGR.A
K.PAIFVERPTGTFELR.R

YP_616454 Sala_1407 pyridoxal phosphate biosynthetic protein PdxJ 47.58% 10 R.TTEGGLDAAGQHNHLAPIVAR.L
R.VSLFIEPDAR.Q
R.LGVNIDHVATIR.N
R.LRAPVVEFHTGR.Y
R.IADAAALASK.N
R.HIRDDDLAR.I
R.AAAIVAAVGGDGITAHLR.E
R.RIADAAALASK.N
R.IQAATDLPLNLEMAATDEMVEIALR.H
R.IQAATDLPLNLEMAATDEMVEIALR.H

YP_616457 Sala_1410 Peptidase S26A, signal peptidase I 34.89% 5 R.AEIISFSTDGTAK.W
R.GADGKELLEIPIVR.E
R.LPERGDIVVLEHPLTR.V
R.ETLPGGASFDTIDMGPGYATDDYGPYVVPANHLFLMGDNR.D
K.GLGGAVPFDAIAGR.A

YP_616459 Sala_1412 peptidylprolyl isomerase, FKBP-type 43.72% 7 K.LADGTVFDANEQAPMQVAQVVPGFSEALTR.M
K.EGSGPSPTKADVVLVK.Y
R.AVGPIPANSTLHFTVTLLDFR.S
R.IGFEVVKEGSGPSPTK.A
K.ADVVLVK.Y
K.ADVVLVKYEGK.L

YP_616460 Sala_1413 amidohydrolase 67.14% 17 K.ITATGGVLSQQAR.G
R.GLEGHFTSAELQSIADTAHALGLK.V
K.YGLTPAEALASATSVAAR.L
K.GTYLVPTLMAFEGIR.E
R.IAPGMSADMIAVSGDPLSDVR.A
R.VITDATKPAQGPSTITITDDR.I
R.IDPPAGAEVVDLGDK.T
R.EAGSGQYSAYALR.R
K.ALGVPVAFGTDAGVFEHGR.N
R.NGQEFALLVK.Y
R.LLSMENEIGR.I
R.GTANGFIEGPR.I
K.GIYTPTVEDKVR.M
R.IVAAGPALSIIGGHGDVTGFR.E
R.ALESVDWVMVR.G
R.NEAVDPDEWGVVVGVK.N
K.VMAHAHGAGGIAASAAAGIDSIEHGTFADEAALK.V

YP_616461 Sala_1414 Helicase c2 8.00% 5 R.VDTLGGWLSLLGR.V
R.QTTIDEADVTAR.L
R.VGGPADPDFVDWLAVDR.Y
R.LADVASYDEAGDR.A
R.DGDMIGGDLPGWLPALFR.R

YP_616462 Sala_1415 putative phosphohistidine phosphatase, SixA 32.79% 7 R.IYLASAATLIDVIR.D
R.VTETLDIFQPAAGLDAIEPHWDRR.I
R.GAEIIGQWLK.R
R.VTETLDIFQPAAGLDAIEPHWDR.R
R.GAEIIGQWLKRQK.L
R.GAEIIGQWLKR.Q
K.SGWDVQVER.D

YP_616463 Sala_1416 transcriptional regulator, MerR family 48.46% 4 R.KGAGVPVEALVALR.E
R.YYRAEDVALAER.I
K.DGAAPTSVAIATPTIGNDPAR.K
R.IHHLLHVQGFTVEGAR.K

YP_616464 Sala_1417 integration host factor, alpha subunit 29.90% 3 K.ISGFGTFVLR.D
K.TGVEVPILPR.R
R.INQQIGLSR.N

YP_616465 Sala_1418 3-oxoacyl-(acyl-carrier-protein) synthase III 54.52% 11 R.HALVIGSETFSR.I
R.HIAEPDETTATLGADAAR.R
R.VDTSDEWIVER.T
R.HAVTNLAAVLGEVMR.D
R.RALEAAGLQPADIGLIIVATATPDNTFPASATK.V
R.ALEAAGLQPADIGLIIVATATPDNTFPASATK.V
R.VVLTVDQHANTSAASVPLALDLAVR.D
R.DVGLSADDIDWVVPHQANKR.I
R.VSNAELAER.V
R.TTCVLFGDGAGAVVLSAEDVADDRGVLATR.L
R.TRVSNAELAER.V

YP_616466 Sala_1419 fatty acid/phospholipid synthesis protein PlsX 36.05% 10 R.AASDIIHTDGVVSGEDKPSQALR.K
R.FILVGDEER.I
R.VALLNIGTEELK.G
K.AALDNHPNLR.A
K.IGFLISRPATELLR.H
R.VALLNIGTEELKGTDEIRDAAALLR.G
R.QVTEDLANFR.R
R.IAIDAMGGDVGVR.V
K.STSMGLAIDAVK.R
K.SHGSADAK.G

YP_616467 Sala_1420 ribosomal protein L32 33.90% 2 R.SHDSLKVEAFQECPNCGELK.R
K.VEAFQECPNCGELK.R

YP_616469 Sala_1422 beta-lactamase-like protein 30.32% 4 R.GNHQQLLDSITQK.L
K.AAFVDPGGDLPK.L
R.AAIVPVTAFQQNCTLLWCTETNK.A
R.ELGVPIEGPHEDDRFWIER.F

YP_616471 Sala_1424 aspartyl protease-like protein 37.50% 4 R.SSSAEQVSSAGEVR.L
R.SAGDDAENPATASSANDNWTTQR.G
R.SGDSHFYADTEVDGANVR.M
K.LDAVNVEGDTMTLR.

YP_616472 Sala_1425 hypothetical protein 25.46% 4 R.AIFGWSAPASLSAAER.A
R.WAPLLGGQWLAPADR.A
R.LAPLAIDSAWTPR.F
R.DAPAETTAQRD.

YP_616473 Sala_1426 glycine cleavage T protein (aminomethyl transferase) 37.34% 5 R.IVVLPLSEADDKR.Q
R.WLAPADGDEGADAAWR.A
R.QVIAYPDLGWSVEHR.R
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R.RVEAIDAVAAPQWMCEALR.V
R.GFLQGLVTNDVSGNLPVWAALLTPQGK.A

YP_616474 Sala_1427 dihydroorotase, homodimeric type 48.53% 11 R.ITAAVPADLDFTPLIVAYLTDATDADEIAR.G
R.FYGLPLNEGTVTLER.A
R.AIVMPNLSPPVTTAEEGR.A
R.DGAMLAHVAPYTAR.Q
K.LYPAHATTGSAHGVTDVANIMGVLER.M
R.IGDVVPFHAGETIGWR.L
R.DRITAAVPADLDFTPLIVAYLTDATDADEIAR.G
R.AEITVPDRIGDVVPFHAGETIGWR.L
R.RPDDWHVHLR.D
R.GHAEGVFTAAK.L
K.FFLGTDSAPHAVHMK.E

YP_616478 Sala_1431 Acetyltransferases including N-acetylases of ribosomal proteins-like protein 43.17% 7 R.LPAPFEDAPVEAWTQSAGAWR.V
R.LGATNSGPTR.L
R.GFSMFSVIER.A
R.LGPWEPDGWPAPEIGYGVR.A
R.RLGATNSGPTR.L
R.LGATNSGPTRLPAPFEDAPVEAWTQSAGAWR.V
R.ASGEWVGR.L

YP_616479 Sala_1432 hypothetical protein 29.45% 3 R.DAVIHMLNLVR.F
K.AAYPGDHPLAGQGLTGAEAYR.H
R.HYGADSGPVFR.R

YP_616480 Sala_1433 hypothetical protein 38.15% 7 R.SDLAPLDDELASGDPAIK.A
K.AATAAEAAAALR.A
R.NAAGPGNRPVDGGVPGLAASK.A
R.DGGMTDVDLVASGGK.
K.LTYGNGWADR.L
R.EAAGVDGGK.C
K.GDLAYVLMLR.R

YP_616481 Sala_1434 CsbD-like protein 53.33% 4 K.GLANEAAGNVK.Q
K.AKGLANEAAGNVK.Q
K.VQGALGDKV.
K.GKVQGALGDK.V

- Sala_1436 thiamine biosynthesis protein 28.16% 8 K.YKDFEQNAAAVAASGAEIVTVAVR.R
R.YADPSSPLAGLI.
R.RYADPSSPLAGLI.
R.ETLDATEVLAK.E
K.QLEDAGAVAIMPLGAPIGSGLGIQNR.V
R.EAGGWDLVKLEVLGEAK.T
R.DAYLAGR.M
K.QLEDAGAVAIMPLGAPIGSGLGIQNR.V

YP_616483 Sala_1437 3-dehydroquinate dehydratase 32.88% 3 R.QTNHEGVLIDWLHEAYVSGAK.A
R.LEAQAADLGLR.V
R.SIKVPVIEVHLSDPAK.R

YP_616484 Sala_1438 acetyl-CoA carboxylase, biotin carboxyl carrier protein 69.81% 5 K.AVHVENSQPVEFDQPLFTIG.
R.NLTAAAAPVAYAPPPAAAAPAAAVPATAPAAAPAVDSFADAVK.S
R.ALAELLDDTQLSEIEVEDGDR.K
R.ALAELLDDTQLSEIEVEDGDRK.V
K.SPMVGTVYLAPEPGAPNFATIGSEVK.A

YP_616485 Sala_1439 acetyl-CoA carboxylase, biotin carboxylase 65.42% 21 R.IQVEHPVTEMITGFDLVR.E
K.TNIPLHQALLADPDVINGDYTIK.W
K.VLEEAPSPIISAEER.A
K.VVPDEDSLESLMGQASSEAAAAFGDPTVYMEK.Y
R.VDSGLYAGYSIPPYYDSMIGK.L
R.TVAVHSTADTDAMHVR.L
R.IAGGAGLSVK.Q
K.DSYLNIPAIISAAEITGADAIHPGYGFLSENER.F
R.HIEFQVFGDGK.G
R.ALEEMVIAGVK.T
K.GNAIHLGER.D
R.RALEEMVIAGVK.T
K.WLEEWLAK.Q
R.IAGGAGLSVKQEELEFR.G
R.FAEIIEAHDMIFVGPKPEHIR.T
R.TAVALGLPVVPGSPGAVTFGEETK.K
R.LADEAVCIGPPAAK.D
K.WLEEWLAKQDAEESAA.
K.VTAYHPAGGMHVR.V
K.RTAVALGLPVVPGSPGAVTFGEETKK.L
K.RTAVALGLPVVPGSPGAVTFGEETK.K

YP_616486 Sala_1440 hypothetical protein 54.03% 17 K.LDTLATDTFLLLATHLR.D
R.SIINEGIGATIAR.N
R.DYNPDALAAAILANDQAK.L
R.YVVSNVPEYLTR.V
R.SPEEFGEAIASGK.T
R.VVHGGTVIATHK.A
R.FGFDQPFPVYVAYWTVVPDGK.G
R.DAPVVASFAR.P
K.VGDEGLFAR.D
K.TAADAQAIR.V
R.AQGYTWTGSGK.T
K.STPTPQLNPMATGIIVNPNWTLPR.S
K.TLSVVQKPGPNNALGVMK.M
R.ALHFSGLMAVMFAGR.S
R.AKTAADAQAIR.V
K.STPTPQLNPMATGIIVNPNWTLPR.S
K.MEMLNEHAIYLHDTPSK.N

YP_616487 Sala_1441 ribosomal protein L1 78.02% 29 R.QNFDAFVDAIVK.A
K.VGIIHAGLGK.L
K.LRQNFDAFVDAIVK.A
K.VGAEDLMEDMLAGNLDYGR.V
R.GVVTLPAGTGK.D
K.ALAAGADKVGAEDLMEDMLAGNLDYGR.V
R.VIATPDMMGIVGR.L
K.LGTVTPNVAEAVK.A
K.LHGVDEAIK.L
K.VALSSSMGPGVK.V
R.KVALSSSMGPGVK.V
R.GVVTLPAGTGKDVK.V
K.VDAQKLHGVDEAIK.L
K.VALSSSMGPGVKVDTAELTGA.
K.GGQIEFRVEK.V
K.FDETLEIAMNLGVDPR.H
K.ALEGKVDAQK.L
K.GGQIEFR.V
R.VIATPDMMGIVGR.L
R.VIATPDMMGIVGR.L
R.KVALSSSMGPGVK.V
R.ELATAKFDETLEIAMNLGVDPR.H
K.VGAEDLMEDMLAGNLDYGR.V
K.VALSSSMGPGVKVDTAELTGA.
K.VALSSSMGPGVK.V
K.FDETLEIAMNLGVDPR.H
K.ALAAGADKVGAEDLMEDMLAGNLDYGR.V
K.ALAAGADK.V
K.ALAAGADKVGAEDLMEDMLAGNLDYGR.V

YP_616488 Sala_1442 ribosomal protein L11 58.74% 9 K.LQVPAGTANPSPPLGPALGQR.G
R.SKLAEIAEIK.M
K.GTPTPTIITVYADK.S
K.DLNANDIEQATK.I
K.LAEIAEIK.M
K.MKDLNANDIEQATK.I
K.GTPTPTIITVYADKSFSFVTK.T
K.TPPATYLIKK.A
K.SGSKEPGK.I

YP_616489 Sala_1443 Palmitoyl-CoA hydrolase 34.28% 8 R.IFGGQVIAQALVAAAR.T
R.LFDLEPVAGLEDEFTFPAFAKPTR.Q
R.QDGTLIASAMQEGLLR.I
R.LAAPIGDDPLLHR.A
R.SSRPPSTEAATAHYQWYR.L
R.LFDLEPVAGLEDEFTFPAFAK.P
R.GGDEAKPLHFR.V
K.AAHSLHAYFLR.G

YP_616490 Sala_1444 NusG antitermination factor 89.33% 19 K.VTGFLGSSGKPQAISEAEAAR.I
R.ATPVELDFEQVER.M
K.VLEGPFASFNGVVEELDFDKAR.V



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

K.TEIRVDYEIGDQVK.V
R.VDYEIGDQVK.V
R.MGLTDFVEAVEVPVETVTEVKR.G
R.WYIIHAYSGFENK.V
K.VRDSVLAEAER.M
R.DSVLAEAER.M
K.LTMTDDVYHLVK.N
R.MGLTDFVEAVEVPVETVTEVK.R
K.VLEGPFASFNGVVEELDFDK.A
R.KFFPGYVLAK.L
K.PQAISEAEAAR.I
R.ILNSKEEAAAR.P
K.VSVSIFGR.A
R.MGLTDFVEAVEVPVETVTEVKR.G
R.ILNSKEEAAARPK.T
R.MGLTDFVEAVEVPVETVTEVK.R

YP_616491 Sala_1445 SecE subunit of protein translocation complex 18.25% 3 K.IGEFVNQVK.T
K.VKIGEFVNQVK.T
K.TEAGKIVWPTGR.E

YP_616493 Sala_1447 transcriptional regulator, TetR family 36.45% 6 R.SGGSLATLYDLFGNK.Q
R.WAAAGEADIDDPQAAAK.L
R.YNAILDAAEALFLEHGYER.T
R.RYNAILDAAEALFLEHGYER.T
R.DIHLPAIAELTELFTR.W
R.DRDFAAGIYR.D

YP_616494 Sala_1448 secretion protein HlyD 50.27% 16 R.RAEVTEGALVSAAQGTLLTTIEQIDR.V
R.TAEADVQAAQANLDSAR.L
R.VYVNFGQSSSDLLATR.R
R.ARPVPNVIELPGR.V
R.AEFPNPNAALLPGQFVR.A
R.AEVTEGALVSAAQGTLLTTIEQIDR.V
R.YQPLLADQAIGR.Q
R.RLFDEGSFVR.A
R.LNLGYATVTAPISGR.A
R.QEYDAAVAAQR.T
R.LFDEGSFVR.A
K.LTADAASVMVLDTK.N
R.YQPLLADQAIGRQEYDAAVAAQR.T
R.ADGMLIPQR.A
R.ARVDGIVER.R
K.LGAMVAGQWAVLDGLRPGDR.V

YP_616495 Sala_1449 Hydrophobe/amphiphile efflux-1 HAE1 23.24% 15 K.LASYGLSAAEALAAVQEQNSQTPGGQLGDQPIAK.G
R.ANPDGSAVTLADVGR.V
R.TGEGDSADAIAGR.A
K.LLANVRPEGQEDAPVLK.L
K.AEWSAEPPQLQR.Y
R.VLLQADAANR.M
K.GAQINAVITTQGR.F
R.TGPVGVFFDR.F
R.FTKPEQFESIILR.A
R.TTDRYQGGVGK.M
R.GLPVEQYPSVAPPSLTIGVTYPGADAR.T
R.LAEQLPPGFAYEWTGISYEEK.Q
K.SGNTDPMEVNNFANTR.V
K.LDIDRIQAR.A
K.EAFAFSLSPPSIPELGTSSGFTFK.L

YP_616496 Sala_1450 RND efflux system, outer membrane lipoprotein, NodT 38.64% 16 R.TRGPSVTGVGTDTTSR.Y
R.YLAEQVEAQER.G
R.SQYLATEAAER.T
R.NLFAAEQTLIELR.R
R.QSETLLTQAETQLASLK.L
R.GPSVTGVGTDTTSR.Y
R.DVASTYFASR.G
R.EDIAVAAYER.T
R.YSVGVGVTSFELDFWGR.V
R.YREGVSTYLEVLDAER.N
R.LEMLIAQAIAHNR.D
R.IQAADRLPTVGASADAAR.T
R.DLAVAVAQIEEAR.G
R.RYLAEQVEAQER.G
R.GAEEQIQLAEATVASR.K
R.EGVSTYLEVLDAER.N

YP_616497 Sala_1451 DNA alkylation repair enzyme-like protein 28.26% 6 K.NLLGPQAVATIADAGTAATPHFDRPTFVR.A
R.FGSAEFAIRPFLTADPDR.A
R.HIADALHGALPGDYGATLDALR.A
R.AASEGLDALSIMER.V
K.KGDPAALALIGVGHGAAVTLR.R
K.GDPAALALIGVGHGAAVTLR.R

YP_616499 Sala_1453 Penicillin-binding protein 1A 6.01% 2 R.NTLPTGTYFADWALPEAR.K
K.LVLKAMVATGRLTERQARAIRTPR.I

YP_616500 Sala_1454 hypothetical protein 23.60% 5 R.AANPAVTGILPVGQAWNR.A
R.AGSVTDLNNAGYGGVPALFK.L
K.GADELGLSNAQATALQR.V
R.TILFIGNSFTQGAHSAAR.N
K.GADELGLSNAQATALQRVAR.D

YP_616501 Sala_1455 TonB-dependent receptor, plug 59.23% 37 R.IAAHAANQDIGSTPR.Q
R.DVTGDPVSTGDAYLASVR.Q
K.VALSWFPVEAFNLR.A
K.STPDAINPFGGPNANTQEQWDR.V
R.YDFGANQPNNSLNEGVNIANDPVTAK.G
R.APVTAADQAAFDAYNAANPDAPR.Q
R.AFLGDSPFATETTDFR.N
R.DILLVNWRPTDLGPR.F
R.DGASALYGSDATAGVVNTILDADFSR.N
R.LPGLNTSDVPAEGR.D
R.NTSTSSPFGQFQVGSVNADGVFVGR.R
R.GLGTGNTLILLNGR.R
R.FIDTQTETYR.L
R.AAYSQGFR.V
R.NGLFSSELGPQFNSVDKR.A
R.FGVEATYLNK.L
R.QIVNVNAFPATGIDR.V
R.AAQPVDSGLAFLIVPASNYWNPFGAVGSPNR.L
R.VPNLVQLNR.G
R.LGVNNVFDSAPPLVDESLGYYPEYHSVKPR.E
R.NDLLAALAQNPAFAGDFAELQVDR.V
R.ISNTNVGTTELMTADFR.V
R.LDGTIIFDESNVSGVSDVVGVSPTR.D
K.TLLVAELAK.S
R.LNLGTEDYYR.R
R.GQFGSWDWEGAVAMSGNR.T
R.GEGTFINDLTLQLAVR.G
R.FAINVDYWR.F
R.DVFSAFGEALIPLHR.G
R.VNLHGEYR.F
R.TEDTESNR.L
R.QSNPDLKNEDTETFVVGATLDLTK.A
R.QQGSSNPNVVR.A
R.QGTTALTSSSGVFHIQPCDFPGTR.A
R.GTATFGWR.L
R.FEQTGVIGAFGDQEALALDFLLR.Q
K.AFESNIFR.R

YP_616503 Sala_1457 periplasmic sensor signal transduction histidine kinase 6.15% 2 R.AGAQTAVEAQQNAR.A
R.ATAPLGPVALQSAIDGTLLLIGDR.L

YP_616509 Sala_1463 TonB-dependent receptor, plug 17.27% 6 K.GFRPGGPNVLAPGAPPEIATYGSDSLISYELGLK.A
R.LSQSQFVPEFTDVR.Y
R.ERGLIDQDFNAVEPGTLTPIAGLPLLGVATINSR.Y
R.DFGGFIDSIGTGGADIESDINSSK.S
K.TSLEAPANIPFGAAGTGVIR.P
K.LVPGLQLNQATPGFGR.L

YP_616512 Sala_1466 transcriptional regulator, XRE family 13.11% 2 R.HQGEEFIYVLEGR.I
R.MSDLFAEDEEDAPR.V

YP_616513 Sala_1467 N-acyl-D-amino-acid deacylase 53.63% 22 R.LTTLPATNLGLPDR.G
R.VHELGEGDVDPTPDQLDR.M
R.YVRDEELIPLEQAVYR.L
R.IVAVGTVGGDAK.S
R.GALKPGYYADVVVFDPATVADR.S
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R.GMAVAPGFINMLSWATESLIADPK.S
R.GISTNVASFVGAATVR.V
R.QIQLPWMSFGSDAASQATEGIFLK.S
K.DGEHSGATPGR.A
K.APIVGDVAIKGDR.I
R.SNWDKLDTIVK.K
R.SGAPAEIYHLK.M
R.SEGDRIEEAVDELIEISR.R
R.DWENLYYGAGADK.M
R.DVFVNGTQVLK.D
K.YAIEWTNLGDYLGWLEKR.G
K.YAIEWTNLGDYLGWLEK.R
K.NDALKPLTGK.T
R.RSGAPAEIYHLK.M
R.MRALVR.Q
R.ITTDMYTYTAGATGLDAAMPTWVQAGGLEQWIER.L
R.DEELIPLEQAVYR.L

YP_616514 Sala_1468 phosphoserine phosphatase SerB 29.93% 6 K.VVANELEVAGGK.L
R.HHDLTALLWAQGYPR.R
.MFVATLIAAGK.L
R.VLEPIVDSR.A
R.LDATGHDVGAPHWLDVGDAADIVFHGSLVSAR.S
R.AMNGELDFR.A

YP_616516 Sala_1470 acetolactate synthase, large subunit, biosynthetic type 45.78% 24 K.IVPVDLAIVGDAGR.A
R.ALAALIAAWQDR.G
R.YSNSYSDSLPDFVK.L
R.HEQAATHAAEGYAR.S
R.QLVGLTGAPITSTLMGLGAFPADDPK.W
R.IDTLGELEGGIAR.M
K.LAEAYGWTGLR.I
R.ADLIVAVGAR.F
R.WLTSGGLGTMGYGFPAAVGAQIAHPNR.L
K.IFILNNEWMGMVR.Q
R.PGPVVIDIPK.N
K.HNYLVMDPDR.L
R.GRDPIITTEVGQHQMWAAQHFGFSAPNR.W
R.QWQELTYESR.Y
R.DLGEWWR.R
R.MIETPGPVIVDCR.V
R.MIETPGPVIVDCR.V
R.LGPVMHEAFHIATHGRPGPVVIDIPK.N
R.LDAFSPDSKK.I
R.WLTSGGLGTMGYGFPAAVGAQIAHPNR.L
R.LGPVMHEAFHIATHGR.P
K.KIHIDIDR.S
K.IFILNNEWMGMVR.Q
K.HNYLVMDPDR.L

YP_616517 Sala_1471 acetolactate synthase, small subunit 72.67% 11 R.GYNIESLTVADISSDHALSR.I
K.VVDTTLTSFIFEITGTSDKVDR.F
R.ITIVTNGPPPIIDQIIAQLDR.L
K.VVDLTDAGETHVER.E
R.HVLAITVDNEAGVLAK.I
K.VVDTTLTSFIFEITGTSDK.V
R.TGVVAIAR.G
K.ITGLFTAR.G
R.AKVVDTTLTSFIFEITGTSDKVDR.F
K.VVDLTDAGETHVEREIALVK.V
K.IKTEAGER.H

YP_616518 Sala_1472 ketol-acid reductoisomerase 79.19% 35 R.YSISNTAEYGDIK.T
R.VLADIQSGR.F
K.EVAIALRPGSPTAK.K
R.FVKDFVLDNQAGQPELK.A
K.DFVLDNQAGQPELK.A
K.ALALSYASAVGGGR.S
K.AAAAHPIEQTGEK.L
K.LIVDLLYEGGIANMR.Y
R.KAAAAHPIEQTGEK.L
.MQVYYDRDADQDLIK.G
K.EAAAWADVIMIAAPDEHQAK.I
K.VAVVGYGSQGHAHAQNMR.D
K.KAEAAGFK.V
K.AAAAHPIEQTGEKLR.A
K.RVLADIQSGR.F
R.IITEETKK.E
R.YSISNTAEYGDIKTGPR.I
R.DADQDLIK.G
R.SGIIETTFK.E
R.PDIDVFMVAPK.G
K.IYAEDIGPNMK.P
R.DSGVKEVAIALRPGSPTAK.K
.MQVYYDRDADQDLIK.G
K.VMSNKEAAAWADVIMIAAPDEHQAK.I
K.VAVVGYGSQGHAHAQNMR.D
K.NKLVDK.A
K.LIVDLLYEGGIANMR.Y
K.GGGVPCLIAVAQEAQGSAAAGNGYAK.A
R.KAAAAHPIEQTGEKLR.A
.MQVYYDR.D
K.PGAALAFAHGLNIHFGLIEARPDIDVFMVAPK.G
K.KVAVVGYGSQGHAHAQNMR.D
K.GPGHTVR.S
K.GGGVPCLIAVAQEAQGSAAAGNGYAKALALSYASAVGGGR.S
K.EAAAWADVIMIAAPDEHQAK.I

YP_616519 Sala_1473 8-amino-7-oxononanoate synthase 64.12% 16 R.LVPLGIPASGTQILPVIIGDNDR.A
R.DFASNDYLGLADSDVLR.A
R.AGHVAAAHNDAQAFEDIIVR.W
R.GNHAEHEALEVHAAR.H
R.QAIEIVANEPER.Q
K.DLAALATQSR.R
R.AALTAGIER.G
R.LQAAGFDIR.G
R.GIRPPTVAEGTAR.L
R.KDLAALATQSR.R
K.ALGAEGALLCAPAIVR.D
R.PFIFSTAPSPLMAWLVR.Q
R.HDAIFIVDEAHATGVFGPGGAGLSHGLTR.R
R.GDLVVHDELIHASAHDGMR.L
R.DNLVTLHTCGK.A
R.AGGGAGTPWIAVESLYSMDGDR.A

YP_616520 Sala_1474 dethiobiotin synthase 82.67% 12 R.LTPPPGELIVEGAGGALVPVTR.R
R.TSLGTINHSLLTIEALK.R
R.ATGTPYWKPVQSGLEEETDSEIVAR.L
R.LPVVAPLTSENLAAAFGANFDIADFR.
R.TLYAELFAR.W
R.LVTPASPHIAAEIDGVAIDIER.L
R.DVPIHGVVFIGDAVEDSEAIIADVSGVR.R
R.FVVTGTDTGIGK.T
R.DVPIHGVVFIGDAVEDSEAIIADVSGVRR.L
R.RTLYAELFAR.W
R.LGRLPVVAPLTSENLAAAFGANFDIADFR.
R.TSLGTINHSLLTIEALKR.R

YP_616521 Sala_1475 adenosylmethionine-8-amino-7-oxononanoate aminotransferase 26.32% 7 K.LDQIIFAGWTHEPAETLAAALVR.I
R.IDALAGAQAAHLALLSR.H
K.NPSPVWHPFTQHGLGEPIPLISHASGAR.L
K.MALGYWFNIGEAR.S
R.AQTEKLDQIIFAGWTHEPAETLAAALVR.I
R.RIGTIAALDVTTPDSGYLSNLAPR.L
R.IGTIAALDVTTPDSGYLSNLAPR.L

YP_616522 Sala_1476 PpiC-type peptidyl-prolyl cis-trans isomerase 46.64% 16 K.GQDEFHLGEIYLSATPDNIAAVTENAR.K
R.FKQTPEQFAAYLASK.G
K.QISLDFPAGTTEAQASQLASR.F
R.NIQSTTNVSTEEVDLIVK.Q
R.IANNNVELPPEEEQR.L
R.QFSEASTAVVGGDLGWVK.G
R.NQVFSNLIDEKLQIQEAR.A
R.DMPETATAPNLEQIEQK.L
R.NQVFSNLIDEK.L
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R.AADITIDENVVNEQFAR.L
K.IIQALQAGGSFAAYAR.Q
K.QTPEQFAAYLASK.G
R.TIAGCGAADAVAEQLGASVVSR.D
R.KIIQALQAGGSFAAYAR.Q
R.IANNNVELPPEEEQRLR.N
K.GQDEFHLGEIYLSATPDNIAAVTENARK.I

YP_616523 Sala_1477 4-hydroxythreonine-4-phosphate dehydrogenase 55.46% 10 R.NQASAALVTGSVSK.H
R.EQGLTVDGPVAADALFAPGIR.D
R.TSPDHGTAFNIAGTGR.A
R.IALAGLNPHAGESGQLGDEELR.V
K.HALHGIGYTHPGQTEFIAER.C
R.VVPLTVHIPLSEVPER.L
R.HEHDLPPFVAIGDIAAVEAVWDGPIAR.V
R.DRYDALLCAYHDQALAPFK.A
R.ADPGPTIAAIAMAAR.M
K.ALHFHDGVNLTLGLPIVR.T

YP_616526 Sala_1480 cold-shock DNA-binding domain protein 13.33% 2 R.VSYELETGKNGK.V
R.VSYELETGK.N

YP_616531 Sala_1485 DNA-directed RNA polymerase, subunit beta-prime 74.35% 115 R.LGIQAFEPVLIEGK.A
R.ITLLDDASGEAAR.Y
R.AIIQGGSTIASLGER.I
K.IAIVPEEGDPIEYLIPK.S
K.EIGDVIDQVYR.H
R.FATSDLNDLYR.R
K.TLTEQVDEATGIAQR.V
R.VANQEHLIAPR.T
R.TTLEDVVDKDGNVIAPVGTLLDEATTQR.I
R.TAAEEHAAELAQGPEAAIGDDPLGK.V
R.SFVSAASFQETTR.V
K.EVWDILDEVIR.E
R.VAELFEAR.I
R.VPQTDEKGNEYLK.R
R.SLVKDFEQQYQDGLITQQEK.Y
R.SGEIAIIDSEGRER.A
R.IEEAEVQSVK.I
K.VDSLQGLKENVIVGR.L
K.PSGEIIETPIISNFK.E
K.EGLTVLEYFNSTHGAR.K
K.DFEQQYQDGLITQQEK.Y
R.SVIVTGPELK.L
K.SHTVPFDVVNR.L
R.KGLADTALK.T
R.IAEWDPFTMPLITEK.Q
R.VLTEASVQGK.V
R.SGEIAIIDSEGR.E
K.RVDYSGR.S
R.KIAIVPEEGDPIEYLIPK.S
R.GTPVNIGEAVGVIAAQSIGEPGTQLTMR.T
K.MALELFKPFIYAR.L
R.TFHIGGAAQVNEQSNVEAISDGTIEYR.D
K.YQDLIDGK.T
K.INDKHIEVIVR.Q
R.TLLENLDLEQER.T
K.TANSGYLTR.R
R.TLLENLDLEQERTDLMEELATTK.S
R.KEVWDILDEVIR.E
R.GLMAKPSGEIIETPIISNFK.E
R.IGLLLDMQLK.Q
R.DMATIVDQR.G
K.KEIGDVIDQVYR.H
K.AGISFGKDDMIIPASK.E
R.MLQEAVDALFDNGR.R
R.MGHIELAAPVAHIWFLK.S
K.ETVLFADAIMALGFR.H
R.FRQNLLGK.R
K.YQDLIDGKTLTEQVDEATGIAQR.V
K.VQGEDFTTDDVMVEERPEGASEE.
K.VLEVQEGDMVK.R
R.VANQEHLIAPRTAAEEHAAELAQGPEAAIGDDPLGK.V
R.MLQEAVDALFDNGRR.G
R.DITGGLPR.V
R.IEFVKDYK.A
K.RFETTPGR.M
K.PAEGRPVLLGITK.A
K.LPYGAQIMHK.D
K.KPETINYR.T
K.EVWDILDEVIREHPVLLNR.A
K.VDSLQGLK.E
K.EQLVDETR.S
R.TDLMEELATTK.S
R.LIPAGTGAAMNR.V
K.VEITDGGDTTLLPGEQLDYLEMMEYNAK.L
K.VANAMMDEIR.A
K.PSGEIIETPIISNFKEGLTVLEYFNSTHGAR.K
K.FQLLTEDELLDAQDEYGEDAFSAGIGAEAIR.T
R.VTASSKDAALR.A
R.VLMMSTNNILSPANGK.P
K.PIIVPSQDMVLGLYYLSLER.E
K.ENVIVGR.L
K.DNSVIAK.I
R.VRVTASSK.D
R.TLLENLDLEQERTDLMEELATTK.S
R.TDLMEELATTK.S
R.SPLVCEATLGVCGK.C
R.SLVKDFEQQYQDGLITQQEKYNK.A
R.SKKEDLQPR.I
R.RLALSR.S
R.MLQEAVDALFDNGRR.G
R.MLQEAVDALFDNGR.R
R.MLIGECLPK.S
R.MGHIELAAPVAHIWFLK.S
R.LVDVSQDCVVIEEDCGTTR.G
R.IGLLLDMQLK.Q
R.IFGPIKDYECLCGK.Y
R.IAEWDPFTMPLITEK.Q
R.GTPVNIGEAVGVIAAQSIGEPGTQLTMR.T
R.GLMAKPSGEIIETPIISNFK.E
R.EHPVLLNR.A
R.EGEPGEGMLLADMAEVHQALHIGAVTLHSK.I
R.DMATIVDQR.G
K.VQGEDFTTDDVMVEERPEGASEE.
K.VLEVQEGDMVK.R
K.NGKPAEGRPVLLGITK.A
K.MALELFKPFIYAR.L
K.LPYGAQIMHK.D
K.IGIASPER.I
K.ETVLFADAIMALGFR.H
K.CGVEVTVTK.V
K.AIDAWSQCGDK.V
R.VVIEYR.A
R.VSREASK.T
R.VINRNNR.L
R.TITGANK.R
R.SWSFGEIKKPETINYR.T
R.RLVDVSQDCVVIEEDCGTTR.G
R.IPKDNSVIAK.I
R.FETTPGR.M
K.SKVLEVQEGDMVK.R
K.IRSPLVCEATLGVCGK.C
K.IAIVPEEGDPIEYLIPKSK.V
K.HIEVIVR.Q
K.EIGDVIDQVYRHTGQK.E
K.AGISFGKDDMIIPASK.E

YP_616532 Sala_1486 DNA-directed RNA polymerase, beta subunit 85.27% 142 R.VSALGPGGLTR.E
R.SIGPYSLVTQQPLGGK.A
R.DAEGIIELASNLK.V
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R.ATFSSLKDLLVGQATSAVPK.G
R.AGDIIADGPSTELGELALGK.N
K.QLVSVAASLIPFLENDDANR.A
K.DGLDTLLIPTEEIFGR.Y
R.SVGELLENQYR.V
R.SRDAEGIIELASNLK.V
R.RGGVIDQVDATR.I
R.LGLDAEDTVTTLR.S
R.SDPSIGYVSGLEK.T
R.ILPVEDMPFLEDGTPVDIVLNPLGVPSR.M
R.GSKPAFDVVDAK.T
K.TGEVVFAAGHK.I
R.LKQDADDER.A
K.VGVPFATPVFDGAK.E
K.LAVVDDKAQTALEAIK.A
K.HTVAQANADLNPDGSFIDELISAR.E
R.HGIDKDER.A
R.DSGAAIAAR.R
R.ETAEALFAGLFFDPERYDLSAVGR.V
R.DFAGTAELDFVHYELEAPK.Y
K.GDDTFEAGIPESFNVLVK.E
R.SEDILAVVK.E
R.NLDEAGIVYIGAEVGPGDILAGK.I
R.LPPGVSGTVVEVR.V
R.GDELAPGVLK.M
R.ETAEALFAGLFFDPER.Y
R.EFFGSSQLSQFMDQTNPLSEVTHK.R
K.LVLLDIDHNNTGPWIR.N
K.DLLVGQATSAVPK.G
R.SPGVLFDHDR.G
R.MNVGQILETHLGWASR.G
R.EKLEHVYGAEYVEDIR.S
K.SVGQALEATATKR.I
K.SVGQALEATATK.R
K.LQRGDELAPGVLK.M
K.LEHVYGAEYVEDIR.S
K.EADVSNMLTLAGLDESGQSDLYDGR.T
K.AEDRDQALSDIYR.V
R.DTSLRLPPGVSGTVVEVR.V
R.AEAPVVGTGMEETVAR.D
K.KGDIVTEEMLVGLDR.A
R.LGLDAEDTVTTLRSEDILAVVK.E
R.AIAIEREEIER.L
K.YGFIETPYR.R
R.LIVFEVDSETDTR.S
R.GSWLDFEFDAK.D
K.LDAAGIDKLVLLDIDHNNTGPWIR.N
K.AQYDDAIKR.I
R.IVKDDVFTSIHIEEFEVTAR.D
R.GGVIDQVDATR.I
R.EQITLMDVSPK.Q
K.LHHLVDDKIHAR.S
K.DGKGEIDDIDNLGNR.R
R.TGDKFDR.K
R.YSAYDLINESTGEIYIEAGDEVSAENLEK.L
K.VYEAIVKGDDTFEAGIPESFNVLVK.E
R.SPGVLFDHDRGK.T
R.DANPDATGGEMPEAVR.E
K.VTNEVVYLSAMEESK.H
K.AAKDGLDTLLIPTEEIFGR.Y
R.YDLSAVGR.V
K.VPFMVENWR.G
K.LFGNIHEAVEMPNLIEVQR.E
R.SVFPIRDFAGTAELDFVHYELEAPK.Y
R.MSSVDVSTVMPNDLINAKPAVAAVR.E
R.EFFGSSQLSQFMDQTNPLSEVTHKR.R
K.VTVGYIYMLK.L
K.GDIVTEEMLVGLDR.A
R.RVSALGPGGLTR.E
R.GLGQQVTR.A
R.EAGEFLMAPR.E
R.DQALSDIYR.V
R.ATDMVEPGK.S
R.DIPNVGEEALR.N
R.KLFGNIHEAVEMPNLIEVQR.E
K.LHHLVDDK.I
R.TKVYEAIVK.G
K.LDAAGIDK.L
K.GEIDDIDNLGNR.R
K.DIVNVR.I
R.KVTVGYIYMLK.L
R.KLQPGDK.M
K.YEDRVEK.L
K.SGVDIYR.L
K.PAFDVVDAK.T
R.YSAYDLINESTGEIYIEAGDEVSAENLEKLDAAGIDK.L
R.TKVYEAIVKGDDTFEAGIPESFNVLVK.E
R.SVLDIKEQDVYMGDMPLMTENGTFFVNGTER.V
R.SNQNTCINQRPLVK.V
R.SNQNTCINQR.P
R.MNVGQILETHLGWASR.G
R.KLFGNIHEAVEMPNLIEVQR.E
R.ILPVEDMPFLEDGTPVDIVLNPLGVPSR.M
R.ICPIETPEGPNIGLINSLATFAR.V
R.HGNKGVISR.I
R.GITYAAPMK.V
R.EFFGSSQLSQFMDQTNPLSEVTHK.R
R.DVHPTHYGR.I
R.DANPDATGGEMPEAVR.E
R.ATDMVEPGKSGVDIYR.L
R.ALEEWRDANPDATGGEMPEAVR.E
R.ALEEWRDANPDATGGEMPEAVR.E
R.AEAPVVGTGMEETVAR.D
K.YGFIETPYRR.V
K.VTVGYIYMLK.L
K.VTNEVVYLSAMEESK.H
K.LPVTSLLYALGMTGEEILNHFYDR.L
K.LFGNIHEAVEMPNLIEVQR.E
K.ELVNLKDGKGEIDDIDNLGNRR.V
K.ELVNLKDGKGEIDDIDNLGNR.R
K.ELVNLKDGK.G
K.EADVSNMLTLAGLDESGQSDLYDGR.T
K.ADKAEDRDQALSDIYR.V
R.SIGPYSLVTQQPLGGKAQFGGQR.F
R.MSSVDVSTVMPNDLINAKPAVAAVR.E
R.MSSVDVSTVMPNDLINAK.P
R.LQKFQR.S
R.LGPEDITRDIPNVGEEALR.N
R.LGPEDITR.D
R.LANKAAK.D
R.KVTVGYIYMLK.L
R.KLPVTSLLYALGMTGEEILNHFYDR.L
R.GSWLDFEFDAKDIVNVR.I
R.FGEMEVWALQAYGAAYTLQEMLTVK.S
R.ESYEQFLR.S
R.EFFGSSQLSQFMDQTNPLSEVTHKR.R
R.EAGEFLMAPR.E
R.DIPNVGEEALRNLDEAGIVYIGAEVGPGDILAGK.I
R.AENGWKVPFMVENWR.G
K.VYEAIVK.G
K.SDDVIGR.T
K.NVLVAFMPWNGYNYEDSILISER.I
K.LPVTSLLYALGMTGEEILNHFYDR.L
K.LAVVDDKAQTALEAIKAQYDDAIKR.I
K.KGDIVTEEMLVGLDR.A
K.EQDVYMGDMPLMTENGTFFVNGTER.V
K.ELVNLK.D
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K.DGKGEIDDIDNLGNRR.V
K.ASDVRDTSLR.L

YP_616535 Sala_1489 hypothetical protein 16.11% 2 R.ELIGDIEQDSALLASEDNDFLIR.M
K.ANPDVGEIWLR.S

YP_616536 Sala_1490 hypothetical protein 25.95% 2 R.NILGNVISDAVGDAASK.A
R.GEEVGATANWTSETRPNVSGSSTVASINDER.G

YP_616537 Sala_1491 transcriptional regulator, BadM/Rrf2 family 41.50% 4 R.ITLADPIELEPVFETEAAA.
R.DGGYQLALPPVDISYGDLVR.L
K.VRDETASILDR.I
K.FLTVILSEMAR.E

YP_616538 Sala_1492 hypothetical protein 24.07% 2 R.FYDLTKDDPVSCINCGYSWIPESVLK.S
K.DDPVSCINCGYSWIPESVLK.S

YP_616539 Sala_1493 3-phosphoshikimate 1-carboxyvinyltransferase 56.05% 16 K.SAILLAGLNTPGVTEVIEPVPTR.D
K.APVTVDDIAPVATSFPNFEALLAGLQQ.
K.GIEVDPAVAPSMIDEFPVLFVAATLAEGR.T
R.IHGVGVGGLLQPR.G
R.GALDMGNSGTSTR.L
R.VIDPLTQMGADISASPGAR.G
R.VEESQDGLVIDGTGGDPLAGGATIAGHLDHR.I
R.AGLVEVLK.A
R.RDDGEWR.I
R.VAGLLEGHDVLATAAAMR.A
R.TVTTGLDELRVKESDR.L
R.TVTTGLDELR.V
R.GLAPAIPLSYR.L
R.GALDMGNSGTSTR.L
R.LLMGLVASHPITATFVGDASLSGR.P
R.EIGGEPVADLR.V

YP_616540 Sala_1494 cytidylate kinase 67.46% 9 R.QLADHFGLPVLDTGLLYR.A
R.AVGYQTQLNHGDPDR.A
R.YESTGGLASR.V
R.QVDFANQPGGAVLDGR.D
R.DIGTVIAPHADAK.I
K.IFVTATPEER.A
R.GIDVTYDAVLADIHAR.D
R.EAALAAAIAFVERRLR.E
R.AADAMLLDNTNIDREAALAAAIAFVER.R

YP_616541 Sala_1495 ribosomal protein S1 84.39% 56 R.SGLIQNLEEGQIIEGAVK.N
R.DVGPLMDLPQPFQILK.M
R.VNHPSEIINIGDTVK.V
K.GTVTAIENDLAVIDIGLK.S
K.QAQSNPWGAFAEAHPVGSIVEGEVK.N
K.EAVAQYGSSDSGASLGDILGEALK.A
K.QLESDPWEGVAAK.Y
K.FDAMVVGFDR.S
R.DNGLEVQAGESGVTGFIK.R
K.GGFTVDLGGAVAFLPGSQVDIRPVR.D
K.AMQIAEEKEAVAQYGSSDSGASLGDILGEALK.A
K.GAPAVGGGMAAAGSLK.K
R.DNGLEVQAGESGVTGFIKR.A
K.NDVVTVSVLEVR.D
K.VGDEVEVYVDRVENANGETMLSR.D
K.KNDVVTVSVLEVR.D
R.EAAWDRLEEEFNK.E
R.DDFAAMLDESLGGADGGFEGR.V
K.NITDYGAFVDLGGIDGLLHVTDMSYK.R
K.GAPAVGGGMAAAGSLKK.N
R.RGNIVVSR.R
K.RVNHPSEIINIGDTVK.V
R.VENANGETMLSR.D
K.NITDYGAFVDLGGIDGLLHVTDMSYKR.V
R.VEGVIFGR.V
R.RAILEETR.A
K.VGDEVEVYVDR.V
K.IVSTSQEVEVIVLEVDSDK.R
K.GTVTAIENDLAVIDIGLKSEGR.V
K.AMQIAEEK.E
R.LEEEFNKEAR.V
K.LSGTVTNITDYGAFVELEPGIEGLVHVSEMSWVK.K
K.LSGTVTNITDYGAFVELEPGIEGLVHVSEMSWVKK.N
K.KPNFSVK.A
R.VKGGFTVDLGGAVAFLPGSQVDIRPVR.D
R.VENANGETMLSR.D
R.KGETVQVVVLDVDVEKER.I
R.EAAWDRLEEEFNKEAR.V
R.DVGPLMDLPQPFQILK.M
R.DDFAAMLDESLGGADGGFEGR.V
R.AILEETRAEQR.S
K.NDVVTVSVLEVRDNGLEVQAGESGVTGFIK.R
K.GGFTVDLGGAVAFLPGSQVDIR.P
K.GAPAVGGGMAAAGSLKK.N
K.GAPAVGGGMAAAGSLK.K
K.FDAMVVGFDR.S
K.AMQIAEEKEAVAQYGSSDSGASLGDILGEALK.A
K.AMQIAEEK.E
R.YQVGQKFDAMVVGFDR.S
R.VKGGFTVDLGGAVAFLPGSQVDIR.P
R.RAILEETRAEQR.S
R.INRDTQR.I
R.GNIVVSRR.A
R.EFAMPGQK.A
K.NITDYGAFVDLGGIDGLLHVTDMSYKR.V
K.NITDYGAFVDLGGIDGLLHVTDMSYK.R

YP_616542 Sala_1496 histone-like DNA-binding protein 44.57% 4 R.IVDTFFDSIVDQLATGGR.V
K.IANENSDLRVEEVER.I
R.TGAAVEVK.A
K.IANENSDLR.V

YP_616543 Sala_1497 ABC-2 9.80% 2 R.AIYLFEMAR.F
R.TVTLFNPVVYLISGFR.W

YP_616544 Sala_1498 ABC transporter related 60.32% 10 K.NPAYIEQLLR.D
K.QSSLEDIFVGLVR.E
K.LELAGDGHELVYEFDSQAEATGVPSLLR.R
K.TLTLNLAEPLDAVPPELADWK.L
K.GQIILVEEK.H
K.ALSHEPEILFLDEPTAGVDVELRR.D
K.SGHIALSNVDLEINKGEIFALLGPNGAGK.T
R.SMIGLVPQELHTDAFETVLATVSFSR.G
R.GVTIILTTHYIEEAEEMADR.V
R.DMWAMVHGLR.E

YP_616546 Sala_1500 extracellular solute-binding protein, family 5 22.36% 6 R.LVVDPVPGLFGLAFVR.A
R.LVEAFGLTEWQPQVTLRPLLYTR.D
R.FSTLPYFVASNIGR.S
R.DGGPAPLLPAWADYDEASR.L
R.LSVPQPALLELLAQPSMAIVNR.G
R.EAQDLIDQATINIDAGQR.A

YP_616548 Sala_1502 response regulator receiver protein 27.12% 3 R.AEGNPDAALDARPSSIK.T
R.QLLIVEDDEAFAR.T
R.IVVLTGFASIATAVEAIK.L

YP_616550 Sala_1504 Surfeit locus 1 11.59% 2 R.GAGFWVLTPLETPR.F
R.HDRETLIQAVTER.G

YP_616553 Sala_1507 Cytochrome-c oxidase 4.32% 2 R.DFDIPAATVAAIEGAR.T
K.ELAEESGDPWDGR.T

YP_616554 Sala_1508 ubiquinol oxidase, subunit II 11.74% 3 K.SLPAGEFDQWVAATR.A
R.TGPGKPVAAEVKPLDVQVVALDWK.W
R.ASAEGDLSR.N

YP_616557 Sala_1511 Beta-glucosidase 23.00% 9 R.YDKPQIVPLLPEDPGIDLAAALNLENFFAGGR.A
R.VSIAFGNAALDVTDWIGAAPIGK.L
R.DFSGTLPFAWPATAASPIAAPLFPIGYGLR.Y
R.SPQAISDPATER.R
K.VGQLIQADISAITPK.D
R.SYEGYAADPQLVAQYAK.A
R.PLFTNPEINAADAFVAAWLPGSQGAGVADVLVAR.R
R.ADPSIIGAPDHLAVAR.E
K.GLYASTLEQAK.S

YP_616559 Sala_1513 cytochrome c biogenesis factor 33.04% 5 R.QALGPTPAAPAGPADETVASVPN.
K.GAEAVWSELLAR.S
R.RDPSHPAPPFFAGLALAQGGDLK.G
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R.DPSHPAPPFFAGLALAQGGDLK.G
R.FGPAAQWLGMSDGFAR.T

YP_616561 Sala_1515 Thioredoxin-like protein 27.84% 3 R.EQIQGVILADQVPEIVAK.I
R.DRPEDVAAFLNEYGNPFDR.I
K.AAGVPIDGIAIR.D

YP_616567 Sala_1521 Glu/Leu/Phe/Val dehydrogenase, dimerisation region 60.46% 13 K.LKVPIVAGGANNQLATALDGQR.I
R.VAIQGVGSVGGGVAR.R
K.LTLADVNLAR.A
K.HVSGLPVASGEAGGDPGPFTALGVYLGIK.A
R.LAEIWAESK.A
K.ASGTPASVVADR.M
R.AVDSLGGAYVTAEDVGITDADMVEISR.Q
R.AAAITDALR.L
R.GIVYAPDYVINAGGIINVALEYLGQGSQDEVESR.I
R.ASGLTAVIAVHSTYLGPGAGGVR.Y
K.RPELLAAFGR.A
K.GVILADEGQEKRPELLAAFGR.A
K.GVILADEGQEK.R

YP_616568 Sala_1522 2OG-Fe(II) oxygenase 38.53% 4 K.LHDLTGIPLAYGEPLQGQR.Y
R.ERPWPWAAGELE.
R.FLDAETCAALIDLIDSDARPSTIADANGDAAFR.T
R.TSSTCDLDHRLPIVIAVNNK.L

YP_616569 Sala_1523 protein of unknown function DUF541 79.15% 15 K.AEDIQTSGINLSPQYDYSNR.T
R.FLGYQVSNTVR.A
R.GIKAEDIQTSGINLSPQYDYSNR.T
R.VSNTLTLNFQYR.L
R.SRPDQATVGAGVTTTAPTAVEAMR.A
R.AAELVSIGEGGFAGPQPPMPYAR.M
K.AEDIQTSGINLSPQYDYSNRTDGQPPR.F
K.DPDAQLVGAR.G
K.IDDIGPLLDALVAAGGTNIEGPWFAMK.D
R.SRPDQATVGAGVTTTAPTAVEAMR.A
R.ATTGKIDDIGPLLDALVAAGGTNIEGPWFAMK.D
R.AAELVSIGEGGFAGPQPPMPYAR.M
K.IDDIGPLLDALVAAGGTNIEGPWFAMKDPDAQLVGAR.G
R.MEIAADAK.S
R.ANAAAMDR.L

YP_616570 Sala_1524 ABC transporter related 27.15% 8 K.SAAAESTPPPPPR.A
K.EFLFDPGVVEASVGALSGGER.S
R.IEAIEAEIADIEAELSDGALFTR.D
K.EIGFGGFEEWTEAVYAEEAR.A
R.VRDVLADGGDWVEVR.G
R.ALAQNPDVLLLDEPTNHLDLAAIDWLESWLAR.Y
K.LLTGELQPDSGSITLAPTLDGIIIDQQR.S
K.LGLANDDVR.S

YP_616571 Sala_1525 inositol monophosphatase 34.27% 8 R.LAAAAGAILLDLR.A
R.TRPAAEALFVAER.L
R.VWIVDPLDGTR.E
R.LGAELVAMGSAGAK.A
R.YNNADTYLPDLLICR.K
R.PGDALLSEEEKDNVAR.C
R.AARPGDALLSEEEKDNVAR.C
R.LGAELVAMGSAGAK.A

YP_616572 Sala_1526 Sulfate adenylyltransferase, large subunit 67.77% 31 R.GFAGQLASGTVKPGDPVR.I
K.LATQSVSATVQTPK.Y
R.IDTTAMSPEAAADLIVEHLLG.
R.AFASEIGITGFTAIPISGFR.G
K.NFTGIDSPYEAPETPEIR.I
R.VGTQGQEIDFALLVDGLAAER.E
R.AQNVHWQASDISR.E
K.FIVADTPGHEQYTR.N
K.YEINVNTLDHLAAK.T
K.NQKPALLWFTGLSGSGK.S
R.TLGGFILIDK.L
K.GPTLIEHLETVEIAAAADEAKPFR.M
R.RAQNVHWQASDISR.E
R.HSFLAHLIGIK.H
K.DLGFTEADRIENIR.R
R.KGVLTQTR.R
R.HSFLLDGDNVR.H
K.MIFEDQLAALEADSKR.V
K.MIFEDQLAALEADSK.R
R.GDVIAAADNPPEAADRFEATLVWMADEAMIPGR.A
R.GDNITALSK.N
K.LTNATVAAGMLHFSLR.R
R.FITCGSVDDGK.S
K.TLELNGIGVVELSTDKPIVFEAYGDNR.T
K.HIVLAVNK.M
R.RVGEVAK.L
R.NMVTGASTADLAVILVDAR.K
R.IDTTAMSPEAAADLIVEHLLG.
R.FITCGSVDDGKSTLIGR.L
K.STIANLVEKK.L
K.LMTDAGLIVITAFISPFR.A

YP_616573 Sala_1527 Sulfate adenylyltransferase, small subunit 66.11% 16 K.QRPELWNLYNAR.K
K.QALDLHGFDVAFGGAR.R
K.TLSEVIQEMLLTTTSER.Q
R.IIDKDSGDASMEK.K
R.VFPISNWTELDIWQYIAR.E
R.ENIPIVPLYFAAPR.P
K.AFYPSPPPFPLLHVDTTWK.F
R.KAFYPSPPPFPLLHVDTTWK.F
K.DSAVMLHLAR.K
R.EVMADAAKPVMLYSVGK.D
K.TEGLKQALDLHGFDVAFGGAR.R
R.TLGCYPLTGAVESEAK.T
R.IIDKDSGDASMEK.K
R.DGLLLMVDDDRFPLRPGEVPTLR.S
R.MAAESGMELIVHQNPEAK.A
K.TLSEVIQEMLLTTTSER.Q

YP_616574 Sala_1528 transcriptional regulator, LysR family 9.67% 2 R.ELGLIADPAWAALPDVAPR.L
R.TGEQQAAELK.L

YP_616575 Sala_1529 acyl-CoA dehydrogenase-like protein 15.68% 4 R.FDAAGAILLASESAVK.V
K.VAGEAIQALGGAGYTK.D
R.FADEQIAPLAAR.A
R.ATPDFDFALGETADMIR.E

YP_616578 Sala_1532 Propionyl-CoA carboxylase 15.04% 6 R.SIPLLFLQNISGFMVGGK.Y
K.LVTAVATATVPK.I
R.YDAEDLYGIIPQDVR.A
R.APYDVHEVIAR.L
R.VAEAALGGNEK.S
R.LWDDGIIDPAQTR.D

YP_616579 Sala_1533 Carbamoyl-phosphate synthase L chain, ATP-binding 46.41% 16 K.TNSAFLIAALDHPDFVAGTVDTGLIGR.D
R.TVAVYSDADAK.A
R.EAAASFGNDHVLIEK.Y
R.ELLSEMLEDSAIWPVK.T
R.QADEAVHIGPSPAR.E
R.LYAEDPAKGFLPSTGTLELFQLPEHIGR.I
R.LQVEHPVTEEITGVDLVEWQLR.V
R.IDTGVYEGAEVSPFYDPMIAK.V
R.AEGSASGAAGDGAILSPMPGK.I
R.AAEIGYPVLIKAVAGGGGKGMRK.V
.MIQSLLIANR.G
K.YILTPRHIEVQIFGDTHGNVVHLFER.D
K.VIEEAPAPGMDEATR.A
K.IIAVEVAAGDTVAK.G
K.GFLPSTGTLELFQLPEHIGR.I
K.AVDYVGAGTIEFIADASEGLR.A

YP_616581 Sala_1535 Citryl-CoA lyase 74.20% 12 R.SETADDASLPAILPIATETPAAIFTLGSYR.E
K.AEGAPSIQQLDTILR.S
R.AQAIVDAFAANPGAGVLQVDGK.M
R.DGFTGMMAIHPSQVEPINAAFTPSAEEAAR.A
R.LLGLTWGAEDLPAAIGATTSR.E
K.DADGLAAYAAR.A
K.AAASGADAIILDLEDSVSPANK.D
R.ALTLFAAHAAGVAAIDTVFPAIKDADGLAAYAAR.A
K.AAASGADAIILDLEDSVSPANKDAAR.H
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R.YTQPYEVAR.A
R.SLLFVPGDRPER.F
R.HAVAEYLSGTR.E

YP_616583 Sala_1537 acyl-CoA dehydrogenase-like protein 54.50% 25 R.QLADDLVSLLTPVIK.G
K.IFISSGEHDLTDNIIHLVLAK.T
R.LGVGIQGLGQADIAFQNAVAYAQDRR.Q
R.MAANQAFAMYPGLTQAAVAAILVK.G
K.TPDAPDSVK.G
K.FLVKEDGSLGER.N
R.LGVGIQGLGQADIAFQNAVAYAQDR.R
R.HDDGSVTTPK.G
R.KIEAGSETMMALTPEQFFAA.
R.ITMIYEGANGVQAMDLVGR.K
K.DKPALADFAGR.L
K.ADPLFVHPDVR.R
K.GLAAMFVMMNAAR.L
R.GAKDFLDAK.I
R.ALTGPKDPQEK.A
R.NALQCGSIEHK.M
R.MAANQAFAMYPGLTQAAVAAILVK.G
R.MAANQAFAMYPGLTQAAVAAILVK.G
R.FLPDAGSLR.R
R.ALCLWGALQVDLAHVAETEEER.Q
R.AIQTLFAIVDAECAAAK.D
R.AVPNGDGSYAITGTK.I
R.AIQTLFAIVDAECAAAKDK.P
K.GYGTDKGYEVATNAQQVFGGHGYIEEHGMSQYVR.D
K.ANGELK.A

YP_616584 Sala_1538 transcriptional regulator, MerR family 20.26% 3 R.EQFSITDLSTEFGVTAR.A
R.QRDDIDSAVDELSR.F
R.DDIDSAVDELSR.F

YP_616586 Sala_1540 Phosphoribosyl-AMP cyclohydrolase 25.40% 2 R.RVEADGGLTFLADDAQG.
R.KGETSGNGLTLVEMR.V

YP_616587 Sala_1541 amidophosphoribosyltransferase 40.84% 14 R.ENPVDADLVIPVPDSGTPAAIGYAQESGIPFELGIIR.S
R.IVLIDDSIVR.G
K.LGDAHILASETVALDVVGAEFLR.S
R.YSTTGETALR.N
R.GSIFQSTSDTEVIIHLVATSSYR.S
R.GQEAAGITAFDGKEFHTHR.A
R.SVEPGELIIIR.D
R.QLDGASAVGHVR.Y
R.NVQPLFADLSTGGFAIAHNGNISNAAALR.K
R.RGSIFQSTSDTEVIIHLVATSSYR.S
R.KAIGAELAR.E
R.DAGAAEVHMR.I
R.TFIQPGDKVR.H
R.NVQPLFADLSTGGFAIAHNGNISNAAALRK.L

YP_616588 Sala_1542 short-chain dehydrogenase/reductase SDR 84.84% 16 R.IHAAGGSATIAPLDLTDGDSIAR.L
R.GIGAAIAESLAAR.G
R.SEELAGQIALVTGASR.G
R.TAGGLEELEDR.I
R.TLTLNLIAQQALIANFDPLLR.R
R.TAGGLEELEDRIHAAGGSATIAPLDLTDGDSIAR.L
R.LLALSTSVAR.T
R.AYPGEDPQSIKEPAAVGEYVADLMVQGFDSTAFHALPK.V
R.TAILDPGPTR.T
R.AYWGAYAASK.A
K.AAFEVLVTSYGAEMR.N
R.WQHLDMLVLNAAMLGTLTPVAAIDGKEFNR.T
R.WQHLDMLVLNAAMLGTLTPVAAIDGK.E
R.GAHVVITAR.T
R.TLTLNLIAQQALIANFDPLLRR.A
K.AAFEVLVTSYGAEMR.N

YP_616590 Sala_1544 beta-lactamase 64.27% 17 K.TGETNLIGVLVSSATGK.T
K.SFTSTLVGAAVK.D
K.LVIASNGNWPTATDPEGVGAAR.E
R.NAGLIIVQDGK.I
K.GSAYDDVSVR.Q
R.VVVNPIEAGDTAYPLPQGTPIDFGLDVDAHMAK.Q
K.SLDDKVAAYIPGLK.G
K.SDVAQFNLQKPVAGEDITVSYMK.G
K.DLNVLFWTQDQR.D
K.WNEDYTDPK.S
K.AVQAAVDREAK.
R.VVVNPIEAGDTAYPLPQGTPIDFGLDVDAHMAK.Q
R.FGQFILNGGVAGSVNVLPDDWLASATTK.Q
K.YALGHDAAGR.W
K.TLSQYLSEK.I
R.GYGYQWWTNDDGSFAAQGIFGQGIFIDPK.R
K.VAAYIPGLK.G

YP_616593 Sala_1547 thiamine pyrophosphate enzyme-like TPP-binding 76.02% 20 R.VGTTSPSTPYGSVDRPAQPAAFALGAGAR.F
R.TTTLKDWETDQEVR.W
R.SVAHMLVEMR.F
K.TVEVVDGDWQAAGVIVHDVTNR.S
K.TADLQSLLK.K
K.GIALDAEALHLK.T
R.FGEFPMALGVLYDDPRPTFEADVWR.Q
K.KGQTWTVTEK.G
R.FPYYMETYGFHTIHGR.A
R.APAFATGLK.L
R.GFDVSKELPNVLK.A
K.LANPQLDIWIVTGDGDGLSIGGNHTMHLIRR.N
K.DVFEDFAAPK.G
R.VGTTSPSTPYGSVDR.P
R.TMPEIGTAPENTVFVSGIGCSSR.F
R.NLDCQIMLFNNEIYGLTK.G
R.FGEFPMALGVLYDDPRPTFEADVWR.Q
R.NLDCQIMLFNNEIYGLTK.G
K.HGEPMLYAK.G
K.GQTWTVTEK.G

YP_616594 Sala_1548 pyruvate flavodoxin/ferredoxin oxidoreductase-like protein 75.68% 32 K.LNISQLTLDAVKPFGLGNK.E
K.VSGQPFTIAEIEAAIEEALK.
R.TLTGAEGIALGLVAGAQLAR.L
K.VPDLTTYEAFPVEFLTEVPEGGFKPYGR.D
K.TNVPALKPGGLIIADEGEFNDR.N
K.APDLAAANVAALNAGHAYGETAELAGPLK.Q
K.LAVVGWGSTFGPIHQAVR.R
R.HIWPLPANLGALLK.S
K.AKYDANPLDDGSLAK.W
K.YDANPLDDGSLAK.W
K.GEAMGLAIMTELPLVIVNSQR.G
R.DQYLVDARPVNK.V
K.VPDQIVELGAEGGK.L
K.TEQSDLYQAVYGR.N
K.QHHVDPAPAEPGLYR.T
R.IAVQYMTPVMLLTDGYIANAAEPWK.V
R.GGPSTGLPTK.T
R.DRQPLIDWLNAK.F
K.EVDTGHINYAPANHQAMTDIRK.A
R.NGDAPMPVIAAR.S
K.IDGIKVPDQIVELGAEGGK.L
R.LPMFFGGYPITPASAILHHLSR.L
R.PWVRPGTPGLLHR.I
R.GGPSTGLPTKTEQSDLYQAVYGR.N
R.APQGTLFGVSAFQINFGSSAIDTAGDAPDVLVAMNPAALK.T
K.SYDKVIVPEMNTGQLK.T
K.EVDTGHINYAPANHQAMTDIR.K
R.SPGDAFECAIEACR.I
R.PGTPGLLHR.I
K.TVLRDQYLVDARPVNK.V
K.TNVPALKPGGLIIADEGEFNDRNLAK.A
R.QSPLSDAVVVR.F

YP_616595 Sala_1549 Alpha/beta hydrolase fold-3 32.70% 8 R.QLDMPVIAVDYR.L
R.LAPEHPFPAAPEDCEAATR.W
R.GEIAHVEDR.T
R.DFGEGHLLTK.G
R.DDWQSYRDFGEGHLLTK.G
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R.ASPLDFPAEGLPPTLLVTAGLDPLR.D
K.LIEAGVPTSFR.E
K.AIVADANAAA.

YP_616596 Sala_1550 NUDIX hydrolase 41.77% 5 R.SREEYFYDLPDHLIGK.M
R.ELGEETGIHGGLVDIIAR.S
R.GLIEEFGPLV.
R.FMGEDSDIDIHTR.H
R.WVDLGEIEK.L

YP_616597 Sala_1551 Uracil-DNA glycosylase superfamily 23.64% 4 R.TGRPFTGDYAGDLLFR.A
R.LTPEMFADVFR.T
R.IDDGLTLDGAIIVNSVK.C
R.IAHVAVLR.A

YP_616599 Sala_1553 NAD-dependent epimerase/dehydratase 18.51% 3 R.YSLENPAAYVHSNIAGHVNILELAR.H
K.RADELLSETYAHLFR.I
R.DLGFAPTTPISVGIPAFVDWYR.T

YP_616605 Sala_1559 UDP-glucose 4-epimerase 29.88% 6 K.AVGESVAEPIR.Y
R.LVFSSSATVYGEPQYLPLDEDHPTAATNPYGR.T
R.GHAIEAVIHFAGLK.A
R.VNGVAIPYR.I
R.LEAITGAVIPLVVGDIR.D
K.ELSVFGDDYDTPDGTGVR.D

YP_616607 Sala_1561 protein of unknown function DUF490 3.91% 3 R.VTGGQGSYAPDGQIR.L
R.ISGDGLAAVGGSLFDLIR.L
R.DFLGGNATASGDVRYGTDGVVR.F

YP_616608 Sala_1562 surface antigen (D15) 9.50% 4 R.ITSLIQPEGSLSGR.F
R.FGGIETTGDLAFDADHVAVLAR.F
K.LPEEGYPFAQVGQR.D
K.FTYAYGVELIATREDDYDFATGER.S

YP_616609 Sala_1563 UDP-glucose 6-dehydrogenase 64.23% 17 R.VAFFNELDTYAALHGVDSR.Q
R.QSPIVDPEIEDYLANK.Q
R.ITDDLADVVDKVYSR.D
K.DVPQNLIQAIVSSNTTR.K
R.IIVGNTHPR.A
R.ALHDNLHPSR.I
R.LLLEGSLKPDTAVLQTGNTEAEAIK.L
K.QMLANYKDVPQNLIQAIVSSNTTR.K
R.KDFVASEVIK.R
R.AEHGSNDIVFSPEFLR.E
K.QAAYADANFVIVATPTDYDPDTNYFNTNSVESVIADALK.L
K.GIEVIVYEPLVAEDR.L
R.ITDDLADVVDK.V
R.DLDAFKAEADVIIANR.I
K.LFANTYLAMR.V
K.IAVVGTGYVGISNAVLLAQHNAVVALDIDTR.K
K.AEADVIIANR.I

YP_616610 Sala_1564 protein of unknown function UPF0061 14.78% 5 R.ALLLGEIVAPDGAR.F
R.FAANTVFSSIDATGR.Y
K.LGLSTSAGDDAELIDR.L
R.HFPDLADAANPHLALLDR.V
R.GVDADELAR.V

YP_616612 Sala_1566 NAD-dependent epimerase/dehydratase 56.11% 14 R.VVSNFIVQALHGEDITIYGDGSQTR.S
K.AQLGWEPTVELDEGLDR.T
R.VLVTGGAGFLGSHLVDR.L
K.SNLDHLAGNPLFEFMR.H
K.TSVHGAINMLGLAK.R
R.IFNTYGPR.M
K.VPIFQASTSEVYGDPTMHPQQESYWGNVNPIGIR.S
R.RVLVTGGAGFLGSHLVDR.L
R.QPLPQDDPLQR.Q
R.GDEVLCVDNLFTGDK.S
R.AKAQLGWEPTVELDEGLDR.T
R.SCYDEGKR.C
R.CAETLFFDYHR.Q
K.TSVHGAINMLGLAK.R

YP_616613 Sala_1567 hypothetical protein 37.31% 11 K.IQALVGNLAGTAVVR.D
R.FETYESHFSGR.S
K.LFVLDTEGGVLSSEGR.A
R.ASHSVGSYAEMLDLLR.S
R.SNVLVDGEGPVLDALNGAR.A
R.IMAAMIALVDDLAR.D
R.FDFYTGILR.E
R.ASPEAIADYTATSGFSDLLSGYFFWGDR.L
R.VAQPYFHLNDGMAAQRVAAILAR.K
R.IGLIVDHPTR.D
R.DLPGMVLLGFHLAR.H

YP_616615 Sala_1569 hypothetical protein 61.98% 21 R.GFAVTAANDVARPPASELEAVLDR.A
K.TGAEAGLIGLPVIVLGDAFYR.E
R.SIVAAQSAIADAQR.N
R.EGDFAAPVIPADAR.A
R.ADHGADFSAYLQK.T
R.LALIDPGTNNYAVMR.R
R.TFTDTLTSYLRA.
R.FWALVGEDLR.A
R.LDWFAGAWELSRPGELYVTGADEVR.T
K.RQEFGFIGQHAATHVK.A
R.SPEYLDQLALVDYICR.H
R.HFFIEPSFFR.G
R.AGVTNLAYWTSHER.F
K.LVDGEASCSAGPAR.L
R.TFTDTLTSYLR.A
R.PGELYVTGADEVR.T
R.LDWFAGAWELSR.P
R.GFAPHFVSFDDR.S
K.TLADGQIVIPK.K
K.LAGHYTPLDDIDDFLYFPLHVPGDIALTLR.S
K.KDAHHYNAAWK.K

YP_616616 Sala_1570 glycosyl transferase, family 2 35.32% 8 R.ALLGNTAIATSTVIVDR.Q
R.WLAFLDSDDLWLPEK.L
K.LSPLAAAWYFAQYSAR.A
R.INAEGSETGR.Y
R.WLAFLDSDDLWLPEKLER.Q
R.LLQMPVNGGPAAAR.N
R.TRDDAVISFTGFR.R
R.RINAEGSETGR.Y

YP_616617 Sala_1571 hypothetical protein 35.93% 10 R.LLEATEQLIAADDASER.I
R.LAGQGDISHR.R
R.DGFVLLDDYVSTELR.T
R.RDDQLPTSINVASAK.R
R.LAELFPADDHVEK.I
R.DDQLPTSINVASAK.R
R.ADPAADVIER.A
K.IVADFERDGFVLLDDYVSTELR.T
K.GSLWAHLVER.A
R.FALQSEIVR.L

YP_616619 Sala_1573 DegT/DnrJ/EryC1/StrS aminotransferase 60.60% 19 R.WLTTATLADGLDPGDLIADLAK.L
R.YGVPVIEDAAESLGSTLR.G
R.QVDGLLLQSGTLLR.D
R.QAFESNWIAPLGPNVDAFER.E
R.FLQTVTDGDIRR.L
R.VGIFSFNGNK.I
R.LLIAGLTLDSPIDHVR.D
R.HSIDQLPLLDGAGR.V
R.MSNVLAGIGR.G
R.LNETGLGILLHVDASGR.F
R.EVAAATGVASAAALSSGTAAIHLALILLGVGAGDR.V
R.DSTSITAPDGIGDEAALALMDR.H
R.VVGLYLR.R
R.MSNVLAGIGR.G
R.GLCLPSGSSMTAAQVDR.V
R.EALADVESFVWMPEFAGSQSNR.W
R.DVAADIFSR.G
K.IITTSGGGMLVADDPEITAHAR.K
K.AVIIVDLYGQPADYDR.L

YP_616620 Sala_1574 putative serine O-acetyltransferase 31.80% 4 K.DVPANSLWLGNPATDR.R
R.FADHHFLVAIGAPR.S
K.IIIVATGGLGR.E
R.EGWDVAGFLDDDEALQGGSVCDVPVLGR.V
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YP_616621 Sala_1575 UDP-N-acetylglucosamine 2-epimerase 42.89% 11 R.SANVFDAPPESGAIGR.A
R.YGIDDEESFVLVLFHPVVQQAAEAGAQWR.A
R.NVYGDPHADIR.I
R.FLIGNSSSGIVEAATFGTPVVNVGDR.Q
R.AMFDALAGLPFR.Y
K.AIGFDPQGLR.N
R.MGEDPDRIFDVGAPGLVGLK.K
R.IVYLTGTR.A
R.ADFGLMLPTLR.A
R.SGSVDESIR.H
R.ADYLALLAECR.F

YP_616622 Sala_1576 N-acylneuraminate-9-phosphate synthase 52.00% 15 K.IASGEIVNKPLIDK.V
R.DHGPDHAASLEPAQLR.A
R.LVDIAVEAGADAVK.F
K.RPAPLELPTR.A
R.ALELDDAAHER.L
R.TFVIAEAGVNHDGSLDK.A
R.LDATTIAFLRPGDGIGPER.A
R.TDEVVTPDAAK.A
R.QTGAGTQYEMIR.A
R.NVEVALGDGVK.R
K.VAGSGRPIILSTGMAEMAEVVR.A
R.SAFALTDINR.G
R.GDRLDATTIAFLRPGDGIGPER.A
R.GAAVIEK.H
K.FQTFRTDEVVTPDAAK.A

YP_616623 Sala_1577 short-chain dehydrogenase/reductase SDR 44.53% 8 R.VNAVTPGGVYSGQNETFVDR.Y
K.LVVLTGAGGIIGR.V
R.QVAELAENVGAEHGPVDALFNNVAGK.T
R.IYDGAQYEGR.A
R.GQGTIVNTLSIYGIVGPDQR.I
R.AINSPAVYSAAK.A
R.CEQALTAAR.E
K.AGLWGLTK.Y

YP_616624 Sala_1578 Acylneuraminate cytidylyltransferase 52.17% 9 R.HLVEHVEAEGYGVDR.I
R.AAGASLPYLRPAELATDTAGK.I
R.IVDLDPTSPLR.L
R.HALGNVLWDSEPR.L
R.SESGHVVAR.Q
R.IDHVFVSTDSEAIADIAR.A
R.QAAPPVYAMNASIYVWK.R
K.RSESGHVVAR.Q
K.PLIVHTIEMALAHSR.I

YP_616625 Sala_1579 oxidoreductase-like protein 27.33% 6 R.HFDTLPGLLAAGVPTLIEKPVVIR.A
R.AADGLPVEVALDYVSR.T
R.SSLHITSEDVALLHLR.A
R.LAIAAHEYVDK.G
R.GIEIVGEDATAVLDFR.A
K.TPGNEEQR.L

YP_616626 Sala_1580 N-acylneuraminate-9-phosphate synthase 54.34% 35 R.AGQQIADEDIQIR.S
R.NIAPLIVFAEEDIVSALR.K
R.YHNLFLSAEDIVR.F
R.VSLLPDEFSAMVR.A
R.SPGQGLQPYFR.A
K.LSGGVVGYSGHER.G
K.DGASEDELNDLFSDR.V
R.NIAPLIVFAEEDIVSALRK.I
K.SARPPIIINAGGFSADGPITAER.R
R.GYFIPVAAVAMGAK.V
K.DINLAYIR.R
R.NEGDSDDASADLGAQYTLDLLSR.F
K.LEAVLTDGDVR.R
K.DGASEDELNDLFSDRVTFVPIVDGQR.H
R.VTFVPIVDGQR.H
R.EVEEAMGYGGAR.G
K.TSFQELLR.Q
R.LEAYDMPAYK.L
K.LASADLTNHPLLSAMAR.T
R.ETAPDASFIPEIWQGHK.D
K.LEAVLTDGDVRR.W
R.GITQGEMMNR.E
R.ETAPDASFIPEIWQGHKDDGAGFWQALDR.L
R.YHDLQK.M
R.VIGPESPAYIIAEIGNNHNGSIELAK.R
R.FDRPFGVPVR.Y
R.DMIEGDFFFQSDLADAVASAR.D
R.RPAMYDR.I
R.LVELAVEAGADCAK.F
R.LDKEGVEIIPQTMPPYPWHFGGQR.Y
R.HTAPYVLLHCNSTYPAPFK.D
R.GITQGEMMNR.E
R.EVEEAMGYGGAR.G
K.HFTVDR.G
K.DDGAGFWQALDR.L

YP_616627 Sala_1581 acylneuraminate cytidylyltransferase 41.41% 5 R.RQDIAEADR.H
K.GRYEAILLLQPTSPLR.L
R.SFGAQVPFLRPAELATDTAPTEPVMLHTLER.M
R.YEAILLLQPTSPLR.L
R.LLAGKPLISWSIEQALAAHGVTDVVVSTDAEDIAAVAR.S

YP_616628 Sala_1582 hypothetical protein 53.23% 17 K.FLDNEADAGLADLDR.A
R.AQGYGQQLIDILVSAR.E
R.ELALEGLSQSALNSAALR.Q
R.DAPTAAAMTALLSR.V
R.VADIVSAIPAR.S
R.YGIDNPVFAPR.V
R.QPAVTMALVPWHSTAPTAIADR.L
R.ALTVSEKVDDLVLPIILQASSDPEALAQIR.R
R.SRPGSYSLSLR.A
R.MGGGAFRPIDWQLTENYDAGGR.E
R.LMLAAAQEK.F
R.DVLAGVQSAEIK.F
K.VYDVYSPTR.Q
R.AREVEAAEGR.L
R.RDVLAGVQSAEIK.F
R.QGASLSLPLR.Q
R.EVDIFASPER.Q

YP_616629 Sala_1583 Protein-tyrosine kinase 66.49% 36 K.NITNVVGIESEATGR.N
R.IPDQLGLPLLGSVPK.V
R.VVALSNQVLDQR.R
R.SAGAPLIGVILTK.L
R.RIDELDQSIAR.E
R.NIVTIGNNENGAGSTAQIR.E
R.TLAADSLSSLNSELVK.A
K.SISSLSLATVLAR.V
R.ITVDTLLDHVVISPTR.G
R.ALVDFASSR.N
K.SSLAFSTSHGIPR.S
R.YKEIGVAGVSANNIAVIDR.A
R.SIMVVSSQPAEGK.S
R.NLEFYQTQYSLMEAR.S
R.EVMPNLDFIPAGPSVPSAAELLSSDR.M
R.DHGVSNYLAGEDDYRPLIR.E
R.DAIQYNIYQR.E
R.AKDASEYAQLMQQFDPGYPVAMALQR.R
R.PLATLAGEESGAGQPQGSLKPILIEYLHIFK.R
R.LETNENFWAAHGIDMSDFSDADAR.S
R.KFDSTAEAR.S
K.SNVSEAYFAIK.S
K.VEEGVAIVEEIRDPK.S
K.EIGVAGVSANNIAVIDR.A
R.RDAIQYNIYQR.E
R.IDELDQSIAR.E
R.DSEYGYGYAYSYEYTSR.G
K.HYDHVIVDSAPIIGLADAPLLSR.T
R.QRVEDSER.A
R.GSALVDVSYSSYDPEMSAQIANAWANEFIAQSIAR.K
R.AAVERENNLK.A
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R.TRAIGAVR.T
R.LRLETNENFWAAHGIDMSDFSDADAR.S
R.KPSLHK.H
R.EVMPNLDFIPAGPSVPSAAELLSSDR.M
K.KVILIDVDMR.K

YP_616630 Sala_1584 O-antigen polymerase 20.95% 6 K.ISPLQIAAGLGGR.G
R.LFASASGSEASLR.F
R.AGVLMGLVGLASVPFILK.I
R.ITNDGSAVGLFANR.N
R.SVGDQSSGER.R
R.NEENSGALQWGGLAFAALLLPSLLVAQSR.A

YP_616631 Sala_1585 polysaccharide biosynthesis protein CapD 33.69% 13 R.SSANPGGSIEIVER.G
R.NVLIYGAGTTGQR.L
R.LAASLSSEGGLR.V
R.FGNVLGSSGSVVPTFR.Q
R.LVPTLHDQSPATVPAPEHSTR.
R.LFADEAPDTIYHAAAYK.H
K.LSNVADAAAVER.L
K.LFEELLVGEESQPTAHPR.I
R.LGEWSSDDWPVLR.F
R.FFTDASTQMITFAAR.M
R.LQNELEAILDRLPDGIRPLLR.A
R.IFHSDDIESVLNQLGVTDIVLAMTQVGDER.R
K.HVPLLEENPLDGVANNIR.G

YP_616633 Sala_1587 NAD-dependent epimerase/dehydratase 15.16% 3 R.LFGWAPEIPFDR.A
K.LLADIGLAQLDR.E
R.TVSLRPPALIGPGVTAWFAALVK.A

YP_616634 Sala_1588 polysaccharide export protein 78.21% 18 R.DVLQVVPLLTTPIVVALQNN.
R.FSFPLAGVIQAAGK.T
R.GAYADPDIHANDVVVVGDSASR.R
R.AIATAEGTAEFAR.L
K.ETGSQFVTVEGQVR.K
K.TPAEVEQYLR.S
R.LDEVVVFR.T
R.RGAYADPDIHANDVVVVGDSASR.R
K.YAALFNLK.A
R.KPGLYPVVGK.M
R.LFRDVLQVVPLLTTPIVVALQNN.
R.DPQVTVNLK.E
R.AIATAEGTAEFARLDEVVVFR.T
R.VIPADSLPEPGGADTLSDERPYLIGPFDR.L
R.GAYADPDIHANDVVVVGDSASRR.L
R.EVQTDASGR.F
K.REVQTDASGR.F
K.LMQAHIRDPQVTVNLK.E

YP_616635 Sala_1589 metallophosphoesterase 26.67% 6 R.YGDYVFVHAGVR.D
R.LTFEELADVFSDAVPR.S
R.LTAIGLYGTDR.W
R.IGIDTGAYR.T
R.WIRDEFLSSK.R
R.ALSLPAHFDR.V

YP_616636 Sala_1590 UDP-N-acetylglucosamine 2-epimerase 59.63% 11 R.ETTERPEGIEAGTAR.L
K.AIAEAIAGIAARPDVAVIFPVHPNPHVR.S
R.SAMEPILGALPNVALIDPLDYPHFVR.L
R.LLALSTLVLTDSGGVQEEAPSLGKPVLVMR.E
R.LVTGLGEAFDAEKPDR.I
R.EMLDQVLEIAR.I
R.IVSEIFSLLDDEGAYNAMAR.A
R.ITPDIDLDVMTPDQSLDALLAR.L
R.IHVTGNTVIDALLATQAR.I
R.IEEEPSLAAGLDPLAR.R
K.VTGAVADLHFAPTETAAAALR.A

YP_616637 Sala_1591 UDP-glucose/GDP-mannose dehydrogenase 21.35% 6 K.VHIEEVDLDGLVQGVVSR.G
R.AIAPQLVPGNLVILESTSPVGTTEK.V
R.GLWPDQPSVGNTNRFTR.A
R.GDKIVYDTR.G
R.ESPAVEVAAALAR.R
K.HVVETVNSGK.V

YP_616638 Sala_1592 Phosphomannose isomerase-like protein 33.21% 5 R.LETIIVEKPWGR.T
R.ADAIALEPGAR.A
R.HAALDGTIVNMVDWR.A
R.GKEECWLVLNADPGAELGVGLNAPTTSEALR.H
R.ELHLDEGLAVAATKPVADPR.D

YP_616639 Sala_1593 Mannose-1-phosphate guanylyltransferase (GDP) 8.12% 2 R.IGEIIALDAADNYLR.A
R.NTAPAIALAALAAR.S

YP_616640 Sala_1594 20S proteasome, A and B subunits 40.43% 5 R.LHDGSVIGGFAGATADAFTLFER.L
R.RLHDGSVIGGFAGATADAFTLFER.L
R.ALADYEKDPEVLAK.K
R.NLEAMMIVADR.E
R.LHDGSVIGGFAGATADAFTLFERLEAK.L

YP_616641 Sala_1595 heat shock protein HslVU, ATPase subunit HslU 47.58% 17 R.VALADAEANGIVFLDEIDKIAVSDVR.G
R.VELGALTEEDFVR.I
R.DLLPLIEGTTVATK.Y
K.AGLPEQYVALLGTEGVTLNFAPDAIAR.V
R.QQLPAELRDEVTPK.N
R.QLADVVGDTDLSK.Y
K.FTEVGYVGR.D
K.LAAEVNEKVENIGAR.R
K.AIVAALDTHIIGQDAAK.R
R.RLQTIMER.L
R.DLVEEAVR.L
R.AAAEEAAMER.L
K.TDHILFIASGAFHVAKPSDLLPELQGR.L
K.AIVAALDTHIIGQDAAKR.A
R.VALADAEANGIVFLDEIDK.I
R.LPIRVELGALTEEDFVR.I
K.LAAEVNEK.V

YP_616642 Sala_1596 transcriptional regulator, XRE family 76.49% 14 R.AGSTGAPGAATPGRPQG.
R.TLDPGETYQVPPAYIEQFTLR.T
K.AGGASAGVAENAPVVLTGLSEVWIGFDDAEGK.T
R.FLSVEPDEALIAAQNR.D
R.DADASEAPESAASTVPAAK.A
R.ELEEDEYGSRPLYEAYEPTDPAR.L
R.EAAGLSLADVATR.T
R.DVGPVGPADTLVK.N
R.AVNLPEAEIGAAIR.R
K.SDFSELPGR.T
K.AGGASAGVAENAPVVLTGLSEVWIGFDDAEGKTQNWR.T
R.HLAAIEKSDFSELPGR.T
.MTDEDVAPQQGELAITR.T
K.NISLKPADLIAR.A

YP_616643 Sala_1597 hypothetical protein 61.98% 14 R.LADPAASEDTPTPASLAPTVK.A
R.ELDEVYGDKAPQDVR.T
R.VDALETQLQALTGQTEQNAFHLR.E
K.APAATAAVATPTTR.P
R.TVFPGGNPTFFEGEIAPDNTPGER.A
R.AYLDEGKPSLAAVAFYNNYK.D
K.APAATAAVATPTTRPASK.P
K.AVEVPATGNETKDAYDYGYR.L
K.AVEVPATGNETK.D
K.WPQSSYASFAQNLLGR.A
K.PGAKPAGPDAAR.L
R.APHSLMYMGVALDR.L
R.ANAPVIDLTAR.V
K.DAYDYGYR.L

YP_616645 Sala_1599 ATP-dependent metalloprotease FtsH 42.66% 23 R.YRDNQDEVFLGHSVSR.A
R.LVEEGEAVAR.K
R.LIASDEFEEAKDK.V
R.LAAALLEYETLSGEEAKR.V
K.GALLVGSPGTGK.T
R.LAAALLEYETLSGEEAK.R
R.RLVEEGEAVAR.K
R.KVLTDHIDELHR.L
R.GTPVSGHVGGLPQIK.R
R.IAEQLIYGEDELNTGASNDIQQATEMAR.A
R.AQNMSEETAK.L
K.EVILSEDRVTGTLSNGDR.F
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R.PFGDANPQGA.
R.VTGTLSNGDR.F
R.NAPCIVFIDEIDAVGR.H
R.GTPGFSGADLANLCNEAALLAAR.K
K.VLTDHIDELHR.L
R.VTFDDVAGIDEAREELEEIVEFLKDPTK.F
R.IAEQLIYGEDELNTGASNDIQQATEMAR.A
R.GAGLGNGNDER.E
R.FTANVVRDPDLLK.M
R.AMVMEYGMSEK.L
R.ALGVTWNLPER.D

YP_616647 Sala_1601 hypothetical protein 12.65% 2 R.RSEGVQIADVIANSLFNIAVK.S
R.TLLNPLLETR.A

YP_616648 Sala_1602 DNA-directed RNA polymerase, omega subunit 72.81% 7 K.VVIDDDDTPDEISSISR.S
K.DLHEALVGSLQK.V
R.EISGGSELTVDR.D
R.EIAEQTIRPK.D
R.SPAGGGGDFE.
R.LTAAAPPRSPAGGGGDFE.
K.VPNRFDLVLLSAHR.A

YP_616650 Sala_1604 Methyltransferase type 12 47.17% 5 R.VLRPGGAFLVYQFR.A
R.FIAVHGSAADVEDIVR.A
R.ARDFLAAHFAR.I
R.AHGFDHADYVLSGLPFSTLPAGVGPAIAAATHR.V
R.PVLEHLAGDATLIAIDTNEDFVDYLR.R

YP_616652 Sala_1606 AAA family ATPase, CDC48 subfamily 64.04% 38 R.LNLEDGTIPSEVLDELSVLR.A
K.AAPSILFIDEIDSIAPK.R
R.GSGTSGEPQVTER.V
R.AVAPTIIFIDELDSLVPAR.G
R.TTFGFVGADMAALTR.E
K.WYGESEQQIAR.L
R.VVAPYPEDEGLNVIR.L
R.TNLVVIAATNRPDAIDEALR.R
R.GVLLHGPPGTGK.T
R.LRDIFEAAAK.A
R.SFFGRPLVAGDTVATAGQQR.V
R.RTDVTYDDLGGLGETIDQLR.E
R.VVFAPAQENLR.L
R.LVAQLLTLMDGLEPR.T
R.GMPLGDDVDLDELAR.T
R.ASVTEAMEKDYEK.I
R.ANAGAGAGDMVVLSR.V
K.MPLAGDVDLALLAER.T
K.GFLLYGPPGTGK.T
R.FTGADLEDLSR.R
R.VSAGDMPPQLR.Q
R.WSDIGGLDAAR.D
R.TDVTYDDLGGLGETIDQLR.E
R.PLVAGDTVATAGQQR.V
R.LQGSANALKR.S
R.AVANESEAQFFLINGPEIMGSAYGESEKR.L
R.AEESGGGIAR.I
K.AMSVDPIGFFAPGMLKPVR.D
R.LDELIYVSVPDR.E
K.GVVTIDENTEVELLPEYQEPHDAR.R
R.SIGADTVTMADFEAALKDTR.A
R.SIGADTVTMADFEAALK.D
R.LDELIYVSVPDREGR.R
R.GQVHGEAEKR.L
R.EIVIGVPDEK.G
R.AAMAELGLSEGDVVQISGKR.D
R.AAMAELGLSEGDVVQISGK.R
K.SSDLLSK.W

YP_616653 Sala_1607 transcriptional regulator, LysR family 8.90% 2 R.LGDGIDAAIALAR.S
R.LHLNVLPLFAQQR.L

YP_616655 Sala_1609 putative secreted peptidyl prolyl cis-trans isomerase, cyclophilin type 51.19% 14 R.FEYLSTESASFAK.Y
R.IASELPAAAQPR.F
R.VVAGIEHLSSLPR.G
R.VQDNYVVQWGDATEK.K
R.NLSPDTGSGAELYTVIGHAPR.H
K.LAAAHWWDGTSINR.V
R.DPFAEETLVFR.G
R.VVIQLMPAPFSQGWIGNIR.K
R.VQDNYVVQWGDATEKK.A
R.GTGALGFYEEEAQRVPIASVR.I
R.GTGALGFYEEEAQR.V
R.ESEYEAPLDKYLQAALHTK.M
R.ESEYEAPLDK.Y
K.MKSEEAGLLAAFR.Q

YP_616656 Sala_1610 Pyruvate, phosphate dikinase 49.15% 38 R.TNAETPQDAR.V
K.TVVGLAEASGDPR.F
R.LLDPPLHEFLPTREEDFADVAAAAGVGIEALK.A
R.VFDTLETHYR.D
R.FGDAVDPLLVSVR.S
K.TGLDYVSASPYR.V
K.DQLWGAVGAVFASWESDR.A
R.VDPGALDQLLHPTLDPK.A
R.GDFAAIFGVMAGLPVTIR.L
R.LAAAQAALRK.
R.VETSPEDIHGMHAAK.G
R.EIAYLVGTMIELPR.A
R.GGMTSHAAVVAR.G
R.LAAAQAALR.K
R.AWYGEWLINAQGEDVVAGIR.T
K.GFYLDTEMAAEDWQALVK.Q
R.VSMPGMMDTVLNLGLNDK.T
R.LGVTYPEIYEMQAR.A
R.ANELHEFNPMLGHR.G
K.RFGDAVDPLLVSVR.S
K.MVHLFGGAVTTAER.S
R.TEHMFFDAAR.I
R.GKLWMLQTR.S
R.DMQDIEFTVER.G
R.DFGAEGIGLCR.T
K.GREIAYLVGTMIELPR.A
K.GLPASPGAASGK.I
K.GIFLTDPFVSLDVEGVGQLIEIAAER.G
K.AAAMGEAVILVR.V
R.TPQYLTK.A
R.FLTQYVDK.G
R.EMILADSEEGR.R
K.TGLDYVSASPYRVPIAR.L
K.QYQAIVER.E
K.LWMLQTR.S
K.IMFDADSAEK.A
K.GLPASPGAASGKIMFDADSAEK.A
K.AAAMGEAVILVR.V

YP_616657 Sala_1611 Glycine--tRNA ligase 58.37% 30 R.GGAAQVLEEGTPGLR.L
R.AGLGIIALTVR.S
R.HDLIDAVFALGGEDDLVR.L
R.FTGAVHGVADFSK.I
R.ATAEVLAEAIPAIVR.A
R.FDEAFLAVPPEVIQLTAR.V
R.AEGLPQAVADAIR.D
K.AAADAGLSLVEDEGLVIENAGLTEWPVPLLGR.F
R.FTDAMAALASLR.A
R.DLPDATAAVSEELKGPR.T
R.APIDAFFEGVMVNDPDEVVR.A
R.YFVDQDIVDEREYPDAYATK.D
R.TSAPPQALEGFLR.K
R.GDIGTWLAAAR.R
K.ADLVTEMVGEFPELQGLMGGYYAR.A
R.DSASSESLR.W
K.YFVVNDADGK.L
K.LGTVADKVER.V
K.DAAISAGLATVFMDEVRDFIADR.L
R.YFVDQDIVDER.E
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K.ALQAFMATEDGTNLLAGYK.R
R.EAGVRHDLIDAVFALGGEDDLVR.L
R.DGVWFAVIDKPGR.A
K.TGLTQDQLEDR.D
K.LAEWLANEGIVPNCDPALAR.Q
R.RYFVDQDIVDEREYPDAYATK.D
R.KTGLTQDQLEDR.D
R.DHYKPVGQGDDVPTAPVTVAVALADK.L
K.TGLTQDQLEDRDGVWFAVIDKPGR.A
K.QASVPAEAGTR.G

YP_616658 Sala_1612 Glycine--tRNA ligase 41.64% 8 R.FSDPVGDVPGVSYGDVFLENER.Q
R.SLGPEPWNVAYVQPSR.R
K.WNFEVADTDALFAGFK.A
R.VGAGTFHPATTLR.S
R.LAMYIQNVDNVYDLR.F
R.AIDAGVPLAAYDQAIEASHLFNLLQAR.G
K.KPLSFQDMILTLHAYWSAR.G
K.AWIDSQSER.W

YP_616661 Sala_1615 GumN 43.65% 8 R.ASGKPVAGFETLGEQLGFFDSLPEAQQIAFLNSVVK.D
K.LGYDPEQGAEK.Q
K.GDPDGLAVAMNESLAATPALAQTLLYDR.N
R.MEQPGTVFVAVGAGHLAGEK.S
R.GLTVTRVDY.
K.DLDKLGPTLDR.M
R.TMLPLAIDANGTTLTSR.L
K.SVQDYLKER.G

YP_616663 Sala_1617 ribosomal 5S rRNA E-loop binding protein Ctc/L25/TL5 83.02% 21 K.SSDGDTTKDEGEDAAEGGDEA.
K.GVESAITDRDFTIATIVAPSALK.S
K.DATVQVAVPVVFQNEEK.S
R.VPAVVYGGKEEPLMIHVEEK.L
K.RGGVLNIVR.H
K.DVAFHPVK.D
K.QLMTGHFMNSVVMIEVGGK.Q
R.TLPKDVAFHPVK.D
R.GGVLNIVR.H
K.GVESAITDR.D
R.VPAVVYGGK.E
R.DFTIATIVAPSALK.S
K.DEGEDAAEGGDEA.
K.DATVQVAVPVVFQNEEKSPGLK.R
K.EEPLMIHVEEK.L
K.DRPIHADFLR.I
R.VPAVVYGGKEEPLMIHVEEK.L
R.NGRVPAVVYGGK.E
R.IAKDATVQVAVPVVFQNEEK.S
K.DVAFHPVKDRPIHADFLR.I
K.QLMTGHFMNSVVMIEVGGK.Q

YP_616665 Sala_1619 short-chain dehydrogenase/reductase SDR 8.21% 2 K.GGQVFNISSQLGR.V
R.AVHPGTRPQEAINR.V

YP_616666 Sala_1620 Allergen V5/Tpx-1 related 15.67% 3 R.GAEEGEIDILTR.E
R.EGVVAVDEAIR.E
R.AAADHVAVQSR.S

YP_616667 Sala_1621 hypothetical protein 56.71% 13 K.IATSVLGQALDLLR.E
K.IIATQLAFVDIAGLVR.G
R.AWTVHQGATAPEAAGEIHSDFQK.G
R.AGYELLHLITFFTVGPR.E
K.GEGLGNQFLGNIR.E
R.AETIAYDDYVALGGEAR.A
K.VDPVADAETVETELLLADLESLEK.R
K.AAQGDKEAK.I
K.KIIATQLAFVDIAGLVR.G
R.LVEPGDDEEAR.V
R.EVDAIVHVLR.C
K.AYVVHDGDVMHFLHS.
K.AAAEGAQAVVVSAAIESELVTMDMADRLEFLAEMGLK.E

YP_616670 Sala_1624 hypothetical protein 12.24% 2 K.AQHGVQTTPQTFIDGVR.I
R.FATMFLNYDLLAR.R

YP_616671 Sala_1625 Twin-arginine translocation pathway signal 20.73% 8 K.IVNLDSWAGYEVAR.T
R.TAYAQTLLDIDQQAVR.S
R.ALFDLTDFR.T
R.YGDLMAMQLLDTR.Q
R.VGTDEWLAR.N
R.SVHAHLSSFDDHEIR.N
R.QDYLFDDGLPIRPVR.Q
R.EDLAFVYHYGDFIYEYR.Q

YP_616672 Sala_1626 DNA mismatch repair protein MutL 8.79% 3 R.TLSVAEMNALLR.Q
R.LVTDIADDLAGYDAALGLNER.L
R.AEVAATPPPAAEAHPLGIAR.G

YP_616673 Sala_1627 cell shape determining protein, MreB/Mrl family 53.74% 14 K.EISINQAQIAEALSEPIGTIVEGVR.I
R.HHNLLIGESTAER.I
R.GLAYTTSVR.A
R.RHHNLLIGESTAER.I
R.IPADGVGLTIHIK.G
K.GIVLNEPSVVAVETLNGIK.R
K.GIVLNEPSVVAVETLNGIKR.V
K.FNSQDMAIDLGTANTVVYVR.G
R.AGGDKMDEAIVSYVR.R
R.SPEIVICVPSGSTSVER.R
R.GKGIVLNEPSVVAVETLNGIK.R
R.DATGLPVTVADDPLTCVAIGTGR.A
K.VHGGKPNAFR.S
K.MDEAIVSYVR.R

YP_616674 Sala_1628 rod shape-determining protein MreC 39.33% 6 R.QLVATSSLQEENR.Q
R.IASQELAAPIAR.G
R.TLNIANNPFKPGDILVTSGTGGLYPPNIPVAIVVR.R
R.NLGVAAGQPVR.G
R.SVIGSISGIDDSVGAYVAAGSQNR.R
K.LQETDKTALANGYLLTSTSTSSR.R

YP_616676 Sala_1630 Peptidoglycan glycosyltransferase 6.92% 3 R.DLDTQPDVQGK.T
R.YATGIVIEHGMGGSR.A
R.QFTNEPLPFSAEALAVAR.A

YP_616680 Sala_1634 Enoyl-CoA hydratase/isomerase 9.77% 2 R.IGLVSEIVPLGELWPR.A
K.AIWQSLDLPR.S

YP_616683 Sala_1637 Acetyl-CoA C-acyltransferase 6.01% 2 R.AAVDALALVSQR.R
R.TVDDIIWSTSTQR.G

YP_616685 Sala_1639 ATPase associated with various cellular activities, AAA_5 32.03% 6 K.AQQGLYEYDAVAR.L
K.VAVNAATLLR.R
K.AFDAPLITWNIK.S
K.LPVLLIDEIDKADIEFPNDLLQELDR.M
K.LLLAEDMPLEVLQNR.D
R.FEGTSAYIATDDLK.V

YP_616687 Sala_1641 methyl-accepting chemotaxis sensory transducer 18.75% 4 R.SIGSLAAEAGGLVTEIQSGVEQSSR.A
R.LGTHVTNFAAVMEQVQQVSQSIESIAK.T
R.DNSSTLAGTR.D
R.AEAQFETITDALHDATHLVALLDDQSDR.I

YP_616691 Sala_1645 Twin-arginine translocation pathway signal 18.60% 5 K.SAAEIALMQIANDITLAAYR.H
R.EGEVAIVTPFFEEPSVR.E
R.KGQDVAFAAAK.L
K.WFSEPPPSIDRPFA.
K.AMPDATVVNGAPVVR.G

YP_616692 Sala_1646 Uncharacterized conserved protein UCP016719 27.61% 7 R.VWINPSPNAANVNMAR.A
R.VALLAHPASVTADLTHSLDALVAAGVK.V
R.GTTRPLELFGAPDIDAK.A
K.YEYTDDVLAIDVINGGPGLR.E
R.HFGLDVDYR.V
R.DIWFQPTFHK.H
K.VSAVFGPQHGVR.G

YP_616693 Sala_1647 hypothetical protein 12.23% 2 R.SDQLAPWEIAAER.S
K.LGLSAVIEER.D

YP_616694 Sala_1648 Excinuclease ABC, C subunit-like protein 26.50% 2 R.GDWDSISNLAK.G
K.KMALIRGDWDSISNLAKGKNGPSTGSGRTER.D

YP_616695 Sala_1649 tyrosyl-tRNA synthetase 72.27% 23 K.LFTDLPLAEIAR.L
R.IGGDLPHVAAPADGIGIVDALR.E
R.GVDAASTAAETATQTFEK.G
K.LGYIELLQEVGR.H
R.QFLVFGDGPTDAVMVDNQDWLGK.L
R.LEALEGAEINEAKK.I
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R.MDGADLYGLTTPLLTTAAGAK.M
R.IVPAGGDIAISLGAK.K
R.LEALEGAEINEAK.K
K.MLSDEVIAANIASIFSIFR.Q
K.TAAGAVWLNPEQLSHFDYWQYWR.N
R.LQQTGHKPIVLMGGGTTR.I
R.GYIHQMTDAEGLDALAAK.Q
R.LQMGGSDQWGNIVNGMELGR.R
R.RMDGADLYGLTTPLLTTAAGAK.M
R.NCDDRDVGK.F
R.MDGADLYGLTTPLLTTAAGAK.M
R.KMLSDEVIAANIASIFSIFR.Q
R.KLEEGAVR.V
R.IGGDLPHVAAPADGIGIVDALRELGFAASNK.E
R.GVDAASTAAETATQTFEKGR.I
K.QIVPGYIGFDATAPSLHVGSLVQIMMLR.R
K.KILANEATAMCR.G

YP_616696 Sala_1650 type IV pilus assembly PilZ 26.55% 2 K.TGVQFEKSISVEDYLPMIR.A
R.GLEPGDLIVFR.M

YP_616697 Sala_1651 DEAD/DEAH box helicase-like protein 9.84% 5 R.LVDVLFHLPTGLISR.I
R.LSQLAAIALDR.R
R.LPFGLTGAQER.V
R.GGGELLGLK.Q
R.AMLTAVEAGTQAALLAPTEILAR.Q

YP_616699 Sala_1653 transcription-repair coupling factor 34.92% 29 R.SAADILAAIASAAAPLTLAR.A
R.DHGVTSLVQVDTWQEALGSSSAR.V
R.YGGESDGVALDK.L
R.VDTVADQGEFAVR.G
R.QLATTLAAGQR.I
K.LYVPVENLDVLSR.Y
R.TYVAPWDPVVIR.E
R.AADGFLPLLLADLAR.A
K.LLGDLDTLGAGFQLASHDLDIR.G
R.LATLSALQAAPR.R
R.FGLAQLYQLR.G
R.EALSPVITIDAPILIPEDYVPDLPLR.M
K.AENAGAAPPR.E
R.IREIAGELLATAAQR.A
R.GGQSFFVTPR.I
R.GALVSFHGDQFANVPGLIAYVER.L
R.YEGLTSIPVGNSPHDCVALTYAGGDK.L
R.TIIASYSGGAR.E
R.SRDTPQESAAPTGVSTSLDTNGNK.G
R.RGELILTTVAAITQR.T
R.GGLLDLFPAGEETGLR.V
R.GAGNLVGDEQSGHIR.E
R.FAAIADYHANR.V
R.ELSVIQTPPVDR.L
R.EIAGELLATAAQR.A
R.AYAYLTTPDGGAITDTAEKR.L
R.AYAYLTTPDGGAITDTAEK.R
K.NLGLVIVDEEQR.F
K.LGGEAWQR.R

YP_616700 Sala_1654 diguanylate cyclase/phosphodiesterase 32.66% 7 R.LGEIGVATWQGFLK.S
R.ALGLLVVAEGIENER.Q
R.VSLNITAADLGDPEFAER.F
R.WQHPELGLLGAGPLVTAAR.A
R.INNSAGTAAGDAVLDEIGR.R
R.FLIVPATPLALGALR.A
K.VDPDRLTLELTEQAMLSDPASAAEHLAQIR.A

YP_616702 Sala_1656 NAD(+) kinase 27.73% 4 R.SRPLTLLFDPDQGLDER.I
R.LAAARPYLVHPLSGDIMTVSGER.H
R.HILPAINEISLLR.E
R.GTIGFLMNEFRVEGLLDR.L

YP_616703 Sala_1657 3,4-dihydroxy-2-butanone 4-phosphate synthase 37.37% 5 R.VAASPDASGDDLVSPGHIFPLIGAPGGVR.E
R.IDDLDAFIAR.H
R.GGDIDFALAAR.H
R.LGISLINPGADR.Q
R.EGVGTGISAADR.A

YP_616704 Sala_1658 NADPH-dependent FMN reductase 59.69% 6 K.NALDYLEDLAGDARPYLDGR.A
R.GPLHGPDDGAR.L
R.FQLELVADQLVSGASSFAAAR.K
R.AADGILIAAPGYHGTISGLVK.N
K.GAHVDVFGGSYLGALPHYR.G
R.AVGLIATAYGDQATMSTMQTLR.S

YP_616706 Sala_1660 Alkanesulfonate monooxygenase 41.99% 9 R.SAADGDGFVEENLWTGIGR.A
R.AYQAEGIEAFILSGYPHAQEADLFAR.H
K.LDEATGAAIR.E
R.ILGPNAAGTGGR.L
R.HVLPHIAHAPLEL.
R.AEEGGFDNILLPSGYQLGLDTTVFAAAVATEVRR.M
R.AEEGGFDNILLPSGYQLGLDTTVFAAAVATEVR.R
R.TLLNGEALDHDGEFYQLK.L
R.LNVNIISSDMPGQQLAGGPR.Y

YP_616707 Sala_1661 aldo/keto reductase 51.97% 9 K.LVATQPEISPLR.I
R.SLGVSNFTIAQTDALNGFLGSK.L
R.VAAAQNVSR.E
R.SEWYDVLVAAR.G
R.EIAAYSWLMAHPAGIVPIVGSQR.A
K.GGIRPPLPYDQSPEYLGEAIHASLR.R
R.AMAIGLVPLAWSPLGGGR.L
R.PLGNSGMSVSSIAWGMWR.F
R.IDLWQIHRPDILAHPQEVAR.T

YP_616708 Sala_1662 transcriptional regulator, LacI family 11.28% 2 R.LLAQPVDVADPGVGDQVR.G
R.GIELPSELSVAGFDDTTLSR.T

YP_616710 Sala_1664 TonB-dependent receptor 33.75% 17 R.FINHNLVTQTR.D
R.YTWDDLSFTHIR.A
R.FNPNPLTNAPDAR.D
R.EGDFLPRAIVGTAELHDDGLVK.T
K.VPIAITAVSGDRLEATGTTSLEGITR.L
K.SEGFEADLTAVPVDGLTLR.G
K.NASAGLVNIVSK.G
K.GPAFNVFFNHTAPTNAVPIDEETSDAFEIGLK.S
R.GPQGTLFGKNASAGLVNIVSK.G
R.FNDLIALTGGLR.Y
R.ASVAGPLGGDWSGR.V
R.APGVNASTGLPATGPGISGNPAGGTVASGGTGLNTSSGSSSNGNLSGK.A
R.AIVGTAELHDDGLVK.T
K.VEENVQK.V
K.TQQFSVEAR.I
K.GTTSANSAIVMR.G
K.GGTDQLEAEAK.A

YP_616714 Sala_1668 oxygen-independent coproporphyrinogen III oxidase 23.57% 7 R.IAFGGGSPNAIAPVELVR.L
R.YGIVEWAGNDLVIRDDGLPYAR.H
R.YGIVEWAGNDLVIR.D
R.VSLGVQTFAPHVQQAIGR.I
R.TSVGPALQSAVR.A
R.NFQGFTEDMAPVLLGFGASAISR.F
R.HVAAQFDSAR.G

YP_616715 Sala_1669 cytochrome oxidase maturation protein, cbb3-type 45.10% 2 R.IFVEEEEERAP.
K.GQFDDLDGAALR.I

YP_616716 Sala_1670 Heavy metal translocating P-type ATPase 14.20% 6 R.LAADGVVVAGESR.F
R.VHAGTLNLDAPIR.V
R.VTAAGADTAIADIAR.L
R.FDLSLLTGESAPVAAQVDDR.V
R.WVDATALEPGMEMLVAAGER.L
R.LAEVDLALVDK.T

YP_616718 Sala_1672 4Fe-4S ferredoxin, iron-sulfur binding 8.25% 3 R.GDSDIIQFDRPGSGQ.
R.TVSLTLAPDSVTR.V
R.LFIAAPGTGPAR.Q

YP_616719 Sala_1673 cytochrome c oxidase, cbb3-type, subunit III 51.47% 10 K.GLVPATGGQGTDGQR.
R.ASLTASVNQPR.N
R.DGILDAQQVADVVSHVR.T
R.APVMSAIAATPLAALPGKPELMQAAVQGGASAFR.V
K.RIDEATGTR.T
K.LTDAIWLYGGDR.A
K.MLSAYVYSLGGGEK.G
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R.TVGHEWDGIEELDTPMPR.W
R.IDPVTIKMLSAYVYSLGGGEK.G
R.GAALFEANCAVCHGAEGEGDR.A

YP_616721 Sala_1675 cytochrome c oxidase, cbb3-type, subunit II 46.06% 8 R.AQADPEAGAGDLQQR.Y
K.VEGMRPYTPLELAGR.N
R.SVVPESIMPPYAFLAER.D
R.DLEAGNMANDLTALYR.V
R.AQADPEAGAGDLQQRYPK.A
R.YGHYSLAAESMYDHPFQWGSK.R
R.VTEMDALIAYLQMLGTLVDVER.A
R.AGETEAGR.

YP_616723 Sala_1677 OmpW 91.03% 19 R.GGLAGAGLVSDANIVPATLTLK.Y
R.HKLDPWVVSAGAAFR.F
K.EGGIQPYVGAGPSYFIFIDEKPGATAVALGATR.Q
R.WFAGPTEVLR.T
K.LDPWVVSAGAAFR.F
K.LDLIGLPAGTQTK.A
K.IDDVKLDLIGLPAGTQTK.A
K.LLATYVAPDGK.I
K.ADDNVVPTVAIEYFVADNISLETIAGVTQHDVVGR.G
K.LLATYVAPDGKIDDVK.L
R.GLAVTFDAK.R
R.GLAVTFDAKR.Y
K.LDPWVVSAGAAFRF.
R.QKMNDTLGFALQAGIDVPVNDR.G
R.QKMNDTLGFALQAGIDVPVNDR.G
K.MNDTLGFALQAGIDVPVNDR.G
K.LLATYVAPDGKIDDVKLDLIGLPAGTQTK.A
R.FKLLATYVAPDGK.I
K.MNDTLGFALQAGIDVPVNDR.G

YP_616724 Sala_1678 transcriptional regulator, Crp/Fnr family 14.35% 2 R.AGQTLLWEGDGAPVVANVLEGVLK.L
R.GAFELPFGR.Q

YP_616725 Sala_1679 UspA 57.62% 17 K.EQLAQAQIADAELEKR.L
R.FMLDVAPAPLLLVH.
R.VAGEIGAGLIVMGAFGR.T
R.LRETLFGGVTR.F
R.AVTLVTVGDDDGRVAAEDALR.Y
R.AVTLVTVGDDDGR.V
R.IESALTIGR.R
K.GMDAPEEVLVR.V
K.EQLAQAQIADAELEK.R
R.HGVHGELR.H
K.NILIHAADDMGMATR.I
R.VAAEDALR.Y
R.HGVHGELRHEAK.G
R.FMLDVAPAPLLLVH.
K.GMDAPEEVLVR.V
R.FGAHLSFLISSPYQQFIAADPFGGVYLAK.E
R.ETLFGGVTR.F

YP_616733 Sala_1687 formiminoglutamate deiminase 7.13% 2 R.FLNDIDGFATLLDAAR.A
R.IAAIETGVAANAGDER.H

YP_616735 Sala_1689 histidine ammonia-lyase 35.76% 11 R.NIVLSHAAGTGAPSPTPVVR.L
K.EGLALLNGTQFSTANALAGLFR.A
R.IASDDLATLQR.N
K.IDVGGAIMPAAEALAQAELTPLELGPK.E
K.GDPVYGINTGFGK.L
R.SALITGALSTEAAK.G
K.LASFGVGASGVR.R
R.PGLNSGFMIPQVTAAALVSENK.Q
R.IAMLVDPALSGLPAFLTPR.P
R.ETAAMLEAMLAR.G
K.SSDALEAAHR.H

YP_616737 Sala_1691 urocanate hydratase 12.66% 4 R.DHLDSGSVASPNR.E
R.VIRPATGPEISAK.S
R.RLEGDETLLIQSGKPVGVFR.T
K.DEGVENAFDFPGFVPAYVRPLFCR.G

YP_616738 Sala_1692 acyl-CoA dehydrogenase-like protein 32.04% 5 R.LQAFGVTEPTAGTDTTR.I
R.TLTEAGFLSVLIPEQYGGSGLGLGAATAVLEEIHR.S
R.TMLNHATTELFFDDLEVPAANLIGEEGR.G
R.SVFGRPIGENQGIQFPIAR.A
R.LYQVAPISTNLILSHVATHALGLPK.S

YP_616739 Sala_1693 hypothetical protein 24.10% 4 R.EAASAAPVPAATPPAAAAPEPADTVR.S
R.IDFLSPIPIGAALTR.V
R.DGHGLLPPVPLPR.R
R.RGASGDLLFVTLR.H

YP_616740 Sala_1694 hypothetical protein 87.55% 20 K.SASADAVVVTTPAGEDVSLPR.S
K.AQVVAAVDQAAAANEAK.L
K.TAAAADDAAVAAALVAGAEVR.S
K.LIAADGVVLTTPAGEVK.L
K.QIALPSASFGMLEQGPTIGATK.A
K.LTAALVPGADVR.G
K.VFDSEGAELGTVTSVQGPNVVVDLGDSK.Q
R.SAFLMSPEGLAAAYTAEQFAAAVAQATGSQPTS.
K.LIAADGVVLTTPAGEVKLPR.T
R.TAFFMGSAGLQTSFTPEQFAAAMK.E
R.GVNGEAVLGK.V
K.VKLIAADGVVLTTPAGEVK.L
K.VKSASADAVVVTTPAGEDVSLPR.S
R.TAFFMGSAGLQTSFTPEQFAAAMK.E
R.TAFFMGSAGLQTSFTPEQFAAAMK.E
R.SAFLMSPEGLAAAYTAEQFAAAVAQATGSQPTS.
K.QIALPSASFGMLEQGPTIGATK.A
R.TAFFMGSAGLQTSFTPEQFAAAMKEVK.T
R.TAFFMGSAGLQTSFTPEQFAAAMKEVK.T
R.TAFFMGSAGLQTSFTPEQFAAAMK.E

YP_616742 Sala_1696 transcriptional regulator, TetR family 22.28% 4 R.LGALQAQAWLK.A
R.DVGVSATALYR.H
K.AAGAYHHGDLR.A
R.LAEGDGGELGLR.A

YP_616744 Sala_1698 Carotenoid oxygenase 10.63% 4 R.HDLETGTTAIHDFGSGR.H
R.SAEWALADTR.L
R.NDAPNTNVVGLAGR.T
R.IEGGQAVWYR.N

YP_616746 Sala_1700 ribosomal protein L7/L12 60.00% 8 K.IVEDLSALTVLEAAELSK.L
R.AITGLGLGEAK.A
K.KLEAAGATVELK.
R.AITGLGLGEAKALVEGAPK.A
K.LEAAGATVELK.
K.EGASKAEAEELK.K
K.DEFDVILTGDGGNK.I
K.ALVEGAPK.A

YP_616747 Sala_1701 ribosomal protein L10 82.46% 11 K.IALDGTSYTGIGELLTGPTAIASSTDPVAAAK.I
R.NLGLTVAQSTVLR.Q
K.VAQIAAAPAGQLAR.V
K.LVGLLQAPATK.V
K.ALASLPSLDELRGK.L
K.AEAVSSLNATLSNAASVVIVR.N
K.ALASLPSLDELR.G
R.AEKAEAVSSLNATLSNAASVVIVR.N
R.GKLVGLLQAPATK.V
K.TNDKLEIVGGGMGDVILDVEGVK.A
R.VFGAYGAK.E

YP_616750 Sala_1704 amino acid permease-associated region 4.95% 2 R.FANSPEPLALILR.E
R.DGLLPASLAR.L

YP_616751 Sala_1705 Small GTP-binding protein domain 75.57% 15 K.GHEFVIADIPGLIEGAAEGAGVGDR.F
R.VLLHLVDANDADVATSYR.V
R.TGAGGPDLVIQVPVGTQILADDEERTLLADLTK.A
K.STFINAVTNAQAK.V
R.EKYIEYGGPDGGNGGK.G
K.LLADAGLVGLPNAGK.S
K.VGAYAFTTLRPQLGVVSHK.G
K.YIEYGGPDGGNGGK.G
K.IDTLDDELIAALSAELEAESGHPVMALSGASGAGIEPVLDK.L
K.SGDGGPGAVSFR.R
K.LLEAIGQPEPGPDADEEEKGGDWSPI.
R.VVRDELEAYGADLIDKPVIVALNK.I
R.TGAGGPDLVIQVPVGTQILADDEER.T
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R.LKLLADAGLVGLPNAGK.S
K.GGDIVFEAVAGLNTLIDFR.Y

YP_616753 Sala_1707 DNA replication and repair protein RecF 15.72% 2 R.LDTLAALSAELAGQPDAPFARPLLTLVDSEGAER.S
R.NHAGADLAAAPGLVALHGDNGAGK.T

YP_616755 Sala_1709 Alcohol dehydrogenase GroES-like protein 21.90% 6 K.LLAAPINPSDLGLLFGGADMSTAR.A
R.VVDELTTTFK.S
R.SDAQVALLK.G
K.SHYSHEISLTEALDVETAQAYNAKR.T
K.LAGQILTAMEAAAVR.R

YP_616757 Sala_1711 transcriptional regulator, XRE family 50.00% 6 R.RIEGDWASALNR.D
R.LPQDAQLTITALLGADGAHAPTR.T
R.QQVVSNPPWAAVAVR.L
K.GLTLEEVAQR.C
R.IAAALDVDAAELVR.L
R.LLNVDGEKLHLLPLGAGLR.Q

YP_616758 Sala_1712 glycosyl transferase, group 1 12.89% 2 R.TPGAIAEAVQEILAAPPSPTDVAASLDGR.F
R.DREFDVIDAQFFYPDGPAAMR.V

YP_616759 Sala_1713 SecF protein 28.44% 8 K.VGAIGLGEATIQQFGSDK.A
R.TALPEGDKAAAER.A
R.LVAGIADAFPTAK.T
R.TTAVTEGAER.V
K.TGSVETVSGK.V
R.GLNLGVDFVGGQSVR.V
K.VGPHSFVPR.T
K.VGAIGLGEATIQQFGSDKAVSIR.T

YP_616760 Sala_1714 protein-export membrane protein SecD 35.94% 18 R.LFSETQGAGLTGQR.D
R.GQSGPDDDIAIGELSTTGGR.I
R.DWNIDVVDSTR.I
K.AFESLPGFAQAK.V
R.VFQAVELGYSEASR.A
R.IVVQVPGLQDPAALK.E
R.VPVGSEIVPYAEGEGNGAAFEVLR.R
R.MVDANADPAEAAAGR.V
R.VPVGSEIVPYAEGEGNGAAFEVLRR.Q
R.TVTPELGADSIR.K
R.RVFQAVELGYSEASR.A
R.MVDANADPAEAAAGR.V
R.IVVQVPGLQDPAALKELIGK.T
R.IVMSPTSAGQTQAVANAMDTAR.D
R.FDSAGSSTFAK.V
R.VNALGTREPTIIR.E
R.TVTPELGADSIRK.G
R.ERLFSETQGAGLTGQR.D

YP_616761 Sala_1715 preprotein translocase, YajC subunit 29.78% 5 K.ATLADVLQPGGKPAND.
R.DQVVTGGGIVGK.V
R.VDDDYADVEIAQGVK.V
K.VTRVDDDYADVEIAQGVK.V
K.IAAVKPR.D

YP_616762 Sala_1716 Alcohol dehydrogenase, zinc-binding 12.31% 2 R.LYAPDAVIDGAPGFR.E
K.ALTGGQGADVIVDPVGGDIFDESTR.C

YP_616765 Sala_1719 hypothetical protein 30.43% 3 R.LIAAPLVDVFAAFTSADTLAR.W
K.DHVAGLNSSLANLAR.V
R.LRLTFDDPEVETK.S

YP_616766 Sala_1720 alanyl-tRNA synthetase 61.65% 47 R.VAAVLQGVHDNYDTDTFK.A
K.IVSESAVSSGVR.R
R.RIEALTGEAAR.Q
K.HNDLDNVGYTAR.H
K.ALTAAEIADIEADVNAQIR.G
K.LYDTYGFPYDLTEDALR.S
R.ASSFLVADGVLPSNEGR.G
K.RPYSTAASSQK.C
K.ASVSDTGKPLGR.L
R.LLPSLTAEMGAAYPELIR.A
K.ALALGGSGGDGGAAAGPAVEQVGDVAFLAQVVDGLDPK.E
R.VAQLAEQLK.K
R.LMTPDDAIAAGALALFGEK.Y
R.LGGHVTQK.G
R.ANHSATHLLHAALR.N
R.ALGDIALFK.I
R.AQPLIAETLEREEVK.F
R.GDTLVGDVAFK.L
R.VAQLAEQLKK.A
R.AGFDAAMAQQK.A
K.AAVVALGGQGGGGRPDMAQGGGPNGGAANDAVAAVK.A
R.ASVAVGVTDDKTGHHSAVDLVK.A
K.VGDTVQLTVDAER.R
K.QVGSGVAMLVAVNDGR.A
K.EQAIHHAWTLITQTWGLAPEK.L
R.VDLPRPSIDTGMGLER.V
R.LLDEATADMGR.G
R.IEALTGEAAR.Q
R.AQPLIAETLER.E
K.LTATVYHTDDEAFDLWK.K
R.VDLPRPSIDTGMGLER.V
R.QWLNGRDEALK.A
R.LLPSLTAEMGAAYPELIR.A
R.HAHLLGAK.D
R.GGPPGSPEEDGDR.F
R.AGFDAAMAQQK.A
R.AGDEVIVLTNQTPFYGESGGQMGDAGMIATLEGAK.A
K.LTATVYHTDDEAFDLWKK.I
K.ADDRNYSVELCGGTHVR.A
K.AAVVALGGQGGGGRPDMAQGGGPNGGAANDAVAAVK.A
R.NYSVELCGGTHVR.A
R.LMTPDDAIAAGALALFGEK.Y
R.FRFDFSHPK.A
R.ELADAKK.A
R.DGQPVEEAR.A
R.ASVAVGVTDDK.T
K.KALALGGSGGDGGAAAGPAVEQVGDVAFLAQVVDGLDPK.E

YP_616767 Sala_1721 hypothetical protein 13.61% 2 R.LSFQAANPR.L
R.TDTSEVPPELIEEGVPK.A

YP_616768 Sala_1722 glutathione S-transferase-like protein 69.23% 12 R.LGEAAAPLEPR.I
R.ILWLLEEIGAPYEIR.F
R.FYDRDPVTNLAPPELVAVHPLGK.S
R.INQQLDAHFSYMESR.I
R.GTDDHVSHLEWLHFAEGSAMTPILLR.I
R.AKGGAYYGY.
R.HGGGHLVPER.G
K.SPVLEDGGR.V
R.VVIESGAITEYLCER.H
R.INQQLDAHFSYMESR.I
R.GTDDHVSHLEWLHFAEGSAMTPILLR.I
K.LAAFVNACHAR.P

YP_616771 Sala_1725 recA protein 57.78% 15 R.SNAIDVLVVDSVAALVPR.A
K.IGGTAAFVDAEHALDPVYAR.K
K.ALDAALAQIDR.A
K.IGVMYGNPETTTGGNALK.F
R.KLGVDIDELIVSQPDTGEQALEIVDTLVR.S
K.NGDEIVGNTTR.V
R.VIEIYGPESSGK.T
K.IGEILDIGVK.A
K.SGAWFSYDSIR.I
K.TFLKENPELMGR.L
K.LGVDIDELIVSQPDTGEQALEIVDTLVR.S
R.GRVIEIYGPESSGK.T
R.GRTDAVAEEMMAGPDDDVGGDAI.
R.AEIEGEMGDSHVGLQAR.L
K.QVEFDIMYGQGISK.I

YP_616773 Sala_1727 periplasmic sensor hybrid histidine kinase 24.72% 13 R.ADPGQLEQVIINLAVNAR.D
R.VAGDAPAAPQPPAKPK.K
R.HTPGDSDYDDIQQIR.S
R.FDLVAELTR.H
R.AGYTVVTAAQGEEGLER.F
R.TGQAEDYLVWR.F
R.RPGLPVLFMSGYAEEQLR.Q
R.QSIDIDNVSFLPKPFSVAQLAEATSAALDEAAHR.G
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R.LAGQSGDPVSMR.V
R.IDDGGALYFAR.E
R.GLGEAAVLLSLK.D
R.AANEAFLLR.A
K.GTGLGLSTVYGIIK.Q

YP_616774 Sala_1728 Endothelin-converting enzyme 1 62.24% 39 K.AFQVKPGQTLYLAPEER.V
R.GIGVNEESLLVSQPSAFTGEAK.L
K.LADWWTPADVAAFEAAGK.A
K.GLSPIEPWLNQIR.S
R.SNQFAHDDNISR.L
R.SLDGFSDVLPDAIAR.E
K.LIADAPIGVIR.D
R.ITTDPHSPSIQR.T
K.SVQPGDDFYAYANGSWAR.N
K.MTIAELAAAAPGFDWATFLR.G
R.AYSAFLDAATVEAK.G
K.SNFGMFTVLADLSQSR.T
K.EAPVIDGLTGDQR.F
K.ADDLFGNALR.S
K.QIATVHWDKNDSSDATK.V
R.AVDFTTNNMGEAVGQDYVAK.Y
R.NYREQNLSQR.I
R.FFLGWAQVWR.R
K.HLENVLTLAGEANAAAR.A
R.EAFAFYGTALSGTPQMQER.W
K.ALIAQYDAYEVLPGEK.L
R.TQEILEAAK.A
R.NTPIPADKSNFGMFTVLADLSQSR.T
K.YDETGKLADWWTPADVAAFEAAGK.A
R.IDGLSWMQPETK.V
K.LDGTFTLGENIGDLAGLTVAYDAYKK.S
K.LDGTFTLGENIGDLAGLTVAYDAYK.K
R.AVDFTTNNMGEAVGQDYVAK.Y
K.MTIAELAAAAPGFDWATFLR.G
K.LEIKADDLFGNALR.S
K.AIYDFEK.Q
R.SVDKAGLAK.L
R.GIGVNEESLLVSQPSAFTGEAKLIADAPIGVIR.D
R.EQNLSQR.I
R.DFYLKDNER.N
K.SNFGMFTVLADLSQSR.T
K.PGQTLYLAPEER.V
K.NVLAAMGDR.I
K.AAMDQLVK.N

YP_616775 Sala_1729 hypothetical protein 11.76% 2 R.NSPTREELLASR.F
R.DQRHEASTSDTAAG.

YP_616776 Sala_1730 SsrA-binding protein 16.15% 2 R.QGMTLVPLSVYFNSR.G
R.EINKLHAGVAR.Q

YP_616777 Sala_1731 dihydrodipicolinate synthase 44.33% 9 K.ALADASDLPIVVYNVPGR.T
R.DGAFDAPTFAR.L
R.AVVDAALASAGVI.
R.VHDWFSPEVR.L
R.LPIIPASGASR.A
K.LAEIPTVVAVK.D
R.VPVIAGCGSNDTATAIR.H
R.HAQASGADAALIVAPYYNRPSQEGMIAHFK.A
K.DASGDLAR.V

YP_616778 Sala_1732 Lytic transglycosylase, catalytic 49.48% 22 R.PAPNPTIEVSADEQR.A
R.LTANSGASFDQLSR.F
R.VLENAVVYDTLR.D
K.AIALDSFDPAR.T
R.SLAQAPTDAEEWLETLLTNAR.L
R.RQEAHAAVR.R
R.APLSFYLGK.R
R.YYGGSYPLAVAAYNAGPGNVNK.W
R.TGAIDILDWIEAIPIFETR.N
R.SGAVDAALQASAVESANPSIVR.T
R.LAESSGDKLSAFNIAR.Q
K.ASTPADHVLAGK.L
R.VPAGHEGNWTFIHAITR.Q
R.VLGMFPGALTLADHDAR.M
R.SAQANSLDAVEVSGFPTVR.V
R.QLDDAFPPGTVIR.E
R.ETPLGVRDDYTSLAWLAGQLAFR.D
R.DAANAHFADAAQHYDQFYGQLALER.L
R.AWTSGPLDDYETSR.V
R.ALGEIGAWR.E
R.AALAAGDRDAANAHFADAAQHYDQFYGQLALER.L
R.AAISHAGAR.G

YP_616779 Sala_1733 transcription elongation factor GreB 31.25% 4 R.SENGDYIYGR.K
R.TVTLVGDDEAEAGSGR.I
R.AEYDALLGDER.P
K.TNIISPAGFAALR.A

YP_616780 Sala_1734 peptidase C14, caspase catalytic subunit p20 8.77% 3 R.SQALYAEAAEK.G
R.LGIEDEPLLIADVLSR.H
K.GRPALDFAPVGSPVSPFAAAVVK.E

YP_616781 Sala_1735 N-acetylmuramyl-L-alanine amidase, negative regulator of AmpC, AmpD 32.31% 5 K.LTDPLWTDAGFLLALER.F
R.AILLALLLPQPEGN.
R.GNVVGHSDIAPTR.K
R.KQDPGELFPWEELAR.R
K.TGAEAIDRLADPDAR.V

YP_616786 Sala_1740 CheA signal transduction histidine kinases 5.70% 3 R.VPLPLLDSVMTGVTDIVLAR.N
R.AAGQYFAIPR.G
R.AADAALVSGVLAVIDR.L

YP_616787 Sala_1741 hypothetical protein 53.74% 9 R.ETPTSLLVGAVLR.A
R.TAPAVLVQAVAR.Q
R.LAFGSAGGFGELVPPEEAK.S
R.IFLDADVER.I
K.SAIEGIIGDR.A
R.ILAEGEAASPMTSR.T
R.LCHDLLSPVGAFANGLELLADEKDPEMR.A
R.ILAEGEAASPMTSR.T
R.CIELLEQSAR.T

YP_616788 Sala_1742 Pseudouridine synthase, RluD 15.16% 4 R.IDKDTSGLIVAAK.H
R.ALAEALPNLSR.E
R.VVDAHGAILWDPAAK.A
R.QALHAAHLGFIHPVTGNR.I

YP_616789 Sala_1743 RNA polymerase sigma factor RpoH 61.00% 15 R.GYGLPVSELISEGNIGLMQGVK.K
K.SNVPAVVPALGGEASLNR.Y
K.TLEDLSQLYDVSR.E
R.ASIQEFILR.S
R.FQEHGDNEAAAQLVTSHLR.L
R.HDLLTEALETLNERER.H
R.HDLLTEALETLNER.E
R.DVRHDLLTEALETLNER.E
K.NNLEAFEDGDLSPEHVAK.I
R.KFPLLTPEQEYMLAK.R
K.RFQEHGDNEAAAQLVTSHLR.L
R.LATYAMWWIR.A
R.MKNNLEAFEDGDLSPEHVAK.I
R.LTDDPKTLEDLSQLYDVSR.E
K.IATDLGVTEDEVVSMNR.R

YP_616792 Sala_1746 hypothetical protein 25.35% 5 R.SLATDAADAAK.S
K.ASEAIEAATDKK.D
K.IAEATGFGLAFGNVTTMGR.A
K.ASEAIEAATDK.K
K.DGDGPGGEPPKA.

YP_616794 Sala_1748 heat shock protein DnaJ-like protein 37.57% 5 R.AQHYAWGGAGDGSR.S
R.GWDYFAGLSAEDAAAR.A
R.AAEEAQGAR.S
R.FAAGQAAFEVLK.Q
R.ALEILGLDPDADFDATK.K

YP_616795 Sala_1749 protein of unknown function DUF344 44.49% 8 R.YDGDYAAALAALDER.L
R.LQAAHIVHAQR.S
K.LFVHVTQEEQDKR.F
R.YFEVWPIGAPTDEEK.A
R.SVIMVEGWDAAGK.G
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R.KAYDEINEFEAQLTGSATHLVK.L
R.IAALTHIVETLEAAVPMTPPERDPAVVK.L
K.AYDEINEFEAQLTGSATHLVK.L

YP_616797 Sala_1751 aspartyl-tRNA synthetase 68.50% 37 R.SAETVNANLPTGAIEVR.A
R.FADIVAAGDVVR.A
R.DHYGLTQIVVDSSDAAFATLDGLR.A
K.YGAPPHGGSAPGVDR.I
R.NPLIISDVSAHFTGSGFGR.F
R.KGGEWGGPIAK.N
R.DHGGLLFVDLR.D
K.MDALAADLGLGPDDGLFFAAGR.E
R.IVMLLADEPNIR.E
R.AESVVTITGDVVAR.S
K.QLLMVAGFDR.Y
K.FYALPQAPQMFK.Q
R.KFFDDMNSWAQGEGFAGLGYATR.K
R.MVEQGFTEYQTPILTASSPEGAR.D
K.YGNDKPDLR.N
K.AEDLMMGAPAPVSEK.Q
R.EVAVQSAAAELPMPVAGEQEYPEDIR.L
K.FFDDMNSWAQGEGFAGLGYATR.K
R.VAEQLGLIDPNR.F
K.AFEIAGYSQAEVDANFAGMINAFK.Y
R.EVVVFPMNQK.A
R.AEHVGQTVR.L
R.YFQIAPCFRDEDAR.A
R.RMVEQGFTEYQTPILTASSPEGAR.D
R.NHRPDIMYK.A
R.MVEQGFTEYQTPILTASSPEGAR.D
R.IVMLLADEPNIR.E
R.EVAVQSAAAELPMPVAGEQEYPEDIRLK.Y
R.EAQAAKLAGLAR.T
R.AREVAVQSAAAELPMPVAGEQEYPEDIR.L
K.SVTPAGSFPR.I
K.MDALAADLGLGPDDGLFFAAGR.E
K.FYALPQAPQMFK.Q
K.AEDLMMGAPAPVSEK.Q
R.SNVIASLR.R
R.ERLHANIMLR.S
K.AEDLMMGAPAPVSEK.Q

YP_616798 Sala_1752 ribonuclease D 14.94% 4 R.SDDLEALAAGSR.K
R.YEVFGHAALDLVEGR.M
R.QIDYAIGDVTHLAK.I
K.VFHAGGQDVEIIFNLTGK.T

YP_616799 Sala_1753 Ppx/GppA phosphatase 16.43% 5 R.LAASLLSDVAWSANPDFR.A
R.SAVIDIGSNSVR.L
R.DAENGPGFIAAAAEAGLSIR.L
R.AITEWIAPLFVGEAPADSR.V
R.EGLLYQALDPATR.A

YP_616800 Sala_1754 Polyphosphate kinase 47.78% 27 K.IGGFIGLAALSALVDVDRPDLK.F
K.GQQLQGIDDPSADGR.S
R.IYTDLSFFTADPR.A
R.LVDQQQSEWQR.L
K.ARFDEEQNLLWANQLER.A
R.QYFIDQIFPILTPQVLDPAHPFPFIPNR.G
R.QLAEQGIVVHGAGSDKEALR.T
R.SPGQQLAEIEAEVNR.L
R.ELSWLAFNR.R
R.AENDQETGFPSFGPER.F
R.GLGVIFDLQR.R
R.FDEEQNLLWANQLER.A
R.DSDIELEEEAEDLVR.L
R.ASGDTVLELVMIPASLPR.F
R.AGVQVVYGFIEWK.T
R.VWAFANGAALPHR.A
R.FLSISGSNLDEFFMVR.V
R.SKDIVVHHPYESFDVVLSFLR.Q
R.RASGDTVLELVMIPASLPR.F
R.QDVPTLAYDLRED.
R.LYISSADWMPR.N
R.IIRDSDIELEEEAEDLVR.L
R.ALIEAAEAGK.S
K.MNSIVDPDIIDKLYEASAAGVPIELIVR.G
K.LYEASAAGVPIELIVR.G
K.IGGFIGLAALSALVDVDRPDLKFPAYSPR.F
K.GQQLQGIDDPSADGRSPGQQLAEIEAEVNR.L

YP_616801 Sala_1755 ATPase involved in DNA replication initiation 40.00% 5 R.APSGQIALPLDWSAGGANDGPLVIGTSNADAVR.Y
R.DLIEALFAQR.G
R.GVALAPGVASYIVPR.M
R.IVAALDAASLEQGR.R
R.ETLLSQGLIDPDLLER.Q

YP_616802 Sala_1756 hypothetical protein 45.75% 12 R.SPPLLVIPVYSVDGIQQVFEQR.S
R.AWAEYNTGQSAIDYVR.T
R.VILDQYGAADVLIPIAR.V
R.GFTVQEGGGQLR.I
R.IYTEALEAGVLR.T
R.IDVTGDNADDAR.T
R.TAGTGADTLLLNPGQIGR.R
R.GITPINSSGDFLASGIR.I
R.LNGTDGPALSDSVLDGIVTAIVVEEEQIGPR.R
.MISAAFPRFAPSLSLR.A
R.VEYSYPGGPIR.G
R.AGQILGVSGR.T

YP_616803 Sala_1757 phosphoribosylformylglycinamidine cyclo-ligase 55.71% 13 R.RPGADADLGGFGGFFDLR.A
K.VAAGDVILGLASSGVHSNGFSLVR.R
R.AAGFADPLLVAANDGVGTK.L
K.TLHAHVDADSWEQPR.L
K.IHALAHITGGGLLENIPR.V
R.VLTSDKVAAGDVILGLASSGVHSNGFSLVR.R
K.LDRPALFDQTVLLIDALMAPTR.I
R.LMAFLQAQGNIEPEEMAR.T
R.GCTVTGSAETWSAR.A
K.LDRPALFDQTVLLIDALMAPTR.I
K.HNSPASYTYAQAGVSIETGNALVR.A
R.IGHIAEGER.G
K.LDNDVATAVVASIAEGCK.Q

YP_616804 Sala_1758 phosphoribosylglycinamide formyltransferase 36.51% 9 R.LDLGDTDWDAIAEWLR.K
R.FAEHQLYPATLAAYVAR.E
R.ILSDAFVER.W
K.VSGADEQAQLIELDPDR.Y
R.DAFDALVDEQLR.A
K.LAEAEGVATWAHSHK.G
R.YYRPAYFGDGWIGIR.L
R.AAGADYVALAGYMRILSDAFVER.W
R.AAGADYVALAGYMR.I

YP_616805 Sala_1759 Nucleoside-diphosphate kinase 87.86% 15 R.DVMGATNPADAAEGTIR.K
R.TFSIIKPDATR.R
R.EQAEGFYAVHK.E
K.TFAESIEANSVHGSDSDENAATEIAYFFKPEEIVG.
R.DVMGATNPADAAEGTIRK.T
R.NRDVMGATNPADAAEGTIR.K
R.NLTGAVTK.M
R.NRDVMGATNPADAAEGTIRK.T
R.NRDVMGATNPADAAEGTIR.K
R.DVMGATNPADAAEGTIRK.T
R.RNLTGAVTK.M
R.NRDVMGATNPADAAEGTIRK.T
K.MLEDAGLR.V
K.ERPFFGELVEFMISGPVVVQVLEGEDAVK.R

YP_616807 Sala_1761 Leucyl aminopeptidase 71.73% 30 R.WNGGNAGDAPVVFIGK.G
R.KGEAGALGALLGAAAAQAR.F
K.GEAGALGALLGAAAAQAR.F
R.FDGAAGTIAETAAIDGEQAKR.L
R.FDGAAGTIAETAAIDGEQAK.R
R.LLLVGIGEGSEHDLER.G
K.TVTIASPHSDLSAR.W
R.FVNDGVAWAHLDIAGMAWADKDGPVYAK.G
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R.WAANEAIAEGVAFTQTLVAEPPNILYPESFVER.C
K.LQTSGATQVHVDFASTGPSDADDVLAFAMGAR.L
K.ALGMGALLGVAQGSTRPPR.L
R.EGGSITAAQFLKR.F
R.FPLSPAYDKLIDSPIADMK.N
R.ANVVGVVGLVENMPDGNAMRPGDIVTTMSGQTVEVLNTDAEGR.L
K.WDMGGAGAVAGAMK.A
R.EGGSITAAQFLK.R
K.RLLLVGIGEGSEHDLER.G
K.GVTFDTGGISLKPGPGMDMMK.W
R.LVLCDAISWAQK.V
R.LLLVGIGEGSEHDLERGGAALTAK.L
K.WDMGGAGAVAGAMK.A
K.WDMGGAGAVAGAMK.A
K.LIDSPIADMK.N
R.FVNDGVAWAHLDIAGMAWADKDGPVYAK.G
R.FPLSPAYDKLIDSPIADMK.N
R.FPLSPAYDK.L
K.WDMGGAGAVAGAMK.A
K.LIDSPIADMK.N
K.GVTFDTGGISLKPGPGMDMMK.W
K.ALGMGALLGVAQGSTRPPR.L

YP_616808 Sala_1762 Organic solvent tolerance protein 33.90% 18 R.VNDVQGQQPIALPIIDYR.Q
R.NPEGDTAYGER.I
R.STYAVLGYSR.L
R.EAGSGILVPEIR.L
R.VEIFGLPLIPLPGLSHPANR.E
R.SNGFEVAVPYYLR.L
R.RNEFDATIGNR.S
R.IGGNSYLSIAGWATQTLR.V
R.GDVYHSDENLLTAIPGYR.G
R.AFDLEDSNLFAINR.F
R.AFAGAQWNLR.G
R.WPFIGEFAGGTQTLTPR.V
R.VTYGVEWNYSR.P
R.VQVVATPPIK.N
R.PGFNINSIVGQSYR.L
R.LTDKPSLFPDGTGLTDR.T
R.INGYATYGSLVPLVGEDPDR.Q
R.GLTGLGQEVTLTAMVR.G

YP_616809 Sala_1763 AMP-dependent synthetase and ligase 9.40% 3 R.ETSFAALDAASNR.V
K.SIAYGASPIAEDVLR.R
K.ALVVPAAGAAPDPAAIIAWAR.E

YP_616815 Sala_1769 Sua5/YciO/YrdC/YwlC 25.08% 3 R.AFDSAAIAEAAALIAGGQPVAVPTETVYGLAADAR.S
R.LFDALHAGAASAKPNIAVAAIPVEGLGAAINDR.L
R.IALVIDDGPTR.A

YP_616816 Sala_1770 acyl-CoA dehydrogenase-like protein 44.83% 20 R.FYLAQIVPAATGLAR.G
R.ALVYYAAAQTDFGK.L
R.IAPIYEGTNGIQAADLVGR.K
K.VTEGEHAGLYR.I
R.TALAEGSGDR.A
K.LGDEAAASR.A
R.ADVLIPLAK.A
K.LGMAGGDLVR.A
R.TVTDWMVGANTADR.L
K.IFITFGEHDLTDNIVHLVLAR.T
R.TPVTIDKHPDVK.R
R.IDAMAQHDR.F
K.LITGEWNGTMNLTEPAAGSDVGALR.S
R.STAEKVTEGEHAGLYR.I
R.KLGMAGGDLVR.A
R.GAADFPELQQLVEACR.T
R.FAAATPDMVEAIVAGIGEFAAEVYAPLNR.V
R.VGDTQPPKWDNGK.V
R.AMFVMMNNAR.L
R.ALIDDIAR.G

YP_616819 Sala_1773 Ribonucleoside-diphosphate reductase 52.07% 29 R.VADAYADDQDHAQR.L
R.LATGEPYIIFIDQVNR.M
R.AGFAGGVEADNTPEAAK.F
K.GESTPASAAKPGDGGEPK.V
R.DALLTDFGKETLQDR.Y
R.AQVDQASMLLAK.E
R.YLLPGESYQDLFAR.V
R.WLLELAADR.T
R.RFAIVTDASR.D
R.GGGIGTYWGAVR.G
K.NSDAVWNSILER.G
R.GGSVQHLDFLTQDEKDVFK.T
R.MLDNVLQDYIDR.A
K.LWFMPATPVLSNGGTGR.G
K.TSGIIPFVR.V
R.SVGLGVMGFHSFLQAR.G
R.TPYIDQAASLNLFIPADVEKWDLLMLHYR.A
R.MLDNVLQDYIDR.A
R.GIGEPVGLNGK.T
R.FAIVTDASR.D
K.WDLLMLHYR.A
K.VTTSNLCSEITLPTGR.D
K.TSFEIDQR.W
K.IDAPAAPEAK.G
K.ALNLHHGVLITDEFMEAVR.D
R.VMDSLTLAISQGSLRR.G
R.VMDSLTLAISQGSLR.R
R.GSAACYLDISHPEIEEFLEIR.K
R.AQVDQASMLLAK.E

YP_616820 Sala_1774 protein of unknown function DUF559 16.44% 2 R.FWNNDVLENTR.G
R.TEFLQAQGLTVLR.F

YP_616821 Sala_1775 Ribonucleoside-diphosphate reductase 29.66% 7 R.NLLTQIFR.F
R.GDWNTVWTSFDNR.K
K.ANDDGATTPAAESDGEDMFAK.A
K.TYKPFEYPWAFDFWK.R
R.LEDAFIDLAFEQGPVPGMTPK.E
R.VFKPTEIK.M
R.AKHDYMQQFGVETDEDIAR.T

YP_616824 Sala_1778 hypothetical protein 14.47% 2 K.LLILSQPQR.A
K.EKLLILSQPQR.A

YP_616828 Sala_1783 acriflavin resistance protein 7.60% 4 R.AAVADDFGSVVVGDAGGVPVLAR.E
R.SAGVVVANGQELLVEGVGR.A
R.VSTQVENAVAAIPGTVDVQR.D
R.GTGAFNGKPAVILAIQK.Q

YP_616829 Sala_1784 Secretion protein HlyD 20.61% 6 R.SAVAGGGAGVPVVAPISGEVLDSALVQGAGVTGGQR.L
K.AAPAEAEEEGAVAFSK.E
R.VITLGDGTGQLVQR.G
K.AGPSDVQGIFRPLLK.A
R.IGDPAALWLVAR.V
R.AAAATPDAFGHGHAH.

YP_616830 Sala_1785 outer membrane efflux protein 9.65% 2 R.LGTIANTAYQSGEIGVVELLDAYEAAR.D
R.VRVQASAAEAGR.L

YP_616836 Sala_1791 Methyltransferase type 12 21.54% 3 .LPPDANFLAPIIAETLLDR.L
R.VGFALPVVDVEALTVR.Y
R.ALLAPDGLLLGAFVGDGSLPR.L

YP_616840 Sala_1795 peptidase M48, Ste24p 63.35% 21 R.VGQNIAIQSGLSR.S
R.SQELEADQLGVQYLR.S
R.NADTFLASVDGVLYGDDPAQGVVEGR.S
R.AVAGNLSISPGTIQR.T
R.SLPEWASTHPDPASR.V
R.SAGYDPMALSTMLASLANQTSLDAR.L
R.MAYDDYQTER.F
R.RVDVVTVGR.G
R.KEGDEAHPQLVQDFGGAYAGPQASYVNR.V
R.SPGDFTVTLLNSPVNNAFAIPGGYVYVTR.Q
R.IAQLATLGFSR.S
K.EGDEAHPQLVQDFGGAYAGPQASYVNR.V
R.TTVNGIPAYYSTAR.V
R.VNSQSGPVDVTVFAYEFSGSQAFHFVALTQAGR.G
R.RMAYDDYQTER.F
R.GGVFDPMFASVR.R
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R.GDTVASLAR.R
R.TATSISPAERK.E
R.QLMALMNDEAELAGVLGHEVGHVAAQHSK.K
R.LSAAEAAAIRPR.R
R.AGGVGGMR.N

YP_616841 Sala_1796 acetyl-CoA carboxylase, carboxyl transferase, alpha subunit 47.62% 9 R.FGLPVITLVDTSGAFPGIQAEER.G
R.NFADDQAILGGLAR.F
R.APEAAIAALGDALEQELNGLSGLPR.D
K.MSAQDLLALK.I
R.TSDKAAEAAAAMK.M
R.EMGDDPTLDIEGDIAR.L
R.FGLPVITLVDTSGAFPGIQAEERGQAEAIAR.S
R.LMQLADRFGLPVITLVDTSGAFPGIQAEER.G
R.IVPEPVGGAHRAPEAAIAALGDALEQELNGLSGLPR.D

YP_616842 Sala_1797 phage integrase 17.82% 4 R.VKGPLGAADAAALR.Q
R.WLPLLADGSPWLFPSGK.A
R.ATELVSLPR.R
R.AGVDPAAVSPHVLR.H

YP_616843 Sala_1798 hypothetical protein 40.67% 18 K.FLLAGLAGLGR.L
R.FSNADDSAASLR.S
R.LSNFDILLTER.V
R.TAFSAAAGADR.Y
R.STTIEWDNVDR.L
R.YAAMEELWSAAR.T
K.GWTVLAPMTDIAQR.V
R.VAAAPEAAAR.G
R.IVQSVDYDR.A
R.FGMATATAIPVPDALR.A
R.LDAAAAAAAAR.D
R.GVLSSDAYVSLLSAAAGEEEPSEALTAQTVQLR.T
R.ALNGLSASTVER.F
R.TPAEAYAAMIATAR.A
R.IGPLTPATGGMAPDAFGVR.G
R.ALASAIDTPATINGADLAAER.A
R.WGQILLR.R
R.DLDVDLGR.Q

YP_616844 Sala_1799 Shikimate kinase 36.65% 6 R.VSSASTPHEHTVR.A
R.NPIYAEAHLR.V
R.FADADDEIER.A
R.AILEALATWK.S
R.AAGMTIADIFAR.F
K.SPAPASPDAIPASIR.D

YP_616845 Sala_1800 3-dehydroquinate synthase 47.83% 10 R.GIGQSFVTDAYDLDAVAAFLDEQR.S
R.SYPILIGDGLIR.D
R.ALLNLGHSFGHALEAETGYSDR.L
R.LTEWLIGEGIER.S
K.NLIGAFHQPAMVVIDPTTLETLPR.R
R.DIGAHVAPLLK.R
R.RELGAGYAEVVK.Y
R.IVAADERETQDIR.A
R.SDHVIALGGGVIGDLVGFACSIVK.R
R.GCAFIQVPTTLLAQVDSSVGGK.T

YP_616846 Sala_1801 hypothetical protein 60.39% 6 R.IRFTEQGAYLDGDVAGR.E
R.VFAAFTSAEAR.R
R.FTEQGAYLDGDVAGR.E
R.FSPPGADVVLTNDTTYLDVAPQER.L
R.WLVETDGWTVHAYDPPAEVVPGAVESSR.F
R.ELLDGLATELGEA.

YP_616848 Sala_1803 sodium/hydrogen exchanger 10.44% 4 R.RLGLGAVLGYLIAGAIVGPHGLALVGGGESK.L
R.EADSVIETFR.Q
R.QLIAIDGAGVSAAVR.E
K.ALEELDVDPR.E

YP_616849 Sala_1804 Fe-S cluster formation protein 26.06% 2 R.DILALAIATADYLPNPDAR.Y
R.HGAILLPFDAAIAALEAR.A

YP_616851 Sala_1806 DNA repair protein RadA 7.06% 2 R.LGLGDAPVALASATSVR.D
R.SVVYISGEEAAAQVR.L

YP_616852 Sala_1807 transaldolase, putative 64.81% 16 R.LIYDNYDFGTEILVASVR.H
K.GIEGFLADWAK.T
K.AGATFVSPFVGR.H
R.HGIHVLEAAK.I
K.FFADTAEIDAIQELAATGLLDGVTTNPSLIAK.S
R.HDDNGFDGMQLIADIR.L
K.IGADVMTAPPAVIK.G
.MKFFADTAEIDAIQELAATGLLDGVTTNPSLIAK.S
R.KIADNVCIK.V
R.HDDNGFDGMQLIADIR.L
K.IGADVMTAPPAVIK.G
K.IADNVCIK.V
R.KIADNVCIKVPLTIDGLK.T
R.DFKEVTR.E
K.VPLTIDGLK.T
K.AGATFVSPFVGRHDDNGFDGMQLIADIR.L

YP_616853 Sala_1808 Enoyl-CoA hydratase/isomerase 40.91% 6 K.VGLFAAAGGAFR.L
R.NAVNAAVHVGIGTALETAENDPEIR.T
R.KLAMEYLLTGDPIPAAR.A
R.AAEFGLVNHVVPLAELMPTAIALADK.I
R.IAADAPYWEHNTLER.S
R.AAEFGLVNHVVPLAELMPTAIALADKIAANAPLSVQASK.R

YP_616854 Sala_1809 acetyl-CoA acetyltransferase 8.84% 3 K.YQSAAPHGDTPVR.L
K.LAAVVGGEALR.T
R.AAWGQSLADAQLESAEIWSR.F

YP_616855 Sala_1810 aldehyde dehydrogenase 40.04% 15 K.TPLTALATQAIFER.A
R.VALVSATGSTR.M
R.FGEAPEGLSQLLIGGR.E
R.YDDLDAAIR.L
K.AAGGVVQGGER.V
R.VADAAAIDQALDR.A
R.ALWTDGSMPAATPLTGER.L
R.AILELGGNNGVIVAPSADLDLALR.G
R.RATNTINYSDALPLAQGVSFAL.
R.LFVHDSIYDAFVAR.L
R.ATNTINYSDALPLAQGVSFAL.
R.AAHDAMQDALAAAK.A
R.GVAFGAMGTAGQR.C
R.ALWTDGSMPAATPLTGER.L
K.IPSEGAGEVQEMIDICDFAVGLSR.Q

YP_616856 Sala_1811 Acetate--CoA ligase 40.98% 19 R.LYAASIADPDAFWAEQAK.R
R.LLGSVGEPINPEAWR.W
R.HISYAALLADVVR.F
R.IGAVHSVVFGGFSPEAIHGR.I
R.VDDVINVSGHR.M
R.TAIIFEPDAPDGETR.H
R.IAGWSYDPVSIK.W
K.HGVNILYTAPTAIR.A
R.HVAADHGDR.T
R.KIAENDFGSLGDTSTLADPGLVDGLIEER.R
R.ITGRVDDVINVSGHR.M
K.IAENDFGSLGDTSTLADPGLVDGLIEER.R
R.VPVIDTWWQTETGGIMITTLPGAHPMQPGSAGR.P
R.TVYGDHDRFVQTYFSTYK.G
R.MGTAEVESALVLHEDVAEAAVVGFPHDIK.G
R.LYAASIADPDAFWAEQAKR.L
R.KEIGPIATPDHIHLTPALPK.T
R.FWQVVDK.H
K.EIGPIATPDHIHLTPALPK.T

YP_616857 Sala_1812 20S proteasome, A and B subunits 61.32% 10 R.ANAGVDLPIDLK.I
R.VSEGWAEALGIALAELPDFRF.
R.TNAGVDDISQVR.K
R.LFLIYPEGNFIEAGEDNPFFQIGETK.Y
R.VITLMSAGNLATTQAVVSLLDER.T
R.TNAGVDDISQVRK.M
R.HPSILEAPSMFVVATIIGETLR.S
R.HNDEGPAAESLFR.A
R.ASLIVGGQIK.G
K.GLVFMSDTR.T

YP_616859 Sala_1814 protein of unknown function DUF403 13.74% 2 R.EAWEAINTSWMTLGTLLK.R
K.YYLLLPSVAHIGTSIDNVQWETILR.S
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YP_616860 Sala_1815 protein of unknown function DUF404 16.91% 4 R.TDSLLGVPGIWDVYR.A
R.TTQGYTPIDVLYR.R
R.NYIAQPTLSLSTVPIFTR.A
R.AGGITIANAPGTGIADDKALYSYMPDIIEFYTGEK.A

YP_616862 Sala_1817 preprotein translocase, SecA subunit 69.26% 58 R.LAAGETLDDILPEAFATVR.E
K.AAGGLFVLATER.H
R.TPLIISGPTDDKSELYIR.V
R.IREEVAAER.E
K.SINLTEEGTEHVER.L
K.EGVQIEPENQTLASITFQNYFR.M
K.GVHVVTVNDYLAR.R
R.WSDGLHQAVEAK.E
K.VVIIDEFTGR.M
K.SELLSSFLEK.E
K.AALVDAETWK.G
R.INAFEPAMQALDDAGLQGQTATFR.A
R.EAYNSDITYATNNELGFDYLR.D
R.LLEAAGLLQGSNLYDIENTQVVHHVNQALK.A
R.GQPVLVGTVSIEK.S
R.VNEVVLQLTEEDYEKDEK.S
R.IFGPDTLFAK.M
K.EHLATLDALR.Q
K.LSGMTGTAATEAAEFFDIYK.M
R.SGAVTIATNMAGR.G
R.FHESEAR.I
R.IDEEDEFYK.N
K.NLEDGEAIGSK.W
R.GENPYAAMEISR.N
K.QPINEYKQEAFALFER.M
R.RIDNQLR.G
R.GEIAEMATGEGK.T
R.GEIIDSETVDDVMAAMR.A
K.SELLSSFLEKEGVAHSVLNAR.F
K.EGVAHSVLNAR.F
K.NINDKFGAIAR.T
R.HFDVQMIGGVVLHR.G
R.AQMVHRPFNFGIVDEVDSILIDEAR.T
K.QVVEYDNVMNDQR.K
R.VANILNLHPPIDEWMQEDAVDPEMFEER.L
R.PFNFGIVDEVDSILIDEAR.T
R.IDTDYIVK.D
K.QVVEYDNVMNDQRK.V
R.SGAVTIATNMAGR.G
R.RWSDGLHQAVEAK.E
R.IVAQAGR.S
R.INAFEPAMQALDDAGLQGQTATFR.A
R.IDTDYIVKDGK.V
R.GENPYAAMEISR.N
R.GEIAEMATGEGK.T
R.AQMVHRPFNFGIVDEVDSILIDEAR.T
R.AETVNAIVADACPPGSYPEQWNVEGMK.E
K.SILLQTLDHHWK.E
K.MNVVTIPTNRPIAR.I
K.LSGMTGTAATEAAEFFDIYK.M
K.LGGNEEFRIEDELKDMPAGPER.D
K.LGGNEEFR.I
K.AALVDAETWKGIEK.S
R.TIREAQER.G
R.KQVVEYDNVMNDQR.K
R.IDEEDEFYKNINDK.F
R.HFDVQMIGGVVLHR.G
K.AAGGLFVLATERHESR.R

YP_616864 Sala_1819 hypothetical protein 28.14% 3 R.QFDVVVDDATYAR.I
K.SDRQFDVVVDDATYAR.I
K.GTLDATGAAVDANYGFTAVSVSPAILFGSVK.G

YP_616865 Sala_1820 short-chain dehydrogenase/reductase SDR 34.08% 4 R.LAASGFEISPVEDVAR.A
R.HFAGQGWFVGIADVNAQGIDETAALLPDGAASR.H
R.ATPGSAILNTGSASGFYGVGGLAVYSATK.F
K.AIFITGGGSGIGR.A

YP_616867 Sala_1822 heme exporter protein CcmA 14.43% 2 R.VDTVDGHAVDR.A
R.IALIDEAAALDSELPLR.R

YP_616870 Sala_1825 transcriptional coactivator/pterin dehydratase 36.07% 3 R.VDVLLTTHDANGLSER.D
R.FPQWTHDPVRDAITR.Q
K.LDHHPEWSNVYNR.V

YP_616871 Sala_1826 arsenate reductase 35.96% 2 R.GLPDADADTIIAAMAANPAYVERPFVETEK.G
R.QLFADAGLAPR.D

YP_616874 Sala_1829 hypothetical protein 32.66% 5 R.RGDAFSIVAR.G
R.GFDLTGFTGVK.V
R.LTGSGAIDADAIEGDAVEAVVTGSGDLR.V
K.VTGPDDVTIR.R
R.GPQAVIDELEIELDGDMLSIGR.K

YP_616876 Sala_1831 HI0933-like protein 21.14% 5 R.PALVPLTLGGDDVLFR.E
R.FGDLDFAAPNLVIATGGPSIPK.M
R.YAPADFIALVER.H
R.HGEPVTIDFLPDAAPGWLLGAK.R
R.VLLLDHADEVGKK.I

YP_616877 Sala_1832 DEAD/DEAH box helicase-like protein 49.18% 19 R.TPEDIAASLVR.A
K.LLAPVEHEPEDLALAQR.L
R.GFAAVALSGEHSQNER.N
R.GALDLAALR.V
K.GRDLLVSAQTGSGK.T
R.ALNQGVQIVVGTPGR.L
R.TLLFSATIPKPIVQLAK.R
R.GYEALTPVQLQVTEAEAK.G
R.GPAGPGGNER.Y
R.GHGDIAYQAVTVAPADIEGAVVNLLR.L
R.EGFEDAVWFR.L
R.ISTVGEDRGHGDIAYQAVTVAPADIEGAVVNLLR.L
K.KGTAVIIVPYPR.R
R.VAVLDEADEMLDMGFRDDLEEILDATPETR.R
R.TANQDGEDDSGVAITPAPDGPTWPPRR.D
R.INAEWMDAPTAADVR.Q
R.GHVSKNEIGAIR.I
K.TVAFGLAMADELIEDGRLPFATSPLALIVAPTR.E
K.GTAVIIVPYPR.R

YP_616878 Sala_1833 Alcohol dehydrogenase, zinc-binding 24.39% 6 K.AIGATVIGTVSTEAK.E
K.LPAAIDDETAAAALLK.A
R.DVALGDPGPGQVLVR.Q
R.YKTDDVAGHVR.E
R.QTAVGLNYIDIYHR.D
R.IVQAPSLFKLPAAIDDETAAAALLK.A

YP_616879 Sala_1834 Carboxylesterase 12.41% 3 R.SYIEDELPSLVLR.N
R.SVSAFSPIVAPIR.C
R.NFASADLTR.Q

YP_616881 Sala_1836 Glyoxalase/bleomycin resistance protein/dioxygenase 43.65% 4 R.EGGFGQLYLAYLR.D
K.AGVENGGTAIEDPPGIR.E
R.FYDATFQAIGGKPGIVDDK.G
R.EGGFGQLYLAYLRDPSGNK.L

YP_616882 Sala_1837 formyltetrahydrofolate deformylase 49.31% 9 K.LIGATAHFVTSDLDEGPIIEQAVER.V
R.FPGNLAGVQDAFAPIAR.R
R.GGAEYLVLAR.Y
R.LTEWHGVPFHYLPVSDANR.A
R.AEQESAILDVMAR.G
R.YMQVLSEDLSAR.L
R.WSTGNLAIDIVGVVSNHEHLR.R
R.DVEAQVLAR.A
R.DGFILDSQQYADLDSGR.F

YP_616883 Sala_1838 Glyoxalase/bleomycin resistance protein/dioxygenase 21.09% 2 R.VVYLAYLR.D
R.FYDAILGVLGAAEGVIDER.G

YP_616884 Sala_1839 Alcohol dehydrogenase, zinc-binding 58.92% 18 K.KPLEIVELDLEGPK.A
R.GWGTSIIIGVAEAGK.E
K.VQVGDNVVVFGLGGIGLNVIQGAR.L
K.EIATRPFQLVTGR.N
K.IIGVDINPAR.E
K.IREDAPFQPACYIGCGVTTGVGAVINTAK.V
R.KFGMTEFLNSK.G
R.EVGAGVTSVVPGDHVIPLYTPECR.Q
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R.EDAPFQPACYIGCGVTTGVGAVINTAK.V
K.IVDMYMTGK.I
K.IIGVDINPAREEWGR.K
K.IEIDPMITHVMGLEEINK.G
K.GQPIFHYMGCSTFSNFTVLPEIAVAK.I
K.GFDLMHAGESIR.S
K.FGMTEFLNSK.G
R.KFGMTEFLNSK.G
K.TNLCTAIR.A
K.IEIDPMITHVMGLEEINKGFDLMHAGESIR.S

YP_616887 Sala_1842 threonine dehydratase 47.36% 16 R.GALNALLLLSEEAR.A
R.LLANVLLR.D
K.VGLVLTGGNIDTR.L
R.TPTLHSQTLSELVGAEVWLK.F
R.LGVPVTIVMPSTTPQVK.V
K.FENLQFTAAYK.E
K.FDDAYAHAR.E
R.LQDRPGALFK.V
R.KVGLVLTGGNIDTR.L
K.TVVEGAGAAGLAAMLAHPDEFAGR.K
K.QVNIIEIYHQR.I
R.DREHLDSLVTALR.D
R.AVSLLLQIEK.T
K.VSQTAGHGATIVLHGEK.F
R.GVIAASAGNHAQGLAYHGK.R
K.VSQTAGHGATIVLHGEKFDDAYAHAR.E

YP_616888 Sala_1843 6-phosphogluconate dehydrogenase, NAD-binding 42.81% 8 R.VNGATLPVASLVDQFYADVQK.V
R.HGGAVAVSPADAAR.D
K.LDTDKVFEAVSGGAAASWQMLNR.W
R.KDLGLAIDEAR.V
R.AGHHLTVYNR.T
K.MVNQIAIAGVLQGLSEALR.F
R.MVHIGGPGAGQTTK.M
K.GSLFIDHTTVSAR.I

YP_616889 Sala_1844 Amidohydrolase 3 43.14% 13 R.LAFGSDVPVESANPFAGLAAAISR.T
R.TDAAGQPFGGWHPEEAVSR.E
R.FTGLVIDGEGK.V
K.VVASMQPVHQTSDR.L
K.QLAVRILSYGGDIDNMAIIAGSEPTPWLYDDR.L
K.LYLDGALGSR.G
R.FPTAADLDAAVSNRPVWLER.V
K.LLEQGITAIADMGTTIAEWQAYR.R
R.TAAYAGFAEDR.I
R.FQVAIHAIGDAANAEALAAIADLDADLPGERR.W
R.YAAENPEMPWIIGR.G
R.VDGHAGWANSAAMAAAK.V
R.MTPLETWIGGYR.Y

YP_616891 Sala_1846 (S)-2-hydroxy-acid oxidase 20.94% 3 R.QLDGSIAPFDALAGIVDAVGDRVEVICDGGITR.G
R.AADIGATAIMVSNHGGR.Q
R.AAANAGTMAGISSLATIGLAEAGALTDGPK.L

YP_616892 Sala_1847 hypothetical protein 27.49% 3 K.LSHDIGPVSITGMVAYAPK.Q
K.VAVQPTLTVSHESGFYAGVWGSSLPDSPAYGK.F
K.AVDTLYDPTVVFTLGASF.

YP_616893 Sala_1848 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 18.54% 6 K.SALGIGNLLWAGIGDTIR.V
R.ETDIGITGGGNGR.H
R.VSLSAEPEEEVR.V
R.TVQALEDALGHIK.T
R.IGVNAGSLEK.D
R.IGVNAGSLEKDLLEK.Y

YP_616894 Sala_1849 hypothetical protein 10.75% 2 R.LLAGTPPPALADAFAFGR.G
R.GVAAHDFSADEAGAR.I

YP_616895 Sala_1850 GCN5-related N-acetyltransferase 17.50% 2 R.MMDEWTVMRVDGDALTR.L
R.ADLPLIAEFIR.D

YP_616903 Sala_1858 transcriptional regulator, MarR family 42.86% 6 R.YPAEYYTNPENSIGYLAR.V
K.LAVLSEIKA.
R.TLTHDVSAGQWR.F
K.TFIYLTPHAK.K
K.QAYRYPAEYYTNPENSIGYLAR.V
K.KLELILAPMNAEIHEIATK.G

YP_616904 Sala_1859 acyl-CoA dehydrogenase-like protein 29.47% 10 K.VAAYLFGYLGPR.R
R.NQAIQFPLVELATQAEMLR.L
R.MTFADVWVPDSAR.L
K.DGSNLWMAVIR.E
K.AEFILGGFEGR.R
R.LGPVDGGLSIAQSFVHQNR.I
R.ITEGAEEIQMR.K
R.HEWEALLK.E
R.DGVDGWLINGR.K
R.AMQVHGGIGYSR.H

YP_616905 Sala_1860 aminoglycoside phosphotransferase 14.09% 4 R.TAEQELDLVR.L
R.ALTDELLSGTATLARPGLLAK.L
R.LLETEAPESER.A
R.ARPLPPSQPAAPAPTGEPTNR.E

YP_616908 Sala_1863 glutathione S-transferase-like protein 19.90% 4 R.SDATLTFPLAIMIR.Y
R.IAEGTSLEVR.R
R.SIEAALADGREWLVAGR.F
R.SIEAALADGR.E

YP_616910 Sala_1865 AMP-dependent synthetase and ligase 22.35% 6 R.LSPAEWAFIVNDTR.A
R.VVDADGNPLPTGEVGEVVTR.S
K.YILYGAAPIPLELLR.Q
K.MVFAGPGFEGLADQLAGR.L
R.QCIQVFGAQFIQAYGMTETTGTISMLPPEDHDPAGNKR.M
R.IEEADIIAWAR.E

YP_616911 Sala_1866 protein of unknown function DUF938 19.29% 3 K.AAADDAGLAFAER.R
R.LLVPGAPLILYGPFIEPDVPTAASNLDFDANLR.A
R.AEAGLANLAPPLALDAAAPDWPTGR.A

YP_616912 Sala_1867 Glycine dehydrogenase (decarboxylating) 62.28% 19 K.LIEEENAADEHPATFGR.M
K.AVLDQFIGALR.S
R.SGPIGLPGLSESETVR.H
R.ARLDETLAAR.K
R.ALAYILSHGADGLK.Q
K.TFSTPHGGGGPGSGPVVLSEALAPYGPLPFVAR.Y
K.GLAEGFSTLDIAK.G
R.KPVLAWEGDL.
K.QVAEDAVLNANYVLR.S
R.VILVPESAHGTNPATAAFAGFTVEDIPATK.E
R.RVILVPESAHGTNPATAAFAGFTVEDIPATK.E
R.SLEDVLDAPFAASGPCMHEALFSDK.G
R.MPGFADVHPLQPQETVQGALAVINELAVWLIK.L
R.LDETLAAR.K
R.VRPGDLGIDAMHINLHK.T
R.PEMNAAGGADDNVTFTGNR.A
R.LGPDVAGVMITNPNTCGLFER.D
K.LTGMYGVAMSPK.A
K.AISDAVHAAGGYVYCDGANFNAIVGR.V

YP_616913 Sala_1868 Glycine dehydrogenase (decarboxylating) 55.97% 14 R.LYPDTAALENGLVVAVTETVTEADIAAFAAALK.E
R.AAMLGAIGASSIDELFADVPAGAR.L
R.LEPGTDWAALAGR.I
R.HHVPASVDHLIQR.G
K.VPAVSVMNDSFFNEFTLLLPTAAR.P
R.AAGDGPFFLGAGAYR.H
R.LAEQDILGGVSLGR.L
R.GEFLTAYTPYQPEIAQGTLQMLFEFQSQVAR.L
R.LDGPIAGLPMHASELAVER.H
K.ALLSTGLHPHYR.S
R.IDDMTTLAEACQTAGALLIAVVTEPVALGLIK.S
R.GFVLTLSTR.E
R.DVLVDGDPR.L
K.VPAVSVMNDSFFNEFTLLLPTAARPVVHR.L

YP_616914 Sala_1869 hypothetical protein 10.58% 2 R.YSGDYALHFLNPR.Q
R.AVEQGLAKDNPADLAR.Y

YP_616915 Sala_1870 glycine cleavage system H protein 44.72% 3 R.MTLADKSQLDALMDAK.A
K.SQLDALMDAK.A
K.AASDVYAPVDGTVTEGNAQLEEDPALVNSDPEGEGWFFR.M

YP_616916 Sala_1871 glycine cleavage system T protein 56.15% 10 R.LEAGLPLYGHDLDESIDPVEADLAFAISK.R
R.VGLVIDGKLPVR.E
R.ILGHLADGSPR.K
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R.ENAGLFDVSHMGQLALSGEGVAK.A
R.EHLPDDITLNHNEDYGLLALQGPK.A
K.ALETLVPGDISALKPGR.M
R.LVPEAADLVFMQAMPATWNGHAIAISR.S
R.LEAGLPLYGHDLDESIDPVEADLAFAISKR.R
.MHEDDEIPIETATLPLDAWHR.A
K.LFDGNTEIGVVTSGGFAPSVGAPIAMGYVPTGLSEPGTAVAAEVR.G

YP_616917 Sala_1872 NAD-dependent epimerase/dehydratase 29.77% 4 R.LGEGLATIAAPLADALLHGSFR.R
R.AVDHDLVLAAAEGAR.A
R.AVIAHFGATPLTVLAR.R
R.RPVDGLAPHHK.D

YP_616918 Sala_1873 Deoxyguanosinetriphosphate triphosphohydrolase 19.74% 4 K.NLYHHPEQLAAAEGANK.V
R.TLGGFSAELAAAER.E
R.LTHSIEVAQIGR.G
R.ELVRDQIGVMVNDVIAATAANVADAGVASADEVR.A

YP_616919 Sala_1874 Sporulation related 13.68% 6 R.AETPVPASSPPANPPTSAVK.A
R.LASNNNDATALLDAGR.A
R.DLLGQQDAAQR.D
R.ASISLEDYR.A
R.AIQLLTPQLR.A
R.AALGFLLR.A

YP_616920 Sala_1875 cell division protein FtsZ 55.39% 14 R.VSVVATGIDGTGEAAQAAPATR.S
R.ELVDPDANIIWGSAFNDSLDGK.I
R.SADAGIAELQDHVDTLIVIPNQNLFLVANPNTTFK.E
R.VEGVDFIVANTDAQALNASPAER.R
R.IQLGTQITQGLGAGSRPEVGR.A
K.AMMGTGEAEGDGR.A
R.IAVIGVGGAGGNAIANMIAAR.V
K.EAFTMADEVLQQGVR.G
R.GAGTSDGDEGKGDAVDIPR.F
R.GITDLMVMPGLINLDFADVR.S
K.AIANPLLDGVSMAGAK.G
R.SIGGGTLFER.M
R.LMEVDEAANHIR.E
R.GILTVGVVTKPFMFEGAR.R

YP_616923 Sala_1878 D-alanine--D-alanine ligase 49.68% 11 R.YTHSGLVTSVIAIDKELTK.Q
R.DDSNYGNPISR.D
R.DALGPWQQFDR.L
K.GVADALESR.G
R.LAEAKPDVVFNALHGVPGEDGTVQGMLDLMGFR.Y
R.ELTVAVLGDTALAVTELR.V
R.AVGMDYAELVER.I
R.MKDLALQAHR.L
K.YTDGLTEHVCPADVPDDVAQR.M
K.SGFYDYDAK.Y
R.AVGMDYAELVER.I

YP_616924 Sala_1879 UDP-N-acetylenolpyruvoylglucosamine reductase 44.82% 11 K.LTPQAPLAPLVWFK.S
R.HSELPEGAVVVGATFR.G
R.DLDPAIPVMALGLGSNLIVR.D
K.HTNFLINTGDATSADIEALGEEVRR.R
R.DAGIAGMEFLR.S
K.SGGAADWLFEPK.D
K.HTNFLINTGDATSADIEALGEEVR.R
R.KTLALADLGYTYR.H
R.GLMVGGAQVSEK.H
K.TLALADLGYTYR.H
K.SGIELQWEIQR.V

YP_616925 Sala_1880 UDP-N-acetylmuramate--alanine ligase 53.04% 16 R.QANVVADADALAASLAASIK.A
K.TTTTSLVAALLDAGGIDPTVINGGIINNYGSNAR.L
R.VQGSDIADSYVVEGLR.K
K.STVAIAGTHGK.T
R.HNVQNALAAVAVALHMGVPDEK.I
R.GTNVTPGPDGNR.F
K.VAIGHAPENVDGVAVVVTSTAVK.R
K.VGEIVTDEGVVTVIDDYAHHPVEIR.A
K.RGNPEVEAALAQR.I
R.RAEMLAELMR.L
R.LGASDWMVVEADESDGSFLR.L
R.IITYGFSAQADVR.G
R.VVAVVQPHR.F
R.GNPEVEAALAQR.I
K.MAAGLASAVEGAA.
K.IVSGFNGFAGVK.R

YP_616926 Sala_1881 UDP-GlcNAc--N-acetylmuramyl-pyrophosphoryl-undecaprenol GlcNAc transferase 30.61% 8 R.VIHEQNAVLGR.V
R.LLVVGGSLGATVLSEVVPAAIAMLPR.A
R.EEGFPPLLEDGIFR.L
R.VDAVAVAYHHIQR.Y
R.DLADLVESFAAPPMMDVIR.V
R.ASGGPLGWLK.G
R.AASGIAAARR.E
K.IPGAPAELETHVLPAGR.A

YP_616928 Sala_1883 UDP-N-acetylmuramoylalanine--D-glutamate ligase 15.67% 4 R.DQVAIIATDDDPSK.M
R.VLGLDDEAIER.G
R.SGLATVEALVASGAGVTAWDDREEAR.D
R.DAHVPVIGDIELFAEAR.S

YP_616930 Sala_1885 UDP-N-acetylmuramoylalanyl-D-glutamyl-2, 6-diaminopimelate--D-alanyl-D-alanyl ligase 52.94% 12 K.AVGGDLPAAGLAFAEMPGLTGR.G
R.VADSAAALNALGTASR.A
K.GSNSVGLSHVVTALINGDY.
K.ELGPGGEAYHAGLAAPLVAAGVQFALLVGEEMAPLAK.A
R.MPSTADFGIFEMGMNHAGELAALTR.I
R.LGGLIRPGDAVLVK.G
R.IDFAHVPAHPDATAR.L
R.IAVPGGHILVIDESYNANPASMAATIGQLAGESADR.K
K.SYNNHVGVPLSLAR.M
K.GENADGHSFIDK.A
K.GEIFEGLEPGGTAIIPFDSPHYAR.L
K.EALFAALDR.F

YP_616931 Sala_1886 UDP-N-acetylmuramyl-tripeptide synthetases 43.01% 12 R.TPTQLGQLLVIAAGDVTHK.V
K.VDGAVHVADANPR.R
R.VLTVGQAGEALR.L
K.VAPGTLFGAFVGER.F
R.FNGEDFIPDAVAAGAVAVVARPDAK.V
K.GHEQGQIVGR.G
R.VIPFDDVSVAREEAA.
R.LAALLDDADWAGPNPVVTGLAIDHR.K
R.AAIAAAIAAAR.A
R.DAIAAAAPGAQVIGDRR.A
R.SGAPIYVDYAHTPDAIEAALDALRPHATGR.L
R.LILVFGAGGDRDQAK.R

YP_616934 Sala_1889 methyltransferase 10.15% 2 R.HVDATFGAGGYTR.A
R.HDPVLLDEVIAALAIAPGER.H

YP_616935 Sala_1890 protein of unknown function UPF0040 24.70% 4 R.FSYTEPYTLDDSGR.F
R.VGDVGATAFVGSGR.R
R.NNVPLNADGQR.V
R.DRVGDVGATAFVGSGR.R

YP_616938 Sala_1893 Pyridoxal-5'-phosphate-dependent enzyme, beta subunit 79.75% 17 R.TSLDLIGNTPLVLLK.G
R.DAEATGSLRPGGTIVEGTAGNTGIGLALVGNALGYK.T
K.AEGSSVAEGIGQNR.I
R.YLSTLYNPEWLAAR.G
K.TIIVMPDNQSAEK.M
R.ITANLEGAPIDTQFR.I
R.ISDAEGLAVVR.R
R.IAEETDNAIWANQFDNIANR.K
R.ALGAELVLVPPAPFANPGHFVHTSR.R
K.AHISGTAEEIWAQMGGR.I
R.IAEETDNAIWANQFDNIANRK.A
R.IDGFTCAAGTGGTIAGTGLGLK.A
R.IATILCDSGFR.Y
R.AALYIVR.D
K.GPSEATGCEIWGK.C
R.LLDEEGLCLGLSSGINVAGAMALAR.Q
R.KAHISGTAEEIWAQMGGR.I

YP_616939 Sala_1894 TonB-dependent receptor 59.94% 28 R.AEVEWTDDQTR.I
R.AELLDLAAEEAEEGHADEAAELTEQAGSR.G
R.VLTDGIGSIDVSNTSADHAVTIDPLTVER.I
R.SGGFVYAPGLR.A
R.GPAVLLFGSQAIGGAVNLFDR.R
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R.DFDTFSGALGANYELAEGVK.V
R.VLGGLEAQGER.I
R.GASGVQYSHR.D
R.SLDILGNVSVLEGDELAR.D
R.TAGSDDDVHTGGPIIVTAPYVR.S
R.NLTDQFALFTLQEWQTGPLGVEAAAR.F
R.DFNAIGAEAFVPR.N
R.APSAEELFSNGPHIATQAFEVGDPNLRR.E
R.AGFADYEHTEFEGDEVGTIFTNQGVEGR.I
R.VWGFEAEASAR.L
R.KVPEDHVHIDAIGGYATAADDR.N
R.APSAEELFSNGPHIATQAFEVGDPNLR.R
R.EASWGAEASFK.L
R.QAGVSATSFAPGASR.P
R.NLTLSLAANNIFDVEAR.R
R.LAQIGGFNIVADATADMTR.A
R.GPAVLLFGSQAIGGAVNLFDRR.I
R.GGLDQHAPR.I
R.GEVEMGDGFFDKLR.I
R.FESTSVRAPTLGIER.D
K.IRGGLDQHAPR.I
R.QAGVSATSFAPGASRPVLR.G
R.IELAQNDR.G

YP_616940 Sala_1895 hypothetical protein 18.44% 3 K.VGAYAAATSIYWNK.R
R.EWLAIDIAR.L
R.LDLAPGVVDR.A

YP_616941 Sala_1896 3-oxoacyl-(acyl-carrier-protein) reductase 85.83% 17 R.IISITSVVGATGNPGQANYAASK.A
R.MGEGSDIAAAVVYLASK.E
R.LAVSGSNADKLNAFR.D
K.ALAQELASR.G
K.LDILVNNAGVTR.D
R.INLEANFR.L
K.EAAYVTGQTLHVNGGMAMLS.
R.MKDEEWMDVIR.I
.MFDLTGMTALVTGASGGIGSAIAQALAAQGAR.L
R.MGEGSDIAAAVVYLASK.E
R.LAVSGSNADK.L
R.GVTANCVAPGFIATAMTDDLPDAQKEALNQR.I
K.EAAYVTGQTLHVNGGMAMLS.
R.GVTANCVAPGFIATAMTDDLPDAQKEALNQR.I
R.GVTANCVAPGFIATAMTDDLPDAQK.E
R.DTLGGDHVALPCDLGDAAAVDALVPAAVEALGGK.L
.MFDLTGMTALVTGASGGIGSAIAQALAAQGAR.L

YP_616942 Sala_1897 malonyl CoA-acyl carrier protein transacylase 65.71% 18 R.SASGEVETVSLISMDDIEALLK.T
R.GQAMQAAVPVGVGAMAALLGADIETAQR.L
R.DLLVQQVTGR.V
R.VLEKEGGVTLAAK.A
R.EVFQEVDDALGQK.L
R.LMSEGPEDQLTLTENAQPAIMANAIATLR.V
R.ALADASSHAR.E
K.TRGQAMQAAVPVGVGAMAALLGADIETAQR.L
R.WRESVGAMEDVGVTHFVEFGGK.V
R.AFIFPGQGSQSVGMGR.A
K.RSASGEVETVSLISMDDIEALLK.T
R.LADAAAEGEICTVANDNDPLQVVISGHK.G
R.AFIFPGQGSQSVGMGR.A
R.LMSEGPEDQLTLTENAQPAIMANAIATLR.V
R.GQAMQAAVPVGVGAMAALLGADIETAQR.L
R.GQAMQAAVPVGVGAMAALLGADIETAQR.L
R.ESVGAMEDVGVTHFVEFGGK.V
R.AVALVKDYGIK.R

YP_616943 Sala_1898 peptidase U61, LD-carboxypeptidase A 13.09% 2 R.IGIVAPSTPILPDDAEAVR.A
K.AFLGYSDQGNLLAALYR.D

YP_616944 Sala_1899 Mur ligase, middle region 52.81% 14 R.SIGSEALVADIVAGGADAVHLTTR.A
R.ALNIPVAQSVAALADFAGLAR.R
R.IAVINADDPESAPLLAGANVLR.F
R.ADLNAALFNAAAK.G
R.HNAANALAAIAAAR.A
R.FGFGDNAAIR.G
R.ALLFFQPHGYGPLR.Q
K.STVTGMIGWILER.A
R.GIALFPQDGSGVAAGQTLVASAAVEDSVPDVAAANTLGLAR.M
R.FAVHFAADSHDVR.L
R.RYEVLGQAGDVTVIDDFAHNPDK.V
R.DDTLTAFGR.E
R.LYVCDPVYFGGTVDR.S
R.GSDFEPLPNGCR.F

YP_616945 Sala_1900 ribosomal protein S6 59.84% 6 R.QDLSQAQVDALAETVTGVIGEYK.G
R.QDLSQAQVDALAETVTGVIGEYKGQVHK.T
R.WMTIKVDELEK.G
R.QAAINEDIIR.W
K.GQVHKTETWGLK.Q
K.TETWGLKQLAYK.I

YP_616946 Sala_1901 ribosomal protein S18 43.24% 5 R.LLQGYLSER.G
R.HIGLLPYIVK.
K.DAPVIDYKDVR.L
K.DAPVIDYK.D
R.ARHIGLLPYIVK.

YP_616947 Sala_1902 ribosomal protein L9 70.48% 20 R.DIVDALAEDGVTGVTK.S
R.QASNTGQLYGSVSVRDIVDALAEDGVTGVTK.S
R.QASNTGQLYGSVSVR.D
.MEIILLER.I
K.LGGIGDVVTVK.N
R.AKIEADNAER.R
K.SMVELERPIK.S
K.SLGLVDVK.V
R.NYLLPNNK.A
K.LHPEVVVTVGVNVAR.S
K.LGGIGDVVTVKNGFAR.N
K.IEADNAER.R
R.IEKLGGIGDVVTVK.N
R.AKIEADNAERR.S
.MEIILLER.I
K.VKLHPEVVVTVGVNVAR.S
K.SMVELERPIK.S
R.RSEAEGR.A
R.KLFEANR.A
K.DIDGKQIVLIR.Q

YP_616949 Sala_1904 beta-lactamase-like protein 9.69% 2 R.DTGAAVVASVR.G
K.AVVFASSLNPVSADGYR.F

YP_616950 Sala_1905 Sporulation related 41.16% 11 R.ASDAGLSIASAR.L
R.LAAVSAAAPAAPKPAPTSPIK.T
R.TAVAEWRPLAIAGDADAQFNLGQAYK.L
R.LAQLDNLIPLDQR.Q
R.GVPADLAQAEAWYR.R
R.AQLGAFGVEANAR.G
R.LQAGGFANKGEAER.F
R.SVPAPPPGHDATASPWR.A
R.LAAVSAAAPAAPK.P
R.AQYVLGTAHFNGDLAERDWPR.A
K.EGVDAWQAGDYR.T

YP_616951 Sala_1906 plasmid partitioning-family protein 37.08% 6 K.ITSEAAVALSQHGTVAPVTLHHR.T
R.TDYAASMIDGR.T
R.LASDLEILR.Q
R.AGKPLVFVVNAATPK.A
R.TVFAAPLPQQGNYGTVR.P
R.ETDLPAFAQTTVAR.L

YP_616953 Sala_1908 Sporulation related 15.20% 3 K.LAEQPNAQVR.V
R.TAAGVVPVTELPQPAPAAQIILADATPYR.H
R.HRDAVSASDLGLALALAGDSEGSLYVLGQAAR.A

YP_616954 Sala_1909 hypothetical protein 20.00% 5 R.ILIAQLGEGDYR.S
R.LAALFPDLPFALWQLPPVTR.I
R.YIETILAGDASTK.E
R.VLFLHVPLPR.Y
R.IERPESLWSPALYR.E

YP_616955 Sala_1910 2OG-Fe(II) oxygenase 49.54% 8 R.DIAASGTFVDGK.I
K.LVQLLGDNAVR.A
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R.FKEAPGVAIVYPSHTLHEVEPVTR.G
R.LQAVQYQLLR.M
R.ALRDIAASGTFVDGK.I
R.VKNNLQLHDAAAYER.S
R.NLMHELNEIAALEGGK.M
R.LVAITFIQSLIPDVQQR.N

YP_616956 Sala_1911 GTP cyclohydrolase I 53.00% 11 R.TFEEVGGYDEVVLLR.D
R.TLIEWAGDDPAR.E
K.LIVPDHVADAVR.T
R.TLIEWAGDDPAREGLLDTPR.R
R.TPGVGMVTSR.L
R.RLQVQER.L
R.TPGVGMVTSR.L
K.EYCSGYGEDPSIHLSR.T
R.LLGCFLEDQR.S
R.DRVVGISK.L
K.ASIAYLPR.D

YP_616957 Sala_1912 TonB-dependent receptor 13.83% 6 K.SGGINPPLQPAFAVDEAFSPEIVNAFEIGSK.N
R.GIPTAFALGSLYGPDALSTFAPIADPR.V
R.VDSSQDYNLSIQDR.S
R.NATSGVVNVVTAKPNLDAFGAAGEFEYGNYNSIK.A
R.LFETEFFDLER.I
R.LDVTYTGDSYGNIFNGR.I

YP_616958 Sala_1913 TonB-dependent receptor 61.48% 35 R.QIAPSFQATTGQSTATGVVLR.I
R.SQDIPIAVNVVGGEQLENSGISDIR.G
R.GQALFEKDDVSFR.L
R.GIGTAGDNPGFEPSVGVFVDGVFR.A
K.GYQNLAFEGNNFVVQNFDK.V
K.TDLSTAFQFNANAFYTELK.G
K.YYNITAFPIPEQSASFAVYPAPPR.L
K.AGVTGPVSETLAVR.L
R.NTSAGALNIITQKPSFNLGGYAEASYGNLDEIELK.A
K.SGGYNLDR.G
K.DREVAYSPAR.D
R.DGYIKDVNSDR.R
R.AGLNFGPDQNYAVEFYVENLFNK.Y
K.GTAFDDHVDWLIGGFYLNEK.L
R.GMDVDFSGIDR.A
R.AGLALADLPPIDR.V
R.MNSDANTINDPVAVPFTTNDGYTIVNAR.A
R.GSFDTAFLGGNGAQASDLEFGNEDVDSFEFGVK.T
R.AGLALADLPPIDRVEVLR.G
K.HVVTGAVTWTPQLSSNVGGLLHVDWR.M
R.LKGTAFDDHVDWLIGGFYLNEK.L
R.VMVYGGYDR.G
K.VVAQGVELESIIR.P
R.AYRENMPIGMR.D
R.YNHESK.K
R.VDTQAFALFTHNIIDFNDNVSLTLGLR.Y
R.SESKLTGTAK.L
R.LDGGYHKR.D
R.QALQGLPSGLGNAIFNLVCNPVVNPEFNGIYR.D
R.IRGIGTAGDNPGFEPSVGVFVDGVFR.A
R.GMDVDFSGIDR.A
K.KLDADLQSNLPGCATLQSTR.Y
R.NTSAGALNIITQK.P
R.LIADYAR.T
R.DGYIKDVNSDRR.F

YP_616959 Sala_1914 ribonuclease 28.79% 6 R.LVADPAATGGGHAQ.
R.DRPSLIEQVR.L
R.AVGAGVLTLTAR.G
K.TGAVEAAAVIR.C
R.GAVIDHIAARPGWIAQLEQR.C
R.DALVALDWPGEPPATLGDVPPGTSTGAR.I

YP_616960 Sala_1915 maf protein 52.63% 7 R.FLSGSHSNVVGLPLFETR.A
R.AVDTIVAFK.A
K.AGGYAIQGR.A
R.IAAPEIDETPLKGELPR.D
R.APDEVVLAGDTTVSVGR.R
R.ALLSSVGIPLG.
K.ALSAAEIDAYVASGEGMGK.A

YP_616961 Sala_1916 translation initiation factor IF-1 40.28% 3 R.VKLENDHEILGHTAGK.M
R.GQVVELLPNAMFR.V
K.LENDHEILGHTAGK.M

YP_616965 Sala_1920 ABC transporter related 5.89% 2 R.WAWSAALPAVDGGK.T
R.EVVAFGQGAVDPDSR.W

YP_616969 Sala_1924 hypothetical protein 48.55% 9 R.TLLIVDEGQNLAVSALEELR.M
R.RVDEPAADAPAPFAAPAEPAR.I
R.IVALASQPVAEAEDTASAVPAVDPDHLAALEK.Q
K.LVSTQVEGDDLLR.L
K.VGWTGNPSFSPDAFEEIFDYSEGVPR.K
R.VIATHHLDPMEPEEVEPYILHR.L
R.LVEQDEALRR.V
R.LLLYGAVEQMNR.I
R.GIDASTLAPLPVEEVVAAAATAAAPTPAPFAPPAAANETASEWPR.R

YP_616970 Sala_1925 hypothetical protein 26.58% 10 K.TVDVSPYLEIGQVLTADLK.N
R.WAYGVGVGYDQR.R
R.TRADGQGADSGLFIGDASNVADLYSIYAGPTFAR.R
R.RAEVAATLR.Y
R.IAGLDVGAGYR.F
R.GLNLEAGALATR.T
R.ADGQGADSGLFIGDASNVADLYSIYAGPTFAR.R
R.PQDIFDSSTNHVAWASVGARPGDLPFGWQVSGGYER.E
R.PGDLPFGWQVSGGYER.E
R.FGWNGDLGDSGTISGLAR.G

YP_616971 Sala_1926 protein-tyrosine kinase 11.21% 3 R.VLIASANPGEGK.T
R.TEALLAQLEAGAPGR.I
R.ADTTLESALR.D

YP_616972 Sala_1927 lipopolysaccharide biosynthesis 32.22% 7 K.VVPQQDNIFEITSSIAIGSLSDADNAK.L
K.LASAVLESLITVFRDDQLR.G
R.ASGLPVIGSITEVLTPER.Q
R.ITAQQIQNPGIAAEYDR.I
R.AELSQIDSQLVAAQAQLAAANGQLASTPATIPGVGGVGGSVAR.Q
R.LLVDVNEILPDDAQIGGGR.A
R.AAFEAQNIGLVPGGAGSPAQR.V

YP_616973 Sala_1928 polysaccharide export protein 37.61% 6 R.IVGATEKPASIPFR.A
R.ITTPLITDMPAVGK.T
K.TPTMLQQDIK.L
R.NPELGGK.V
R.LQPGDVIIIPESMF.
R.ANMTVLDAMIAVGGLGEYAAGNK.A

YP_616975 Sala_1930 AMP-dependent synthetase and ligase 18.43% 5 K.GPQAQHILADSGAK.L
R.VSPTEIEEAAVASGLVYEAVAFGVPDAR.L
R.TFPAADIYPMYGLTEAFR.S
R.NLPNFMQPQVIEWR.D
R.FRPAPPASLYGGTAVWSGDR.V

YP_616976 Sala_1931 hypothetical protein 9.12% 2 R.PEWFDLLEAHGFAAGGR.F
R.FDAGGSAGAATVR.L

YP_616978 Sala_1933 hypothetical protein 39.13% 5 R.VSADREAGIATSLESLLATAR.G
R.AIAADIAAWSR.T
R.SIPLGEGGIAGTPLWLR.A
R.LRIDPVGTPR.A
R.GGPLLLAGNALSPAMIAGLGAAEAQPVEPLR.S

YP_616980 Sala_1935 Malate synthase 40.89% 19 R.WADWQGGQLLLADPSQWVGSR.T
R.WGSLYDALYGTDALDAPPAKPGGYDAER.G
R.LFDAVEDMLGLAR.H
R.IVFINTGFLDR.T
R.FWADFAALLGQFAPENTELLAK.R
K.VDAQNAGDPLYEK.L
R.LADFIEQR.A
R.FALNAANAR.W
R.ALIFEGVAQPSGYTEPLLHK.Y
K.AFLDDAVPLASGR.W
R.NWSDAEIAR.E
R.LPGGAEAPEGLCDAVITSLCSLHDLK.G
K.ASDWIAAYEDR.N
R.TGDEIHTSMR.A



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.ISSQALANWLLHGVCTPEQVDAALAR.M
R.IGLACGLSGK.A
R.EALQSQIDAWHR.A
R.AGSIYIVKPK.Q
K.VPDIDDVGLMEDR.A

YP_616984 Sala_1939 peptidase dimerisation 44.78% 10 R.LVAPDPVESVDAAGR.V
K.TVAGQLADAFAALPGELR.L
R.IDGGGPNNVVPDQAILR.V
R.NALVAAADLALR.L
K.GGIAVILAALTALESSPLADR.V
R.WAAINSGTGNLAGLK.T
R.SAHAGRNPEEGR.N
R.VNMRPSTPEAMGGAESALR.A
R.GGAIHSSDEFLITGSLAER.A
K.TAALTYEPALPDGTLAGARPGSGNFSITIHGR.S

YP_616985 Sala_1940 Arginine N-succinyltransferase 56.97% 12 R.AGGLGLLLAR.S
R.GVIDEAGGSPFWDGVAGK.F
K.HVEVTGIAEDGEDALIATGR.L
R.AVIGVPHPTGR.A
K.EYPSDELYLMVLEDLDSGEVR.G
R.TFHAQVLMLSNDLNGASEVGGLFLHPAAR.A
R.AEASFASEKEYPSDELYLMVLEDLDSGEVR.G
R.AAKPGDLQSIYEMAK.L
R.ILNVGKGDAISWIGR.
K.GDAISWIGR.
K.HPVYIAMLPETAR.A
K.FFGMSFQEADQFNAVHGNQFIADLMPK.H

YP_616986 Sala_1941 Succinylarginine dihydrolase 45.78% 10 K.HWPEAIAPADLASTTLLHDVR.R
R.HNLVLGLPQGFFVPLDRPDAPWLAALGTSVEK.A
R.GNIASASHAGDVSQPR.A
R.VVADPATVDPR.F
R.LALLDALDLSELG.
R.AAFPAVEIVEVPASAVSLAHAIK.S
R.AAALQGIDK.M
R.FLADEAKLDR.I
R.LAFAHPAFSVHPPVPAPFGDEGAANHMR.L
R.AQAWSASSMWAANAATVSPAPDSADGK.C

YP_616987 Sala_1942 hypothetical protein 49.33% 6 R.ELIDTVEVPGGEALR.L
R.AALAALGPDAQITVAELVPAIIDWAR.G
R.RFDAILLDVDNGPDGLVR.A
K.AALRPGGLLAIWSAAPDVR.F
R.VNLVIGDVAATIADAPR.R
R.LYSPVGLAAAKAALR.P

YP_616992 Sala_1947 DEAD/DEAH box helicase-like protein 23.75% 6 K.LSVSTVFGGVPINK.Q
R.LLDLIDQR.A
R.GIDVSGVSHVINFEIPNVPEQYVHR.I
R.AGAEGIAISFIAPDERPYIR.D
R.DLSQGVDILVATPGR.L
K.EIAGLADQFLNDPVTVSVAPQATTAEK.V

YP_616993 Sala_1948 carbohydrate kinase, FGGY 38.78% 12 R.LTGGVHVTDATNASR.T
R.AALEAQSYQAHDLK.S
R.LLATVLVQEGDAR.V
R.LAVGTIESWLVYR.L
R.AGGADHVAAIGITNQR.E
R.DGLGLLASASESEGLAR.A
K.ATFGTGAFILSASGATR.R
K.EAGHETAVQATSGLLLDPYFSGSK.I
R.TMLFAADGTPLGSAQR.E
K.SAFAADGVDWAELR.I
R.VYALEGSVFVAGSLIK.W
R.ATNEPLAPAIVWQDR.R

YP_616994 Sala_1949 ribosomal protein L31 90.67% 5 K.MTDGTEYQTR.S
K.DIHPDYHMITVK.M
R.STWGSEGDVMTLEIDPTAHPAWTGGQGR.M
R.MLDSGGQVAK.F
R.FGGLTLKR.

YP_616995 Sala_1950 beta-hydroxyacyl-(acyl-carrier-protein) dehydratase FabZ 19.61% 2 R.KPVEPGHLLDLHVTILQAK.R
K.LVYFMGIDGVK.F

YP_616996 Sala_1951 outer membrane chaperone Skp (OmpH) 79.39% 18 R.ILPNVSIAVPAGYQPGQLVQQR.N
R.ENNVDITEAVVTELNR.I
R.AAQPGAAAPAPTGNQPTTR.
R.TASQQIETTYK.A
R.KTPQNQAALQAAAK.A
R.QAAQAELGQISAPVDLAIAYVEDQISVR.M
K.KVDLLLNPDAVLAR.E
R.GQTLQAEINVLIAK.Y
K.TPQNQAALQAAAK.A
K.VDLLLNPDAVLAR.E
K.AQIDQQQSR.G
R.NQQLMDAAR.A
R.TASQQIETTYKAQIDQQQSR.G
K.RQAAQAELGQISAPVDLAIAYVEDQISVR.M
K.GVAVADVR.V
R.VAAARSNAFR.T
R.NQQLMDAAR.A
R.GQTLQAEINVLIAKYNEEAR.K

YP_616997 Sala_1952 surface antigen (D15) 52.99% 39 R.LEAQTILSYLR.L
R.GQSASISQDFAGLGGSVK.Y
R.GLGQQLQASVNYSSYSK.S
R.FAAIYDPLNPVIDTSNDNR.G
K.ETGLLTILSSNTSYDPDRLAYDQQK.L
R.YSLNYDDVTLDR.S
R.VELDIPLGTGAK.E
R.LNEGDAFNSFGVK.R
R.LFYLTNGYADFR.V
K.SIELGFTEPYLFDR.N
R.IDVNGNTLTHDK.V
R.IDFAYALR.K
R.FAAIYDPLNPVIDTSNDNRGQIDDALGGR.A
R.TTSLVGFTLAYDDRDNR.I
R.VAIGAGVNWNSPFGPFR.I
K.LVEDTVESLSETAGLFGYAFADINPEFR.R
K.ELGLRPSIFLDVGSVFSVK.R
R.INSLGYFQENLEIER.K
K.FSDGDLKDEMATK.E
R.VDVVFEINEGPK.S
R.FFGDTWMPR.V
K.ETGLLTILSSNTSYDPDR.L
R.VISAVAELTSNK.Q
R.TMDITFNVAESPR.T
R.FILNLSAEGGYIHPFGSAPTPTSDK.V
K.SGDWYDAK.L
K.QDFIITYVVEEGER.Y
K.LVEDTVESLSETAGLFGYAFADINPEFRR.N
R.NISVGGSVYR.R
R.LNEGDAFNSFGVKR.T
R.ATLDQALKDLAATELFK.D
K.HFNLGSR.F
R.SIYFFGDQCDPLVAGR.Y
R.INSLGYFQENLEIERK.E
R.FFLGEPQMR.G
R.DLNSFNFIDNDRR.T
R.GQIDDALGGR.A
R.FILNLSAEGGYIHPFGSAPTPTSDKVR.L
K.MVSLDQNRVDVVFEINEGPK.S

YP_616999 Sala_1954 1-deoxy-D-xylulose-5-phosphate reductoisomerase 51.42% 11 R.LSLFGATGSVGQSTLDLVR.R
R.PAQLNAANEVAVAAFLAGR.I
R.VVDAAEPAAPSSLQDIFSVDTASR.A
R.RVVDAAEPAAPSSLQDIFSVDTASR.A
K.GLELIEAHHLFPVGLDR.I
R.VGVLTANCDVQELAR.L
K.ISVDSATMMNK.G
K.AALAGQGIECAAGAAALVEAAER.R
R.RADLVMAAIVGTAGLAPTMTALAAGHDVALANK.E
R.LAIEFRPDVAVVADESCYGYLK.A
K.EALVSAGELMTAAAR.A

YP_617001 Sala_1956 undecaprenyl diphosphate synthase 49.56% 6 R.ALAPDVVALIDNALDR.T
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R.FILSDLDEFAANDVK.L
R.AAGDLGLEAMTLYAFSSENWK.R
R.AANAAAAIGEITAEAIEAHLDTADMPPLDLLIR.T
R.TTLAVALNYGAQDELVR.A
R.HVAIIMDGNGR.W

YP_617002 Sala_1957 ribosome recycling factor 78.26% 15 K.LTDATIAEIDAAATAK.E
R.ANAALLDPVTVEVYGSQMPLNQIASISVPEPR.M
R.SAGLGLNPIVDGQMLR.L
K.RHETEVQK.L
R.HETEVQKLTDATIAEIDAAATAK.E
R.MLSVQVWDK.A
K.LAGQYAEK.A
R.MLSVQVWDK.A
R.MHGAVESLKHDLAGLR.T
R.ANAALLDPVTVEVYGSQMPLNQIASISVPEPR.M
R.SAGLGLNPIVDGQMLR.L
R.LPIPEMTQER.R
R.KRHETEVQK.L
R.DGMDNLKQDENKK.E
K.EISEDERK.R

YP_617003 Sala_1958 Uridylate kinase 52.70% 9 R.VVIFAAGVGAPYFTTDSGAALR.A
R.VLAGEGVSTVVGDGAV.
K.GTSVDGVYNADPK.Q
K.LSGEALMGPSPFGIDPETVASMAAEVK.E
R.DNHIPIVVFNIR.E
R.AQADYMGMLATVMNALAMQNALEQLGVQTR.V
K.LSGEALMGPSPFGIDPETVASMAAEVK.E
R.AQADYMGMLATVMNALAMQNALEQLGVQTR.V
K.GTSVDGVYNADPKQDANAVR.Y

YP_617004 Sala_1959 translation elongation factor Ts 75.97% 26 R.FQLGEGIEKEESDFAAEVAAAAGV.
K.TPVAEVVAAAGK.D
K.AAQSGKPAEIVAK.M
R.VAAEGLVGFATDGTR.G
K.IGVLVALESSAGADVLEPLGK.Q
K.ALAENNGDIEASIDWLR.T
R.GALVEVNSETDFVGKNEQFQAFVR.D
K.ENALLSQLFVMDGKTPVAEVVAAAGK.D
K.QLAMHVAAANPLALNGDDLDADLVAR.E
K.DVGAAITLK.G
K.ENALLSQLFVMDGK.T
R.VALLTVNSGAVTGYVHNAAAPGMGK.I
R.GALVEVNSETDFVGK.N
K.NEQFQAFVR.D
K.KALAENNGDIEASIDWLR.T
K.TPVAEVVAAAGKDVGAAITLK.G
R.RVALLTVNSGAVTGYVHNAAAPGMGK.I
R.KENALLSQLFVMDGK.T
K.EESDFAAEVAAAAGV.
R.VALLTVNSGAVTGYVHNAAAPGMGK.I
K.QLAMHVAAANPLALNGDDLDADLVAR.E
K.ENALLSQLFVMDGK.T
R.TKGLAAAAK.K
R.TGAGMMDCKK.A
R.KENALLSQLFVMDGKTPVAEVVAAAGK.D
K.ENALLSQLFVMDGKTPVAEVVAAAGK.D

YP_617005 Sala_1960 ribosomal protein S2 84.84% 26 R.ALDFIASTAASGGK.V
R.NGIHILDLSQTVPLFAR.A
K.TLEEQLSGDTSGLTKK.E
K.EANVLGIPVVAILDSNVSPDGIAFPVPANDDAAR.A
R.ASGQHFVNHR.W
K.TLEEQLSGDTSGLTK.K
R.QAQGPIADAAR.A
R.WLGGMLTNWK.T
R.LKTLEEQLSGDTSGLTK.K
R.ADRGEDLGAAVEPVAEPALVEEAAAPVTEDEQVPAEAAAETER.Q
R.GEDLGAAVEPVAEPALVEEAAAPVTEDEQVPAEAAAETER.Q
R.DMGGIPDVMFVIDANKEELAIK.E
K.RQAQGPIADAAR.A
R.DKLEMSLGGIR.D
K.VLFVGTK.R
K.LEMSLGGIR.D
R.WLGGMLTNWK.T
R.LYCDAVAQAATR.G
R.LKTLEEQLSGDTSGLTKK.E
R.ERDKLEMSLGGIR.D
K.TISNSIKR.L
R.MKPYIFGAR.N
R.DMGGIPDVMFVIDANKEELAIK.E
R.DKLEMSLGGIR.D
K.KEVLNK.T
K.EVLNK.T

YP_617008 Sala_1963 Phosphatidylserine decarboxylase-related protein 22.14% 4 R.IGFTQIAGLVAR.R
K.FVNADLDKASEENER.Q
R.VSIFMSVFDVHINR.T
R.RIMPFVSMGSELATGQR.V

YP_617009 Sala_1964 isocitrate dehydrogenase, NADP-dependent 86.88% 36 K.TVESEAAHGTVTR.H
K.ATSTNPIASIFAWTGGLK.H
R.FKDIFEEVFNAEFK.V
R.GKLDDNAALVK.F
R.ASLNYGLAR.E
R.NILGGVVFREPIVMK.N
K.VANPVVELDGDEMTR.I
K.VQFDALGIVYEHR.L
R.HAFGDQYK.A
R.IIWQWIR.E
K.ATDFRVPGPGK.L
R.TDDKITVEAANAIK.K
R.LVPGWTDPIVVGR.H
R.LIDDMVASALK.W
R.NILGGVVFR.E
R.EWPVYLSTK.N
K.NYDGDVQSDTVAQGFGSLGLMTSVLMTPDGK.T
K.DIFEEVFNAEFK.V
R.LILPYLDIDLHYYDLGIEER.D
R.LVFEGEDGTLIDEEVFQFPSSGVAMGMYNLDDSIR.D
K.LDDNAALVK.F
R.LVFEGEDGTLIDEEVFQFPSSGVAMGMYNLDDSIRDFAR.A
R.ERLILPYLDIDLHYYDLGIEER.D
K.DLALLIGPDQNWLTTEGFFEAIVENLDKK.M
R.VEEFGLKK.M
R.TDDKITVEAANAIKK.Y
R.NILGGVVFREPIVMK.N
R.LIDDMVASALK.W
K.VANPVVELDGDEMTR.I
K.KYGVGVK.C
K.FADDLEKVCVATVESGK.M
R.DRTDDKITVEAANAIK.K
K.VCVATVESGK.M
K.NYDGDVQSDTVAQGFGSLGLMTSVLMTPDGK.T
K.NYDGDVQSDTVAQGFGSLGLMTSVLMTPDGK.T
K.FADDLEK.V

YP_617011 Sala_1966 peptidase M16-like protein 46.22% 27 R.LAAVEADFGQLPSLGKPGSIVATAPLPGLR.A
R.PPSQADIDRETNEIEAFLLK.E
R.ISELAVAAER.G
K.ATAASVGAFHDR.W
R.VVLTTPTSAGGNGAVLAALK.A
R.IGYLTGYELNDATPNAVLER.H
R.DIAADLVARPVSADELAR.N
K.QAGNSDWLYVGSDIPR.D
K.ILTESFGALAPR.A
R.SADVTAASIVPLSDWK.A
R.IELSNGVTALVSNNK.I
R.IADATNAHLFAGQLLGDRSPIGTTASLGK.A
R.AVVVIVGDGDPATFAR.L
R.SVAADAPNLLWTGDYALVASGIGPWGQNEIDQLTNGR.Q
R.RIDTVENTR.R
R.GEQGQAAAMTAWPTGGGR.T



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.ASTGNVYWMFLLEGATR.D
R.ASATPQVMLDISR.A
R.ALEVLAAIFNDR.L
R.AGASYLVATVEQQYVSR.S
R.AEQGASYGPVVDSHWPTGFDTGGYLLVGSLLAPK.D
R.VTAAALSIQDDLAAVTAADVQR.L
R.VDFAPHVTVPEIAYHR.G
R.SPIGTTASLGK.A
R.PADLADQLR.L
R.IADATNAHLFAGQLLGDR.S
R.DTAWQFGILPNGLR.Y

YP_617012 Sala_1967 Nitrilase/cyanide hydratase and apolipoprotein N-acyltransferase 10.49% 2 R.TTYGHSLAVDPWGAILADAAR.S
R.SHVIAADGR.I

YP_617014 Sala_1969 NUDIX hydrolase 27.27% 6 R.ALLGGTLLSDILAAR.D
R.IALESLVPFAR.W
R.HGAGIDPADGAAR.V
R.GEVSVIFPTR.R
R.ETLEETGLAVGWPGLAETEVAEVRR.A
R.RHGAGIDPADGAAR.V

YP_617016 Sala_1971 FAD-dependent pyridine nucleotide-disulphide oxidoreductase 67.08% 18 R.LESVQNANDQANVVAR.G
R.ATAEQLADTGTPLK.A
K.LQTAGLSTGHDQAVLR.G
K.FAGSIAIIGDEPDLPYERPPLSK.E
R.GIVGDEAPYHAIPWFWSNQYDLK.L
R.AVTMLLGQR.V
K.LVWATGGSPR.M
R.VMAVDPAAHSVTTDDGQTVGYGK.L
K.VVLLEALDR.V
R.LAVGAVIPADLVIVGIGIVPAVEPLIAAGAEGGNGVLVDR.L
K.EYFAGDKDFER.I
K.KVVLLEALDR.V
R.VAGEELSR.F
R.VIAIDCVNATK.D
R.TSLPDIYAIGDCAAHANDFAGGAVIR.L
R.TRADADAMK.A
R.SFSVVYLK.A
R.MLPIPGGDLPGVQGVR.T

YP_617018 Sala_1973 Glu/Leu/Phe/Val dehydrogenase, dimerisation region 55.14% 11 R.SPAFVADEMAEEVIAGAK.R
R.AGGDPSPWTAQGVFDAMTVAAEFALGK.S
R.AVEELGGLYVTAEDVGTSVADMQEVAQTSR.H
R.GIVYAPDYVVNAGGIINVSAEYLGEDVRDVELR.V
R.LWSYPDASHALADAVR.L
K.NALAGLPLGGAK.A
R.SPAFVADEMAEEVIAGAKR.V
R.HVAGLPSAEGR.A
R.RPEGEWDR.V
R.LYDLEAGLDGFIAIHSTALGPGAGGCR.L
R.LVIADVSPVR.R

YP_617019 Sala_1974 transcriptional regulator, AsnC family 25.64% 3 R.ANLDEFSAAIR.G
R.DANQTTAEIAER.V
K.LPGIQEINSTVALSEIK.S

YP_617020 Sala_1976 mandelate racemase/muconate lactonizing enzyme 11.25% 2 R.DQILLAAAHVADMAAAEAR.A
R.NHVDVVVAEIEDSGAIGR.G

YP_617022 Sala_1978 Prolyl oligopeptidase 76.63% 46 K.IIAEAADKYAFAAK.W
R.VNPEVAAWVEAQNR.V
R.VKDVATGQDLPDEVR.W
R.LTFNPADFSVEQR.F
R.NDGLQPQSVLYVR.E
R.FDTETGNSEIFAEPR.L
K.SSDPETFYAFSSFAR.P
R.NLLSYSPYHNIR.S
R.GDTVDPQFGVDVADPYR.W
R.YWVDDYGYPSK.E
R.PGAKPIVLVDDYANNWEYVTNAGTR.F
K.GGVLAIANLR.G
R.MVALNGEPIANINLADIGAASGFGGK.S
R.LGTPQSADVLIHATPDKPK.L
R.IILSYLGDAK.S
R.DGATALAEWEPSEDGK.Y
K.LTELVAENPATLVGASR.V
K.LNNSALVTDDGDYLLVVSSEGTDER.Y
R.VLIDPNLWAR.D
R.SGVAYPAVLVTTADTDDRVVPGHSFK.Y
K.QNVFDDFIAAGEYLIAEGITGK.G
K.EGEAFQSLNENHAVYFHR.L
R.VTDAYLDTLPGR.D
R.DGATALAEWEPSEDGKYLLYAVQDGGTDWR.I
R.YGLTLHPLGR.P
R.LAWVDKGGVLAIANLR.G
K.YLLYAVQDGGTDWR.I
K.GSPTLLYGYGGFNVSLTPGFSPTR.L
K.DVATGQDLPDEVR.W
K.DGSGFYYSR.F
R.LANKQNVFDDFIAAGEYLIAEGITGK.G
K.YTAALQHAK.A
R.MTELYDYER.F
K.SKDGTEVPMFLVMK.K
R.AGHGSGKPTDK.I
R.WLEDDVRVNPEVAAWVEAQNR.V
K.DGTEVPMFLVMK.K
R.SGVAYPAVLVTTADTDDR.V
K.PIVLVDDYANNWEYVTNAGTR.F
R.YWVDDYGYPSKEADFR.N
R.WLEDDVR.V
R.MTELYDYER.F
R.EGLKGEGR.V
K.SSDPETFYAFSSFARPTTIYR.F
K.LNNSALVTDDGDYLLVVSSEGTDERYGLTLHPLGR.P
K.GQLAIEGGSNGGLLVGAVTNQRPDLFAAALPAVGVMDMLR.F

YP_617023 Sala_1979 putative GAF sensor protein 34.16% 5 R.LVGVLDLDSPLPAR.F
R.FTAADQAGAEALVAR.I
R.FDGQELVLGPFQGK.A
R.SELVVPVIANDRLVGVLDLDSPLPAR.F
R.SELVVPVIANDR.L

YP_617024 Sala_1980 17 kDa surface antigen 16.73% 3 R.WTGTWDGTYETPDGR.R
R.GGTVGGAVVGGVVGGIAGNR.I
R.TYYEDVPVR.K

YP_617026 Sala_1982 Gamma-glutamyltransferase 52.39% 22 R.VDYGLEIQSAGDSPR.W
K.RPFQTIIPGFAAR.G
R.GQLFSLQDGHPNIYAPGK.R
R.LAEIGWTLGESDGGFGR.Y
R.GGTLPAYGAITVSVPGTVDGWWTMHQR.Y
R.TAVYGLSGAVGTAHPLATQAGIDMLR.R
R.GIEEIDNALR.T
R.VPVEWLISK.D
R.GTDVYALGANTQGIATLQMLNILEHFDLK.G
R.DAFYEGEIAR.T
R.YEDLAAHR.S
R.VYAAASEMR.A
R.RLAEIGWTLGESDGGFGR.Y
K.ELFEPVIAHAEVGAPVPDMIAYYMR.R
R.YYADPHFAR.V
R.GMGSGLVADGLGFMFQDR.G
R.WHHEGSSETMGEDAAGLGPNGLLR.L
R.GLDLATVR.S
R.VYAAASEMR.A
R.PFQTIIPGFAAR.G
R.LESGVPDASR.R
K.KLAGLAGSGK.S

YP_617028 Sala_1984 polyhydroxyalkanoate depolymerase, intracellular 40.39% 11 K.HLVDGDGESADKTK.E
K.TLTMMGGPIDTR.K
K.APTAVNEHATTRPYAWFQENVIATVPAYYPGAGR.C
K.HLVDGDGESADK.T
R.VTEAIEAR.R
R.LLIVAPMSGHYATLLR.G
R.GKPGFELYETTVDGETVR.V
R.GELVDIAAIEDIAILAIEGERDDISGIGQTK.A



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

R.DDISGIGQTKAALTLAR.A
K.WREEIAPVVEQWIR.A
K.APTAVNEHATTR.P

YP_617029 Sala_1985 ABC transporter related 19.43% 7 R.FYDPQAGQILLDGVPLVDADPADIR.A
R.LAPGFFEENRPSEIASR.M
R.YGNWAASDEDLWAAAR.A
R.AANAEEFLR.K
R.MTADTAIIEQVVGTTVSVALR.N
R.APLLLLDEATSALDAESEK.L
K.STLFQLAER.F

YP_617030 Sala_1986 hypothetical protein 47.19% 4 R.AWGADNGVGEQQLLAAR.L
K.ADYVGYMMAYLRPGTAPTG.
R.LAPDMFPLAAQIR.F
R.LGAAGAPGFAEDGADFAALQAQIADALAWLGGIDR.S

YP_617032 Sala_1988 OmpA/MotB 42.90% 19 R.GISDGSISAQAFGETRPAVATADGVR.N
R.FFNADNVDLVDQAGR.D
R.APLSSNWDVGLK.Y
R.VSVEPVFAGPFLDDSDTGFAWQAIAGVR.A
R.AGYDFEGTVGYDFGGFR.A
R.YNVGLSER.R
R.RVEITYGPNSGM.
R.FFNADNVDLVDQAGRDVSTR.F
R.AEVEVGFR.E
R.GISDGSISAQAFGETR.P
R.RNDAVR.S
R.AEVEVGFREADIK.S
R.PAVATADGVR.N
R.APLSSNWDVGLKYR.F
R.YNVGLSERR.N
R.VEITYGPNSGM.
R.RVEITYGPNSGM.
R.GCTGTQIMLAGHADR.S
R.GCTGTQIMLAGHADR.S

YP_617043 Sala_1999 phage major capsid protein, HK97 8.16% 2 R.SIATVVQTGTSGYRK.L
R.QGAVWVMNSDTLARIR.K

YP_617047 Sala_2003 hypothetical protein 33.80% 5 K.QAFGYSWPNFDPTLLAER.V
R.AVAFFDGQNLFHSAK.Q
K.VASAFPVSPTYR.V
R.DQDLTEVADEIR.L
R.LPDGTEHSFLDGDEK.G

YP_617050 Sala_2006 proline iminopeptidase 16.76% 5 K.YPDQWAALLSVLSADER.R
K.SEPNVASAGPAVALAK.N
R.ENALALTAVMDGLGR.I
K.YPDQWAALLSVLSADERR.D
K.NTTADLIGDIEK.L

YP_617051 Sala_2007 peptidase S9, prolyl oligopeptidase active site region 41.67% 20 R.ETPLAGQDGPAFSPR.W
R.TPVSESEQYYTALR.L
R.QAEWETDPLESEIHALDVASGAIATLTDR.N
R.LGSAPANKPEGAK.W
R.AVSSIWLIDTATGR.E
R.SLYVQYDDHGETK.V
R.LTGLPTSPSSLTWAPDGR.S
R.FTGADLFDLAIAADPQISPDGR.H
R.NGPDANPLVSPDGR.L
R.GSTSYGEAFAQQIDK.A
K.VPGASHGGIAAR.P
R.IAANWDYSVDAVQWGADSR.S
R.ADGQGYVEPGFEK.I
R.SPLSLVGNVETPTLVVVGGEDYR.T
R.RFTGADLFDLAIAADPQISPDGR.H
R.QLTFGPYHDGGPLSWSR.D
R.LIAYLGFDDALR.A
R.AYEQTELYVMNR.D
K.IFLIPATGGAPR.Q
K.AAAILAWFDKYR.K

YP_617052 Sala_2008 phosphoribosyltransferase 59.16% 8 R.VFALGYLIDTLNPDDR.L
R.LLIIDDVFDSGR.S
R.HKPEAAIILGEVEAPGA.
R.LGMQVIDSGFKPTHLVGIWR.G
K.IFISANELLADSLR.L
R.LGMQVIDSGFKPTHLVGIWR.G
R.GIDDQDAR.V
R.GGAPVGIAVQELLDYHGQPCDHIAIR.T

YP_617053 Sala_2009 adenosine deaminase 35.48% 7 R.VAIPFASIDDVR.A
K.TVAHAGEEGPPEYVR.E
K.ATVNSDDPSYFGGYVNANYQAVADALDLSRDDLVTLAR.N
R.GVAFETVITGITR.A
R.NSFTGSFLSDAEK.A
R.SLEDPALVAR.L
R.HLSEAEAEATLDEALPFLGR.I

YP_617054 Sala_2010 cell shape determining protein, MreB/Mrl family 31.50% 5 R.AALEQTPPELSADIIDEGITLTGGGALLR.R
R.DLVTGRPAEVQVTEAEIAEALAEPVGQIVSAVR.A
R.DAASNAGAASVQLIEESLAAAIGAGLQVAEPR.G
R.GIVLNEPSVVALETR.D
R.PAEVQVTEAEIAEALAEPVGQIVSAVR.A

YP_617056 Sala_2012 hypothetical protein 49.78% 7 R.YGYRPAANGEK.A
R.VVSSPGFADPWYGGYYGYGFYR.P
R.FQSQLPAPQGQSFVVEASNPALQGGIEFGQYANIVAGELTR.Y
R.DNDLQTLVPNLVEAMFTGFPGNSGER.V
R.VVSSPGFADPWYGGYYGYGFYRPVIVR.G
R.MDYGVDKGR.E
R.MDYGVDKGR.E

YP_617057 Sala_2013 tryptophanyl-tRNA synthetase 65.66% 13 K.FNLDTGTDTFTLPEPTIPATAAR.I
K.NLVSIYAAMADESVDQVLAR.F
K.ANPAAIDAALEAGAAR.A
R.TLSGIQPTGNLHLGNYLGAIR.N
K.LYFLADLHAITVHNDPAELTANTR.E
R.INLVDDPDTIMAK.I
R.EGASVGLFAYPVLQAADVLLYQTTHVPVGDDQK.Q
K.TDPEPLPSEAAGLEGRPEAK.N
R.VPAHAELAWLLFCTAR.I
K.AKTDPEPLPSEAAGLEGRPEAK.N
R.EMAAALMAAGIDPAK.A
R.EGASVGLFAYPVLQAADVLLYQTTHVPVGDDQKQHLELAR.D
K.AILFNQAR.V

YP_617059 Sala_2015 protein-export protein SecB 21.51% 4 R.NVPDDQLQPFFLAEAPR.I
K.TDKGTSFVIELK.Y
K.YAGLFGVR.N
K.GTSFVIELK.Y

YP_617060 Sala_2016 import inner membrane translocase, subunit Tim44 64.71% 13 R.SAPAPIRLDDGETSAIVTSATDTAGLVYEPSAEAGLR.Q
R.QIGSNDPNWLLDEAESA.
R.LDDGETSAIVTSATDTAGLVYEPSAEAGLR.Q
R.YHADISAITR.D
R.TGHEQEPVLPR.R
K.RTGHEQEPVLPR.R
K.LIAGSMSDAAQTDDLWTFR.R
R.MILEAFWK.G
R.QLLANDRNFDAGR.F
R.DLCDDDSYDAFVEAIDAR.E
K.ITAAELNR.G
R.RQIGSNDPNWLLDEAESA.
R.NFDAGR.F

YP_617061 Sala_2017 MltA 28.41% 7 R.VGVAVQPITATPR.A
R.GAAVMNENPSWVFFR.E
R.GSALLLLPR.A
R.GQASMQGILDYLR.A
R.APLAAPAVPADAATATASGVIAGPDFASLGISTEQAAAALAAFR.I
R.AEPNGLWIAQDTGGAIK.G
K.YVPLGAPVFLSLDR.A

YP_617063 Sala_2019 succinyl-diaminopimelate desuccinylase 27.85% 5 R.FIDGIEPDGPVENLLAVR.R
K.HFGFAGHLDVVPPGVGWTSDAFAPEIR.G
R.VTPDMIVVGEPTSVNR.L
K.LDEAVAIEDLHR.L
K.ALIAVPSVTPATGAVFDVLEAALTPLGFTVER.F

YP_617066 Sala_2022 protein of unknown function DUF853, NPT hydrolase putative 29.08% 10 K.AQEEADKAAAIAAK.E
K.AEQAQAAAIEAK.A
K.TVTLQGLAEGFSAVGVPVFVADVK.G
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R.DNPVIFWDLFGEQGHPVR.T
K.AAADTFRPNPK.I
R.AAEIGDTDWAYR.D
K.GVGVYFVTQNPIDIPEAVAGQLGNR.V
R.VGEALVSLLMPDGAPSPVER.T
R.QLLTLESQGGDHFFGEPALDIQDMIR.T
R.AAEIGDTDWAYRDNPVIFWDLFGEQGHPVR.T

YP_617067 Sala_2023 V-type H(+)-translocating pyrophosphatase 19.89% 15 K.AADVGADLVGK.V
K.TDLLDAVGNTTK.A
R.EKTDLLDAVGNTTK.A
K.AAVTGDTVGDPYK.D
K.VEAGIPEDDPR.N
K.MQEIAGAIQEGAK.A
R.QVLSASAGNEK.M
R.DQFANNK.G
K.YIEDGNHGGKGSEAHK.A
K.MQEIAGAIQEGAK.A
K.KYIEDGNHGGK.G
K.ITNIVAILLLAALAHGAA.
K.DVRDQFANNK.G
K.AAVTGDTVGDPYKDTAGPAVNPMIK.I
K.AADVGADLVGKVEAGIPEDDPR.N

YP_617068 Sala_2024 thiamine-monophosphate kinase 15.46% 3 R.LAAATAGDDYQLLFAAVPAAADAIR.E
R.FGVALLGGDTVR.A
K.LVAVNLSDLAAK.G

YP_617069 Sala_2025 NusB antitermination factor 51.68% 6 R.GDVPVGAVVSEYVDVAK.A
R.AGTYELIAR.G
R.EAGFANGLLDAIGKDVR.K
R.IGAIIEDAEYADADVPFFDDIVK.G
R.EAGFANGLLDAIGK.D
R.ADEIDAAITAR.L

YP_617070 Sala_2026 Histidinol dehydrogenase 47.91% 11 R.VGGAQAIAALAHGTDR.I
R.LAPEHLELAVDPAEADALFAR.V
R.VKAEGDAALADYTAK.F
R.TSFLALDEASLAAIGPAAVALAGAEGLPAHALSVQNR.L
R.QTPEAIGDYVAGPNHVLPTGR.R
R.IAPVDVVTGPGNAWVAEAK.R
R.ESASDVSADVAAIIAR.V
R.AAYPSSVLMNILPAK.V
R.WNAVDAAGVYVPGGR.A
R.LDASAPGFAAQFDALVNDR.R
R.FSSGLSVTDFMK.R

YP_617071 Sala_2027 ATP phosphoribosyltransferase 49.33% 8 K.LGLASHIVDLVSTGR.T
K.LNSAEVPALVER.F
R.TLVENALAEQK.I
R.ILDEALPLLAR.V
R.VGIEPAADFFDKK.S
R.LSLAGPEGGAPPGLGESHIR.V
R.ALVFGTNQSHISLIR.V
R.WFAAQGIQAECIK.L

YP_617074 Sala_2030 tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 37.70% 9 K.FTDLFQLAR.E
R.FRDTVIDQFADEYLAGR.T
R.VGACCAGQDIRDAR.A
R.SGAEVIGVTLQLYDHGAK.A
R.LGDANWLADVEGR.D
R.GIDIGGQAEPLYVVR.L
R.FLSPEYGVAPGQAAVLYDAADK.S
R.AVDPARDQSYFLFATTQEQLDFLR.F
K.RVGACCAGQDIR.D

YP_617077 Sala_2033 hypothetical protein 37.36% 3 K.ANAMDDNGEIAPSETGVGDTQTK.
K.ADAVEEMGEEK.A
K.ADAVEEMGEEKANAMDDNGEIAPSETGVGDTQTK.

YP_617080 Sala_2036 Small GTP-binding protein domain 34.60% 15 K.AEIEDIIGLPADDAVLASAK.A
K.AGIGIEETLEAIVAR.I
K.KPAAAPLPGFK.E
R.AQITYELPLNEVVFDFYDR.L
R.VGDTVTDAK.K
K.RTDLVEIGPGEIGFITAQIK.D
R.EYDLDLITTAPSVVYK.L
K.IDLPAADVDKVK.A
R.GYASFDYHQIGHRPGDLVK.M
R.EYGNVNIPQEAFIAALR.M
R.LIQFTGGLTER.E
K.MSILVNNEPVDALSMIVHR.G
K.IPIQAAIGGK.V
K.FMQAGTTHLIDR.V
R.TDLVEIGPGEIGFITAQIK.D

YP_617082 Sala_2040 hypothetical protein 59.17% 6 R.SVAEAVDGLPAIHALR.E
R.APVSAALADIDRLYVER.S
R.LAGLVSAQDAAIAALAAELPGA.
R.FDVAPPPVAVPPPGPLPADLAGR.L
R.WIVAQQAISR.L
R.AFAAEHSAAATR.V

YP_617083 Sala_2041 ribosomal protein L21 90.85% 19 K.IEGEAGDTVSLGDVLLAGDGGEVK.D
R.VAAGDKIAVEK.I
K.IEGEAGDTVSLGDVLLAGDGGEVKDAK.G
K.GLTVSAEIIAQTR.G
K.IAVEKIEGEAGDTVSLGDVLLAGDGGEVK.D
K.EAAPKEEAAPK.A
R.TGGKQYR.V
R.RHNYR.R
K.AAAPAKEAAPK.K
R.QSLTLLR.I
K.KEAAPKEEAAPKAEAK.A
K.KEAAPKEEAAPK.A
K.KEAAPK.E
K.IAVEKIEGEAGDTVSLGDVLLAGDGGEVKDAK.G
K.GLTVSAEIIAQTRGEK.V
K.AEAAEKKPAAR.K
R.VAAGDKIAVEKIEGEAGDTVSLGDVLLAGDGGEVK.D
R.ILAVGEARK.A
R.ILAVGEAR.K

YP_617084 Sala_2042 ribosomal protein L27 40.45% 3 K.FGGQDVIGGNIIVR.Q
K.VYPGVNVGMGKDHTLFATADGR.V
K.DHTLFATADGR.V

YP_617085 Sala_2043 GCN5-related N-acetyltransferase 35.86% 5 R.NLATAPWPYDER.D
R.LLLRPGWIEDAPALAR.A
R.DFLSQPIDPAQPR.F
R.PYWGLGFATEAGR.Q
R.LSAGHFLDNPASGAVLR.K

YP_617086 Sala_2044 Twin-arginine translocation pathway signal 56.68% 29 K.GGNVPLDVLALNVAEYVAGAKG.
K.AAAAQGLIAPAFLIDK.A
K.GGNVPLDVLALNVAEYVAGAK.G
R.NTPYVVIQNVGAYLDIPK.F
K.LGYTQGSVGDR.M
R.LGYLQSLAFR.A
K.TSADAEAYLAR.L
R.SAAGVAALADTLK.A
K.RLPLAEEPGAPAAYGGAGSIDGSIPGR.F
K.IVQGPVAAALER.Q
R.AEILAYIQTWLGK.I
R.LGAFPGVLDGETER.M
R.AAAAELNGDWGAR.A
R.PGGDEWYAWGLR.A
K.AVGQMEASLADAK.A
R.FFVEENGSNPLEVASEVDR.Y
R.TSLAVVESAYDVALAGFALPYGDVAVGGWR.N
R.GLAQAALGAR.Y
K.AGLDHQAR.T
K.AGGSMVESLNR.R
R.LPLAEEPGAPAAYGGAGSIDGSIPGR.F
K.FLDSDHPVK.T
K.ATMDAGLWAR.P
R.DFNDVVLK.G
R.YKFPDNDAGR.A
R.TTELHSK.Y
R.RAAAAELNGDWGAR.A
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R.FFVEENGSNPLEVASEVDRYCSWAGQACGYK.V
K.VGHSEIVR.Q

YP_617088 Sala_2046 Phosphoenolpyruvate carboxykinase (ATP) 56.15% 20 R.LSPEAEPEIFATTR.R
R.TAQTLVQQFIANFAQFESHVDEGVR.Q
K.SVFGILNYLLPVK.G
R.GDTAVFFGLSGTGK.T
R.FGTVLENVVMDPVTR.E
R.ALLNAALDGSLNDAEFR.R
R.SETVIAVNFTEK.L
K.LTPDQAMYHFLSGYTAR.V
K.DGPLVVATGK.H
R.YFGFMVPVAVPGVDAR.L
R.ELDFDDATLAENSR.G
R.ALLNAALDGSLNDAEFRR.D
K.VVIGGDTIETQAEVAENWGTAPLVEEAVR.H
R.DRYFGFMVPVAVPGVDAR.L
R.TLLCRPTAEELAGFAAEYTIVDLPSFR.A
R.QQLFGGSQPEHR.V
R.GSYPIDFIPNTSENNMGPVPQNIIMLTADAYGVLPPIAK.L
K.TNVPMTPDHFAALK.A
K.LILIGGTQYAGEMK.K
K.ADFLAHMAAR.P

YP_617089 Sala_2047 two component transcriptional regulator, winged helix family 25.00% 3 R.VYSDGEAALKPLIDNPPDLAVFDIK.M
R.APPSEDDEPVAEPITR.G
R.EVDPGFDAIATLYGAGYR.F

YP_617090 Sala_2048 periplasmic sensor signal transduction histidine kinase 18.96% 6 R.VVELDTPQTVLMTLNAR.D
R.AQLLAIADEDVR.R
R.TIVEGHGGTISAR.D
R.LVSDISEASR.V
R.HSGLGLAIAR.T
R.GIDWIVGAPTYPDFREPAVDVAAAWPEVIEAQR.S

YP_617091 Sala_2049 HPr kinase 33.78% 2 R.GIGIVERPWTAPVPLALAVR.L
R.MPAVGQVETVAGHPLPALLLSAFEVSAPIK.I

YP_617092 Sala_2050 Uncharacterized P-loop ATPase protein UPF0042 41.46% 7 R.FGEADDGEPVLNILSFGFAR.G
R.NPHWDPALKPGTGLDPDVAAYVIADPAYEETVSQIER.L
R.LLLVTGLSGAGK.S
R.WAEHVVDTTNYSSNDLQQEVR.Q
R.NLDSAPQDGLEGKPPSAAR.A
R.GEAERPLAVGIDSR.S
R.LILTLLPR.Y

YP_617093 Sala_2051 PTS system fructose subfamily IIA component 26.06% 3 K.ALPLLGMVLVTHGR.L
R.TEVIAGVNLPMLIR.L
R.RQEIADAIR.S

YP_617094 Sala_2052 HPrNtr 25.00% 2 R.LPETVTVEVEK.G
K.LVGLVKDSFGED.

YP_617095 Sala_2053 tRNA/rRNA methyltransferase (SpoU) 56.67% 9 R.YAAPTFILVGNESQGLPADYAAAADVR.V
K.LSGKDNPQTIVGIYAEPATTLAAIDR.N
K.ADSLNAAVAAAVMAYEVLNQR.R
R.TGDAVGAGGLILLGDSTDPYGVEAVR.A
R.SGQGELVATWLGDDSVDYQAVR.Y
R.WDAFLPWLR.S
R.NAAPIWLVAER.L
R.WDAFLPWLRSGQGELVATWLGDDSVDYQAVR.Y
R.AEGLFLAEGLR.I

YP_617097 Sala_2055 protein of unknown function DUF195 17.07% 5 K.VLLATPTNLIAIAR.T
R.QLQDAQAALTAQFR.E
K.VPGGQSLVIDAK.V
K.RFEALDIETGGR.E
K.NLDQATGAYNAFVGSFESQVLTQAK.R

YP_617099 Sala_2057 DUF461 31.64% 6 R.DVELVAVTADLAQR.V
K.LPMAFVFTNNNNER.I
R.AAVPANGELVFK.Q
K.HLMIWGINGAAVR.A
R.AGKLPMAFVFTNNNNER.I
K.LPMAFVFTNNNNER.I

YP_617100 Sala_2058 Chaperone DnaK 81.70% 60 K.AGGEDYSPSQISAFILQK.M
K.SQVYSTADDNQSAVTIR.V
R.QAVTNPENTIFAVK.R
K.TAIEGGDAAAMTEK.A
K.EQQAAASPAADAGEAK.A
K.NNAESLVHTTER.Q
K.DAEQFAEEDKK.R
K.VIENVEGTR.T
K.STNGDTFLGGEDFDSK.L
K.MKETAEAYLGEK.V
K.LVEFLADTFKK.D
K.LVEFLADTFK.K
K.LGQAIYEK.E
K.IQASGGLSDADIEQMVK.D
K.IELSSAATTEVNLPFITADANGPK.H
K.DVLLLDVTPLSLGIETLGGIMTK.M
K.ADEDVVDAEFSEVEDDKK.
R.IINEPTAAALAYGLDKSENK.T
K.SEIEAAIAETK.T
K.LGQAIYEKEQQAAASPAADAGEAK.A
K.DFFGKEPHTGVNPDEVVAIGAAIQAGVLQGDVK.D
K.AGALAQVAMK.L
K.KSQVYSTADDNQSAVTIR.V
K.IAGLEVLR.I
K.DMELVPYSIVK.G
K.AKIELSSAATTEVNLPFITADANGPK.H
R.QAVTNPENTIFAVKR.L
K.EPHTGVNPDEVVAIGAAIQAGVLQGDVK.D
K.DIDEVVLVGGMTR.M
R.ADLEKLVEDLVK.R
R.GVPQIEVTFDIDANGIVSVHAK.D
K.LVEDLVKR.T
K.GPNGDAWVK.A
R.NDKLALQR.L
K.VDSALKSEIEAAIAETK.T
K.STNGDTFLGGEDFDSKLVEFLADTFK.K
K.AIKDAGVSAK.D
K.IQASGGLSDADIEQMVKDAEQFAEEDK.K
R.RFDDPMTKK.D
R.QLAEHGDKVDSALKSEIEAAIAETK.T
R.QLAEHGDKVDSALK.S
K.TAIEGGDAAAMTEK.A
K.MKETAEAYLGEK.V
K.LVEFLADTFKKDEGIDLR.N
K.LVEDLVK.R
K.KDMELVPYSIVK.G
K.KDEGIDLR.N
K.IQASGGLSDADIEQMVK.D
K.DVLLLDVTPLSLGIETLGGIMTK.M
K.DKGTGKEQQIK.I
K.DIDEVVLVGGMTR.M
K.DAGKIAGLEVLR.I
K.AGALAQVAMK.L
R.EVVKDFFGK.E
K.KDMELVPYSIVK.G
K.IQASGGLSDADIEQMVKDAEQFAEEDKK.R
K.ETAEAYLGEKVEQAVITVPAYFNDAQR.Q
K.ETAEAYLGEK.V
K.DMELVPYSIVK.G
K.DAGVSAKDIDEVVLVGGMTR.M

YP_617101 Sala_2059 Chaperone DnaJ 18.88% 4 R.LEDAFTGVTR.E
K.AGVNGGAGGFGGGHGSDFGDIGDIFESIFGSAFGGAR.Q
R.KHEIAIPAGIQSGK.Q
R.AQQGFFMVER.T

YP_617104 Sala_2062 DoxX 22.40% 2 R.IVSGLLFLAHGVQK.F
K.FLDGYGEQAFALLR.I

YP_617105 Sala_2063 PhoH-like protein 51.04% 12 K.TYLAVAQAVAQLITGSVQR.L
K.QVDLPVPATSGLADAVAR.L
R.TQLLGILFGEFDR.N
R.IASGEIEIAPLAFMR.G
R.DDVIFALGPAGTGK.T
R.LILSRPAVEAGEK.L
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K.RPLTAATPAEPGDR.V
R.APSQVPYMQALAR.D
R.LEGLEGINVSR.F
R.TQLLGILFGEFDRNLVAIENR.L
R.TLADAFIILDEAQNTTIPQMK.M
R.VQIEGEAEAAAR.A

YP_617106 Sala_2064 tRNA-i(6)A37 modification enzyme MiaB 7.88% 2 R.LQALLNEQQQAFNEATVGR.T
R.GAEISRPFADLIAEAR.A

YP_617108 Sala_2066 ferric uptake regulator, Fur family 64.54% 7 K.IDSGISIATVYR.T
K.VIEFVDPELEALQK.V
R.VISESEDHPDVETLYDR.A
R.SRYEAAPEAHHDHLIDVETGK.V
R.MELYGVAIDR.K
R.LFEEAGILDRHDFGDGR.S
R.LFEEAGILDR.H

YP_617109 Sala_2067 transcriptional regulator, MucR family 13.19% 2 K.WGLAADYPMVAPNYAEK.R
R.AKWGLAADYPMVAPNYAEK.R

YP_617111 Sala_2069 peptidase M22, glycoprotease 23.56% 3 R.LVPLIAELADGGR.A
R.GALTNPPSPIYGR.A
R.ADACSLLPDAAVALNDVLIVGNR.A

YP_617112 Sala_2070 nitroreductase 68.02% 16 K.SNFISTLGYGDPATIFDR.S
K.DALAETTAFR.N
R.NSSLQGAYFLLAAR.A
K.FGPTSANSLPAR.I
R.ALGLDTGPMSGFDNDAVDKAFFADQPK.V
R.ALGLDTGPMSGFDNDAVDK.A
R.TYNGYLDKPVSEAQLHAIWDLMK.F
K.LAAHAMPANAEK.I
R.SWFAGKDALAETTAFR.N
R.IVWCMSDAAK.E
R.ALGLDTGPMSGFDNDAVDKAFFADQPK.V
K.VKSNFISTLGYGDPATIFDR.S
K.LAAHAMPANAEK.I
K.AFFADQPK.V
R.TYNGYLDKPVSEAQLHAIWDLMK.F
R.ALGLDTGPMSGFDNDAVDK.A

YP_617113 Sala_2071 nitrogen-fixing NifU-like protein 47.37% 7 R.VRPAVANDGGDIVYR.G
R.GFDKGNVYLK.M
R.DFASAEEAEASPLASALFSLGDVTGVFFGR.D
K.HYVPEVTAVHAV.
.MLIETESTPNPATLK.F
R.PAVANDGGDIVYR.G
K.NGIESLLK.H

YP_617120 Sala_2078 chaperonin Cpn10 26.92% 2 R.AEDGTVTAPDVR.V
K.ESDILGVIEQAEALKK.A

YP_617121 Sala_2079 chaperonin GroEL 35.06% 14 K.QNDKAGDGTTTATVLAQAIVR.E
K.LENVTVNMLGRAK.K
R.AAVEEGILPGGGIALLR.A
R.TALQDAASVAALLITTEALVAELPKEEK.A
K.AANDDQQSGIDIVR.R
R.QQIDTTTSDYDREK.L
K.VGNEGVITVEEAK.S
R.TALQDAASVAALLITTEALVAELPK.E
R.QQIDTTTSDYDR.E
R.QIADNAGEDGAWIVGK.L
R.GYLSPYFITNAEK.L
K.VVIDKDNTTIVDGVGAR.T
K.LLESSDYNWGFNAATGEYEDLVK.A
K.LENVTVNMLGR.A

YP_617123 Sala_2081 DSBA oxidoreductase 34.88% 5 R.AIAEEQPHIYR.L
R.SPYSYLAVGR.Y
R.VAQFHGIPFGPPRPDPIVQDVR.T
R.ALAASHDVTINLRPVYPLAIR.Q
R.NHPNWLSYTMR.D

YP_617126 Sala_2084 FF domain protein 7.77% 2 R.AFTQQEVIHSR.E
R.SPTPADLSITPR.D

YP_617127 Sala_2085 transcriptional regulator, TetR family 18.81% 4 R.VLATELITGR.I
R.THANLLHHFGSAAGLQK.A
R.SAALEAAR.Q
R.IDRTHANLLHHFGSAAGLQK.A

YP_617130 Sala_2088 glutathione S-transferase-like protein 51.85% 8 K.LLDYLEGAIPASGFLVGDR.L
R.LTLADLAVASPLINLR.H
R.DGDLAAAAAAEAEELPK.L
K.GVGLGDPDPGFK.A
K.MPAIDDDGFLLADSSAIIHYLEAK.H
K.IAAWSEAILSR.P
.MIVYGSIVSPFVR.K
K.MPAIDDDGFLLADSSAIIHYLEAK.H

YP_617132 Sala_2090 transcriptional regulator, LacI family 34.91% 7 R.DGFTAALAAHGLTPIVAEPPPATDR.H
R.AGVSQSTVSR.A
R.SAINPFYFALLGSIAAATSAR.G
R.IAFVGPQQSPQR.Q
R.AGTLADPALTTLEPDLDAAGEALVAMALEDDERTR.S
R.RVPHDVALIGFDGIR.A
R.AGTLADPALTTLEPDLDAAGEALVAMALEDDER.T

YP_617133 Sala_2091 TonB-dependent siderophore receptor 84.35% 60 K.SDGYVATNSVTATK.T
R.NNTAVPVAGVPGSQFLTDTR.T
R.NGTLSNGTLDLANIVYPTVSFGPLVR.N
R.LGQVPEHQFALWNR.Y
K.TDTPLIDVPQTISVVTR.E
R.YFSDAHNLNNITPGAPINAR.F
R.SGDQFLTLAPASGSSPAQEDLTPER.M
R.GQNTTADFFLDGVRDDVQYFR.S
R.DTFFGVPGVNR.T
R.QNFIAQSNLLWDVDLGGIDNR.I
K.WDIRPDLNVTAALFQLDR.N
R.ILFGLEYGDQDSTNQR.R
R.ERLDDQASR.S
R.RQNFIAQSNLLWDVDLGGIDNR.I
R.ENVSIYGSYSR.S
R.TGLEAHIVK.A
R.ITPNWQVSGGYTWQDAHR.K
R.IGLILKPR.E
R.VAFQVNVENLFDER.Y
R.NVGMGLGVVHQSSQFAAIR.T
R.LNANYESLDNHRDFFEGER.Y
K.LGLSYEYVNDDRVTDR.G
R.YAINPYVAADLGR.W
K.GPFAMIFGR.G
R.YVPGTTIGQGEGNRDQITLR.G
R.GVELALTGR.I
R.LNANYESLDNHR.D
K.SDGYVATNSVTATKTDTPLIDVPQTISVVTR.E
K.LGLSYEYVNDDR.V
R.VDAALFVK.A
R.KNDDSIR.L
R.IDGELAEALTWSTTLLYGDYDK.Y
K.GTDLIGAPR.P
K.YYTNVFANGPATSPTGTVALSSYTDATR.R
R.YVPGTTIGQGEGNR.D
R.TRGVELALTGR.I
K.TPSADALAVGGTVSANSFGAWDVSADVNAPLGGGAAFR.L
R.TDEKLSPR.I
R.ILFGLEYGDQDSTNQRR.N
R.GGSGGVINR.V
R.TILVIGK.S
R.FFSAYAQDQIAFGSHVDLVLGVR.Y
R.ITPNWQVSGGYTWQDAHRK.N
R.RNGTLSNGTLDLANIVYPTVSFGPLVR.N
R.GVPSIATAPGRPNR.P
R.YDRFEIK.G
R.VAFQVNVENLFDERYFSDAHNLNNITPGAPINAR.F
R.SLYNIER.V
R.SIADVLR.Y
R.NVGMGLGVVHQSSQFAAIR.T
R.MINYEVGAK.W
R.MINYEVGAK.W
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R.GQNTTADFFLDGVR.D
K.YYTNVFANGPATSPTGTVALSSYTDATRR.Q
K.GPFAMIFGR.G
R.VEILK.G
R.VDAALFVKANER.V
R.GVPSIATAPGR.P
R.DDVQYFR.S
K.GTDLIGAPRPFAR.T

YP_617138 Sala_2096 aconitate hydratase 1 61.05% 47 R.FVEYYGPGLASLSLADR.A
K.VLLENLLR.F
K.TSLAPGSQVVTDYLVK.A
R.AVIVESFER.I
R.ANFLASPPLVVAYALK.G
K.VVLTEVDDVFNADLR.N
R.SDENIALVEAYAR.A
K.LKEGVTATDLVLTATQMLR.A
K.GTVTEDFTTTPIGQDR.D
R.YAHVYQGDEHWQK.I
K.AFEQNVEIEYYR.N
K.ADFNSYGAR.R
R.SNLVGMGVLPLQFTDGQTR.E
R.HKADGTPLVVIAGK.E
R.IDTANEVEYYMNGGILHYVLR.K
K.IEVEGSDTYQWR.A
K.EGVTATDLVLTATQMLR.A
R.FEDGGFTVSTDDVQALVDWQK.D
K.GTNLLGVR.A
R.FEDGGFTVSTDDVQALVDWQKDPHSNR.E
R.ETLGLTGDDQFTITGVADLKPR.Q
R.DGKDVFLADIWPTNQEVADAIAGAVDR.D
K.ADGTPLVVIAGK.E
K.WLMEHQVSK.A
K.SYAYYSLDK.A
R.YGSEVMPIYDVAMR.H
K.DVFLADIWPTNQEVADAIAGAVDR.D
R.RGHHEVMMR.G
K.GTVTEDFTTTPIGQDRDGK.D
R.YAHVYQGDEHWQKIEVEGSDTYQWR.A
R.VLLQDFTGVPCVVDLAAMR.D
R.VLLQDFTGVPCVVDLAAMR.D
R.SNLVGMGVLPLQFTDGQTR.E
R.QTVTVNVTRPDGSTFAFDALCR.I
R.AQGLWLAADMPDPVFTDTLELDMGSVVPSLAGPK.R
K.LKEGVTATDLVLTATQMLR.A
R.YGSEVMPIYDVAMR.H
R.STLDVGGK.S
R.LTGRSDENIALVEAYAR.A
R.IKNEMVPGIEGGMSR.Y
R.IDTANEVEYYMNGGILHYVLRK.L
R.IDTANEVEYYMNGGILHYVLR.K
R.EHDIGDGDVVIAAITSCTNTSNPGVMVAAGLVAK.K
R.EHDIGDGDVVIAAITSCTNTSNPGVMVAAGLVAK.K
R.ATLANMAPEYGATCGFFGIDDK.T
K.SYAYYSLDKAAAK.L
K.INPLVPVHLVIDHSVMVDEFGHPK.A

YP_617140 Sala_2098 magnesium and cobalt transport protein CorA 14.24% 3 R.TATLDGEAIHAGETALFLGR.H
R.FGLHPLAVEDALK.A
K.VEVYGDQLFVVAR.T

YP_617144 Sala_2102 Pseudouridine synthase, RluD 22.22% 6 R.TATSKPTDHVGK.A
R.AGNSAAWVELQPLTGR.T
K.DRPLTEADVALAESMLIHR.D
R.VHMAAIGHPIVGDGK.Y
K.TPLDDAVIGEEDDGIR.L
K.ADVSDRIAVGQR.L

YP_617146 Sala_2104 ATP12 ATPase 28.82% 4 R.DATLQAEQAAAWNPLLAWAEER.Y
R.DAAFAQDQWR.I
R.YGVEFALTQGVIPVDQPAATVAALR.D
K.QRDWDNAAR.F

YP_617149 Sala_2107 fructose-1,6-bisphosphatase, class II 60.68% 18 K.LAVGPGYSPDIIGFDK.S
K.WGIEDLDRVYDLGDLAR.G
R.GDVIFAATGVTDGSLLR.G
R.VTEAAAIAAAK.L
K.IDIAVDPLEGTTITAK.A
R.VYDLGDLAR.G
R.HEAIIAELR.A
K.WGIEDLDR.V
K.VGNAPGKGPK.I
R.GGGLTTESVVMR.A
R.GAFNTLYMDGTIVIGEGERDEAPMLYIGEK.V
K.AADAAAVEAMR.G
R.VLVLEMVR.V
K.AGPNALAVLAIAEEGCLLNAPDVYMDK.L
R.RGGGLTTESVVMR.A
R.GAFNTLYMDGTIVIGEGERDEAPMLYIGEK.V
K.SVRENVAAVAR.E
K.AADAAAVEAMR.G

YP_617150 Sala_2108 DNA topoisomerase IV, A subunit 40.54% 25 K.LSGGTWQLVISEIPYGVAK.G
R.FALNLNVLDATR.T
K.LVVFPLAEVPVMGR.G
K.LIEQVAQLIADR.K
R.YPLVDGQGNFGNIDGDNAAAYR.Y
K.DADGKWEADGIEK.L
R.EQTDLTAEREELAK.L
K.GPDFPTGGIVAENAETIAQAYESGR.G
R.GVYGLDTSLGAR.R
R.FFTVGADKLPGGR.G
R.RTTIAEAAPTR.E
R.FALNLNVLDATRTPK.V
K.AGLSDLLDHVK.G
R.TTIAEAAPTR.E
R.TRTETDLAPWR.V
R.GHVAPDQWGEFK.F
R.YLVYALSTITAR.S
R.PIAPGDDSVAVVGDNRK.L
R.PIAPGDDSVAVVGDNR.K
R.LMVDIDPDAR.I
R.IVAMVPASAGGR.L
R.EIPLDAMIEKEPVTVILSK.R
R.AALVVARPIAPGDDSVAVVGDNR.K
K.FKEGDELLFAAHAQTTDK.L
K.AGLSDLLDHVKGPDFPTGGIVAENAETIAQAYESGR.G

YP_617151 Sala_2109 diguanylate cyclase/phosphodiesterase 27.02% 11 K.TTAEGVETTDQAR.L
R.GHIGPLPTETDDDGLFLLTLIDR.T
K.LSPVGADAPIELLR.A
R.TIQSLAEVLGMK.T
R.NAIEEDRLHLAFQPLIEMASGR.V
R.LHASNAAFDR.L
R.ELVSDSLTGLPNR.A
R.DAPGADHAILLLDLAR.F
R.AGFEELVEQR.A
R.TGGDEFAISTR.I
K.AAAVLADWDR.Q

YP_617152 Sala_2110 Polynucleotide adenylyltransferase region 46.23% 14 R.GDLDPASHAAVVAAR.Q
R.TGAIDDWFGGLADLDR.G
R.DTLLGLDVTDVDLATPLVPGEVTR.R
R.DVHLLAGDPAALR.T
R.VAFIGDAASR.I
R.LAALLPADVAIAEQVASR.L
R.IVAALADDGGAVK.V
R.QLAYAIGIEAAR.D
R.LFANEAVAGAVPAALR.R
R.GIAAGPEVAR.I
K.AVEAAWVAEDFPDAAR.V
R.VAELVDQK.I
R.TLSDWQVPMLPVK.G
R.TLSDWQVPMLPVK.G

YP_617153 Sala_2111 NUDIX hydrolase 36.60% 6 K.LRDALANLLPEPGEDEAYLGTPTLR.D
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R.SHAGQVAFPGGK.I
R.EAEEEIGLSR.H
R.DAAVLIAFTDR.A
R.HDVMIAGATEPYR.S
R.DALANLLPEPGEDEAYLGTPTLR.D

YP_617154 Sala_2112 protein of unknown function DUF1285 45.88% 6 R.EADGSHVLVTPAEK.L
R.FAAQTLPPVESWHPER.S
R.GTIGNGLEAR.I
K.LAIAVEDTPFR.A
R.LDTDDLVLAGPDHPLSFGSDPDRPDPR.L
R.ADGSWYHEGGR.I

YP_617157 Sala_2115 short-chain dehydrogenase/reductase SDR 43.87% 6 R.SPGEADPVLAEALAETGAVSHR.F
R.FAADLSDPAAVEALVPAVIER.F
R.VNAVAPGLTLATGDYSAAQVER.L
R.VAHPVPDQIAYSLSK.A
R.AEAVTGQTIFVDGGAHLAPLGR.D
R.ALVAASEGR.R

YP_617158 Sala_2116 Succinate-semialdehyde dehydrogenase (NAD(P)+) 55.14% 18 R.GEVLSAAGLFDYFAEQGKR.I
R.FYVQQGIYDAFVK.G
R.LPYGLAAFAFTENGR.R
K.ESGFGSESGPEGLDGYLVTK.A
R.RIPALEALVADAK.A
R.GEVLSAAGLFDYFAEQGK.R
R.DERPVFNPATAGTIAALPVATSADLDEALAAAER.G
R.KVSFTGSTAVGK.H
K.VSFTGSTAVGK.H
K.IGSGLDADTQMGPLANAR.R
R.VDHIATLLTLEQGKPIAEAR.G
R.IVDSIESGMVGVNSFVISALDTPFGGIK.E
K.HPVGPVAGFSPWNFPVNLMVK.K
R.NAGQVCISPTR.F
R.HLLASPVIR.K
R.ERVDHIATLLTLEQGKPIAEAR.G
K.APEETPGCTSAVMR.C
K.IAPALAAGCVVIAK.A

YP_617159 Sala_2117 hypothetical protein 14.57% 2 R.VFLWESWLR.H
R.TDDAPEYLRPFVYAEPAAGR.V

YP_617160 Sala_2118 putative gluconolactonase precursor 17.65% 3 R.IDIATGAVEVLYQSGDHGVVLR.G
K.QVIATPGGGPNGLAIGPDGK.L
R.QDAYITLSGTGR.L

YP_617162 Sala_2120 hypothetical protein 49.18% 13 R.LPVWGFATVTESAVEGVAAGER.F
K.AGPGGFTDVTPR.R
R.LVEEAREPLAPGQVR.V
K.SHWDAQADVEGLPGPQR.Q
R.IADWGGAAFGAK.I
K.IAEAWTAFMDVAPR.L
R.IEALEGYR.A
R.WAIDIDRDDITQAR.L
R.FYGYYPMASDAVLTVGK.A
R.VISYDQIMTLNAAAPAALVDMAGNGAVTR.V
R.KGGEAALAAYR.E
K.TAIGLGFTLK.Q
K.GGEAALAAYR.E

YP_617163 Sala_2121 epoxide hydrolase domain-like phosphatase 34.88% 4 R.AEIDAAAFDSLFASEAR.A
R.VNAADPDGNAWAR.F
R.SEELAAEVAAIMAR.F
R.AMGHELEGEAVLAVLAGAVRPAMVAALDTLK.A

YP_617165 Sala_2123 3-oxoacid CoA-transferase, subunit A 56.36% 11 K.DLTIASNNAGIDGEGLGK.L
R.TGVGTLVAEGK.E
K.SFDGQDYILER.G
K.ADESGNLIFR.K
R.DAGVKDLTIASNNAGIDGEGLGK.L
R.GIFADLAIIK.G
R.ICVAEVEEIVPTGSLDPDCIHLPGIYVK.R
K.MISSYVGENKEFER.Q
R.NFNQPMATAAR.I
R.AGGAGIPGFYTR.T
K.GWKADESGNLIFR.K

YP_617166 Sala_2124 3-oxoacid CoA-transferase, subunit B 33.65% 5 R.LIELAPGVTAEDVAAK.T
K.QTISELPQSAYFSSADSFAMIR.G
K.NVVDMIITDLAVFR.R
R.RDDHDSPFR.L
K.IIVVMEHNAK.D

YP_617168 Sala_2126 NAD-dependent epimerase/dehydratase 14.77% 3 R.SNFGSVLAALR.D
R.VLLSGSSGWLGR.H
R.NGHEVIGLDVVPGVHTHVVGTVADR.A

YP_617169 Sala_2127 glutathione S-transferase-like protein 68.58% 9 R.FGGPWLAGADFTAVDAFFAPVAFR.I
R.AFSPTGQVPVLLHEGR.T
R.QALAEQWREESHEAELAAAGVITADYR.V
R.IRELFEEGLAR.F
R.TIHDSLGIALYLADR.H
R.TYGLDVGAGQAWVDHMLAHPAMLEWER.Q
R.IEPFTKPSNYEEFR.A
R.HAGVWPTDPDAR.A
.MYELITANR.N

YP_617171 Sala_2129 3-isopropylmalate dehydratase, large subunit 46.43% 13 R.VEGDVGPGVSAK.D
R.HLVHEVTSPQAFAGLR.A
K.WAIVVPGSGLVK.A
R.AGLIAPDETTFAYLK.G
R.RPDLTLAVPDHNVPTTPR.K
K.GADWDAAVAYWK.S
K.IWDAHVVER.R
K.DAAGNRLPIADPESAAQLAALEK.N
K.AQAEAEGLDR.I
R.LTISNMAIEGGAR.A
K.VVVIDAADIAPSVTWGTSPEDVVPITGTVPDPASFSDPSKR.A
K.SLTTDPGATYDK.V
K.DIILHITGTIGAAGGTGHVIEYTGSAIR.A

YP_617172 Sala_2130 beta-lactamase-like protein 51.06% 10 R.LNAFSDTEAYPGQSR.D
R.LAGMGPVLLSGDQAHFQENYDSEGVPEFNTDR.A
K.NLGATVIIQHEPR.D
R.HGDQLMLWDLGLPTALK.G
K.GAAFNTDGDMSATVR.T
R.DKDIFGDGR.V
R.PAWVNPQPFTHWIGGGGAVEPVER.D
R.DWDWLIDSGRPAWVNPQPFTHWIGGGGAVEPVER.D
R.DWDWLIDSGR.P
R.AQTLASFDR.F

YP_617173 Sala_2131 3-isopropylmalate dehydratase, small subunit 61.93% 10 R.EHAAWALGDLGIR.V
K.NIDTDVIIPAHWLK.T
K.NGILPVVLPQAAIDR.L
R.VVIAPSYSDIFSGNAVK.N
R.LLEVAATDPVRIDLEHQTVTTPFQDR.F
K.SDAAIGAYEDR.L
R.LLEVAATDPVR.I
R.FTFEIDPFR.K
R.QAPILIAGDNFGCGSSR.E
R.IDLEHQTVTTPFQDR.F

YP_617174 Sala_2132 Alcohol dehydrogenase, zinc-binding 59.52% 15 K.EAVGPGGANLIYDAVGGDYAEPALR.S
R.DAGADEIVVYGR.Q
R.YLVVGFPAGIPR.L
R.LPLNLTLLK.S
R.FKEAVGPGGANLIYDAVGGDYAEPALR.S
R.LFQLWEQGK.I
R.VTGSYALEDGGK.A
K.EGDTLLVLGASGGVGIAAVELGK.A
K.ALLSTATGGPETLVLGELPRPSAGK.G
R.VVAGVSSEEK.A
R.VVAGVSSEEKAAIAR.D
K.GQIVIDVK.A
K.YQFKPERPFAPGGEVAGLVAEVGEGVTGFK.A
K.SCDVAGVFWGAFVAR.E
K.ALLSTATGGPETLVLGELPR.P

YP_617178 Sala_2136 3-beta hydroxysteroid dehydrogenase/isomerase 55.45% 11 K.FQPVYVGDVADAVVAALADTATGR.L
R.AVQADGAGHVATTAK.A
R.ALVHVSAIGADRDSPSAYGR.S
R.AATFLKPLGGLGQTQFVHADVR.D
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R.AAFTGAAILRPSIIFGR.E
R.SKGDGEAAVR.A
R.AVQGSDAVINLVGAFDDMR.A
R.LFELGGPQVLTMR.E
.MQTFDGQLITVLGGGGFLGR.Y
R.LAPVMPVIAPQAK.F
.MQTFDGQLITVLGGGGFLGR.Y

YP_617180 Sala_2138 glutamate synthase, small subunit 68.96% 32 R.VGPATGQSVGVIGAGPAGLTAAEYLR.A
K.ALGFDPEELPHLFGAPDLSVTR.W
R.EINVPGNEAEGVIAALDYLVASNR.K
K.YITDTAWAEGWVEPLR.V
R.YSAPDADAQAAR.C
R.QKHDAILIATGVYK.A
R.EVANAEEEGVEFVWLSAPESFTADR.H
R.AGGLLTYGIPGFK.L
R.GASLVVWGIR.D
R.VDHQTMMTSLPGVFAAGDIVR.G
R.KGFGDAVPAFDDGR.L
R.DRENMPGSQR.E
R.AGGLLTYGIPGFKLEK.D
R.AAGHDVHVYDR.H
K.AREINVPGNEAEGVIAALDYLVASNR.K
R.RFDVPADMVIK.A
K.HDAILIATGVYK.A
R.LGAPDASGR.R
R.FDVPADMVIK.A
R.DGRDVSDQMAK.W
R.AAGHDVHVYDRHDR.A
K.GFGDAVPAFDDGRLNAAGK.H
K.GFGDAVPAFDDGR.L
R.RFDVPADMVIK.A
R.LREAYELSNATSTMPEICGR.I
R.LAAGGIQFHLGFEVGKDATLDGLR.Q
K.HVVVIGGGDTAMDCVR.T
K.EVAVAGMR.L
R.VDHQTMMTSLPGVFAAGDIVR.G
R.KGFGDAVPAFDDGRLNAAGK.H
R.EAYELSNATSTMPEICGR.I
K.HVVVIGGGDTAMDCVR.T

YP_617181 Sala_2139 hypothetical protein 26.79% 10 R.QRVEELEAAYR.K
R.KAEAAAVEK.A
K.TGVESDKIAALDDATK.G
R.LAIAEQTTAALIPTGSIEK.M
R.VEELEAAYR.K
R.QLADLSDGELAK.L
K.EMDEVITLVEK.M
K.GQIADLFDPHRK.E
K.EREDQITR.L
K.MQKEMDEVITLVEK.M

YP_617182 Sala_2140 Glutamate synthase (ferredoxin) 65.89% 84 R.QNFSQVTNPPIDSLR.E
R.GGYNFEAVGLSR.A
K.VAQGAKPGEGGQLPGFK.V
R.GAEHLDDLDLNPILAK.V
K.LVSSAGIGTVAAGVAK.A
K.GLFLAESLADFYPDLANK.L
K.AHADVILVAGNTGGTGASPQTSVK.Y
R.YKPYANGDNANSNIK.Q
R.FFDDAIAASGHK.V
R.SELFLSDQNIGEDR.V
R.LASSHWEGVLK.A
R.FANLANILDEK.G
K.AVSGEGGEASER.Y
R.YSTNTFPQWWLAQPFR.C
R.NPVPDSLDAQILNDAKPLFER.G
K.LILVPEAWASDPDVPEAHR.A
K.GLADDHVQVR.L
K.IAGAADYAAR.V
R.ALVNDLFPGMPAK.I
K.ISGEGYQSLFINATEKHEAAFDGR.V
R.LAVGMIFLPR.T
R.VTTLPIGGFYR.Q
R.TRPEIEQIMIAGPLPEEQSIDEFEK.Q
R.VVEAAIEALR.A
R.GVADLPPIYLR.D
K.VINLMTFIAEEVR.E
K.GQSDHVLVIDSPVLVGDDWDRLR.A
R.ANGESIVWQR.L
K.MGIAVISSYR.G
R.RANGESIVWQR.L
K.PGEGGQLPGFK.V
K.ISGEGYQSLFINATEK.H
R.RVVEAAIEALR.A
R.DLMEFNYPAQGVPLDSVEAITEIR.K
K.YAGTPWEMGLSEVNQVLTLNGLR.H
R.LGPGQMIAVDLDEGKVYEDR.A
R.IIVRPTVSSPLVSQHNSIVGNTVLYGATAGTLLAAGQAGER.F
R.SAEVLDTHAFAVLVGVGATTVHAYLAEATIADR.H
K.GQSDHVLVIDSPVLVGDDWDR.L
K.DKIAGAADYAAR.V
R.YTLTADNLLVVGSESGMVLLPEASVR.K
R.KAIDDGLLK.I
K.WSAEILADWDR.W
R.PTVSSPLVSQHNSIVGNTVLYGATAGTLLAAGQAGER.F
R.ASLPAWDRSELLR.R
K.HEAAFDGR.V
R.GAVDADGMTGDGAGIHVDLPER.F
R.VAIFHQR.Y
R.TRPEIEQIMIAGPLPEEQSIDEFEK.Q
R.TDLGAQEECR.T
R.REAEDAVR.A
R.QVAAGLTMEDMELILAPMVEDAK.E
R.MQLTYNVR.N
R.MQLTYNVR.N
R.LTHSLNEEAVEVVAAE.
R.LGPGQMIAVDLDEGK.V
R.LAVGMIFLPR.T
R.HATPGVTLISPPPHHDIYSIEDLAQLIYDLK.Q
R.GLFGSELTLDDCR.Q
R.GAVDADGMTGDGAGIHVDLPER.F
R.FVTPGMSLGALSPEAHETLAIAMNR.I
R.FANLANILDEKGQSDHVLVIDSPVLVGDDWDR.L
R.DLMEFNYPAQGVPLDSVEAITEIR.K
R.CLAHNGEINTIR.G
R.AYFGDAVADIDCTFPVGGDASTLR.D
R.AMYAYLASVMEPWDGPAALAMTDGR.W
R.ALVNDLFPGMPAK.I
R.AGRDAPTAK.L
K.VTEFIAR.L
K.VIAAQIADFYICSLSAR.S
K.MGIAVISSYR.G
R.TDGGLKTGR.D
R.SYASINVR.S
R.SQGPNFRNPVPDSLDAQILNDAKPLFER.G
R.QVPVDVSVIGDK.A
R.QNFSQVTNPPIDSLRER.H
R.NPVPDSLDAQILNDAK.P
R.LGPGQMIAVDLDEGKVYEDR.A
R.DLMEFNYPAQGVPLDSVEAITEIRK.R
K.YAGTPWEMGLSEVNQVLTLNGLR.H
K.GLFLAESLADFYPDLANKLFESR.V
K.EAVGSMGDDTPLAVISDKPR.H
K.ALVEDHAK.A
K.AIDDGLLKILAK.M

YP_617184 Sala_2142 glutathione S-transferase-like protein 35.43% 6 R.RDEFIDLNPAGR.T
K.AANNHLDYIDYLIDHR.T
K.GVGYELVR.E
R.GQVLIDSMAIAEYFEETVEGK.A
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R.TPVMVDQVR.G
R.IVHRQPPDSGALR.E

YP_617185 Sala_2143 ubiquinone biosynthesis O-methyltransferase 23.16% 5 R.GVSTSLDTNGEGK.G
R.LAPGGLMILSTPNR.T
K.LLEGAGLEVIDR.T
K.VIGIDAAPENIAAAK.D
K.LLLVEAAER.I

YP_617186 Sala_2144 aspartate kinase 73.98% 23 R.GGSDTSAVAVAAAIK.A
R.VQVLSSFVEGDEAPK.K
R.QLITGIAHDKNEAK.I
R.KLDYVTYEEMLELASVGAK.V
R.SWLGWQLPIR.T
K.VSVLIDEDETELAVR.V
R.VPDRPGAVANIFGPLAAAGINVDMIIQNVGR.E
R.GINIQAISTSEIK.V
R.EKGETDVTFTVPGADLLR.S
R.SIDLLESAKDK.I
R.VLHTAYGLDAE.
R.IADIDTGALGAAMAK.G
R.EVADGNEVAVVVSAMAGETDR.L
K.FGGTSMAGTER.I
R.YDPAEYDVVVASGEQVTSGLLALTLQAMGVPAR.S
K.GEVAVIPGFQGMMDDGR.I
R.VISDDKVAK.V
K.SHAGVASTMFR.A
K.GETDVTFTVPGADLLR.S
K.KGTMIVSDEEIEEHQMER.Q
R.SIDLLESAK.D
K.LDYVTYEEMLELASVGAK.V
K.FGGTSMAGTER.I

YP_617188 Sala_2146 catalase/peroxidase HPI 59.64% 31 R.YLGPEVPDEDLIWQDPIPAGTKPSDAEVQAVK.D
R.FAPLDSWPDNGNLDK.A
R.DAGFNVAVPFTGGR.G
R.AVAEVYAENGHEEK.F
K.AVEGSNDQEYVATDR.T
R.LLFDYDYELVK.S
K.IAASGLTVSQLIK.T
R.SGQLTNDFFVNLLDMTNVWK.A
K.SLDYYALKDDLK.A
R.VLGANHGER.G
R.GSLSMADAIVLGGVVGLEK.A
R.GDATQEQTDVESFEVMEPEADAFR.N
R.VLDTLDGLR.G
R.ADLIFGSNSELR.A
K.VMNADRFDLA.
R.LAPQKDWEVNEPAMLAR.V
K.ASLLGLSVPEMTVLIGGLR.V
K.TAWASASTFR.K
K.DKIAASGLTVSQLIK.T
K.SPAGAWQWQPINQKEEDMAPAAWDPGIK.V
K.SPAGAWQWQPINQK.E
K.ALMTDSQPWWPADYGHYGPFFIR.M
R.FRNDHEAFKDAFAR.A
R.FRNDHEAFK.D
R.DIYWGSEDKWVNQGVQTR.I
K.ALMTDSQPWWPADYGHYGPFFIR.M
R.VLDTLDGLRGSLSMADAIVLGGVVGLEK.A
R.VDVYEPERDIYWGSEDKWVNQGVQTR.I
R.TNKDWWPDMLATEILTPNGPSNPMGEDFDYAK.A
K.GMETIEGPLAAIQMGLIYVNPEGPQGNPHDDEGMAR.D
K.DWEVNEPAMLAR.V

YP_617189 Sala_2147 2-nitropropane dioxygenase, NPD 34.13% 7 R.DAVASVQIDPR.L
R.GEAIAAYLEMGASGVQLGTR.F
K.NAGTEAFTAK.Q
K.LDKGEVDMAAAQLEIEHYWAGALR.R
K.HDVGHVVLAGGLPPK.G
K.VICFAPTLALAK.K
R.NFGVNLITMHPQLFELIDVCAK.H

YP_617190 Sala_2148 hypothetical protein 58.70% 10 R.LDEPFTDFYEAYAK.Y
K.FVTANSGVTGER.A
R.GLEESTLVAAYNDIIKK.H
R.ANEIAQLVATTPSAQLVEQAPVHLGR.L
R.GLEESTLVAAYNDIIK.K
R.DRLSTQLFNYFAQPPAQR.S
R.LSTQLFNYFAQPPAQR.S
K.YQADVAAWDAR.Y
R.YAPRPATMNTPAPAAAATPAGPEDTAATPIVPPSGR.
K.IGLNVAAIGCR.G

YP_617191 Sala_2149 PTSINtr with GAF domain, PtsP 32.03% 17 R.TDAAAADQSAQR.L
R.EGDLLLLDASAGTVHVRPTPAVQEAFNAK.L
R.DGALELYATR.G
R.ITIEHTVADDVEAER.H
R.TLNVMFPMVSEPWEYEAAR.A
R.MHDLEDLSNR.L
R.DGVPIELMINAGLREDVAALDLTGAR.G
R.NLGPAELLEYDR.R
R.LSITPAGVGPVK.A
R.GQYEQWALAHQVDLGT.
R.GLKQEAVHVTR.L
R.EDVAALDLTGAR.G
R.YDWLSPTVMR.Y
R.TEFQFLVSATLPAR.E
R.RINEAIDSGLTAEAAIER.V
R.IVSGQMGTAAQMGLR.Q
K.LVDGMGAGVAVFHQPR.I

YP_617194 Sala_2152 NoeA host specific nodulation protein 26.03% 7 R.GTRPVFIDHLSIIPYEEGTAWAGQR.Q
R.SGAPVLPLWLDATNPSPAQGWAAAER.K
R.AIFPAGASQFGAAK.D
R.QFGMQFLNPLYLWAK.K
R.SVVGFDFDFGALER.A
R.HRPDIFPDYTEEAFLR.Q
K.HQFVADAVGK.A

YP_617197 Sala_2155 beta-lactamase 12.42% 4 R.YANNDTLLAVQSLK.A
R.GVTGFEPVAMDIADFGGR.T
K.TGAPLDPAAFFDR.I
R.TDAVYMGGASVR.Q

YP_617198 Sala_2156 AAA ATPase, central region 13.21% 4 R.AALVASADGDGR.F
R.QDAATGAAPLAER.L
R.SLAEVVGQEHLTGTDGAIGR.M
R.GSDPQAALYWLAR.M

YP_617199 Sala_2157 glycosyl transferase, group 1 44.42% 9 K.GLDVFADAIDVLTR.R
R.ESGAYQWDAINQAVADTYLR.L
K.HGQTGYLVAPGSISGFADHLER.Y
R.SLGIADDTPTIAFLGR.L
R.VRQDIATFAPNIVHISSPDR.V
R.LVGYLLAQGAAVR.V
R.VYSPTVAHPDFEPTGDLVSVPSMAIPGR.S
R.IALFSGNYNMTTDGANK.A
R.GVPHQVVVIGEGPAGDWFESR.L

YP_617200 Sala_2158 CBS domain protein 49.36% 9 R.AELDDLGEAVDPR.L
K.RPPPPLLDLLR.Q
R.IEVTDADERR.V
R.GSNIVGDLSPIER.K
R.NLLHFGEQTVDDVAVPR.G
R.LHPPIDLDPEAPSEQR.E
R.LGEVEEDVDTLGGLAAVLAGHVPEVGEILVHPSGWR.I
R.GEIIAIPETASFEDILAIFADAGHSR.L
R.ESLDEVIGMIHVK.D

YP_617201 Sala_2159 protein of unknown function UPF0054 16.07% 2 R.LTDDAEVHTLNR.D
K.ALASLGIANPYADQD.

YP_617202 Sala_2160 MscS Mechanosensitive ion channel 12.75% 4 R.AQAAPGEFTLTDIVGR.V
R.DLPALLEEQVNAAGHAFVR.S
K.YDTSTATVER.I
R.VGETIKYDTSTATVER.I

YP_617203 Sala_2161 MaoC-like dehydratase 30.26% 4 K.VGQHLGTSDWVLVDQEMINK.F
K.LLELEEK.R
K.FADATGDHQFIHIDEEKAK.Q
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K.FADATGDHQFIHIDEEK.A
YP_617204 Sala_2162 Acetyl-CoA C-acyltransferase 60.31% 23 R.EYQDEYSLQSQQR.T

R.YVGMAVAGTEPDEMGIGPVFAIPK.L
R.GSFNNTLAPTLGSFSVK.A
R.SGLPVTVPGMSIDR.Q
.MRDAVIVSTAR.T
R.AGLEGGEIDDVVFGAAMQQGSQTMNVAR.L
R.DKLGIPNELLNVNGGSISIGHPFGMTGAR.C
K.DTYMPMIGTAEVVAK.R
R.DAVIVSTAR.T
K.VFIETDAELIAMHK.D
K.RGLQPLGR.Y
K.ATMAVMDKETK.E
R.SGLPVTVPGMSIDR.Q
R.QDICVAGGIESISK.V
R.QCSSGLMTIATAAK.Q
R.CVGHALIEGK.R
K.VFIETDAELIAMHKDTYMPMIGTAEVVAK.R
K.QIIVDRQDICVAGGIESISK.V
K.LGIPNELLNVNGGSISIGHPFGMTGAR.C
R.YVGMAVAGTEPDEMGIGPVFAIPK.L
R.TAAAQAAGK.Y
R.QCSSGLMTIATAAK.Q
K.ATMAVMDKETK.E

YP_617205 Sala_2163 Carboxymuconolactone decarboxylase 31.96% 5 R.ATDELTADHFVSDTTWAALAPLGDK.G
K.AGPDAGGWNDLDR.A
R.TALDPFLASDGGK.V
R.SGYEWTQHR.R
R.ATDELTADHFVSDTTWAALAPLGDKGR.M

YP_617213 Sala_2171 Glycine C-acetyltransferase 40.50% 13 R.GVAEAQGVIDDVDFIIGTFSK.S
R.EALLATGVTDPFSLVMEK.V
R.HNDVEALEKR.L
R.HNDVEALEK.R
K.LVVLEGVYSMLGDVAPLK.E
R.PYVFTASLPPSVVATAATSIR.K
R.LVCRPYVFTASLPPSVVATAATSIR.K
K.FDPLIQQR.E
R.VLNGTYQGHR.E
R.AHLWENSK.A
K.VLSPTVAICNGR.E
K.LVVLEGVYSMLGDVAPLKEMVR.V
K.AFYAMDHAMVFSTGYQANLGIISTIAGK.G

YP_617214 Sala_2172 periplasmic sensor hybrid histidine kinase 11.70% 6 R.TAELEQANIALR.S
R.SLAWQAQSLEVIAQTR.S
R.LVQQLTQEMNSR.G
R.KPFTLSALDQAIR.R
R.IDKLLTQIITNER.A
R.HLANALDGANR.A

YP_617215 Sala_2173 hypothetical protein 21.95% 5 R.AAPALLAAAGR.Q
R.AQSVVDADPAR.Y
R.WPLVAALTLVPR.L
K.ASLTYAGGIDYLAWK.I
R.FSAPAIAAIPAGAK.K

YP_617216 Sala_2174 diacylglycerol kinase, catalytic region 19.44% 4 K.TNLIAFDLGAEGDPIK.A
R.VLDLVQAGELGEHVIER.Q
R.SNVILDGEIFEAR.N
R.NGAPIILTSTQPVPFLR.L

YP_617217 Sala_2175 hypothetical protein 16.56% 2 R.SGPSTLVQIDGIK.T
R.HDVNGNGKTDISK.D

YP_617218 Sala_2176 permease YjgP/YjgQ 18.16% 6 R.LSQGVLIHESPK.F
R.GQFLATDDPETIILR.L
R.VLTFDNHDLPIPLPR.I
K.INQYAEDLGAR.G
R.LATSSELDVLK.G
R.IEESYNEGR.S

YP_617219 Sala_2177 permease YjgP/YjgQ 19.13% 3 R.SGTLEPLGTIVAAPNVRPDQFTLADVDGDELPFLK.L
R.DGDDLINAETVETSGPAVVLR.G
K.ILAVPGNGDSDVWR.Y

YP_617221 Sala_2179 hypothetical protein 14.95% 5 K.LKDIVFEDLIR.V
R.NFAVDIADGFPPLVNR.I
R.VYQIYEKPL.
R.IVAAGEKNDR.I
R.AWIEAAGHRPAK.Q

YP_617222 Sala_2180 exodeoxyribonuclease III (xth) 39.45% 8 R.GLAGEAEDEQSR.Y
R.VASIYLPNGNPQPGPK.F
R.LVDAGVDKDHR.G
R.LLGDGWTDALR.S
R.IDHLLLSPALADR.L
R.YLEADAHGIR.V
R.MLLAAEIPTVLAGDYNVIPHDDDVWDPR.A
R.GLAGEAEDEQSRYLEADAHGIR.V

YP_617223 Sala_2181 HesB/YadR/YfhF 26.23% 2 K.LVVDPVSIDLVR.G
R.FDLADSIDADDIVTETDGVK.L

YP_617226 Sala_2184 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen 26.80% 4 R.LAPDFAHLGAQVLAVSR.D
K.GAPLVVYFYPK.A
R.VKGHADAVLEAAK.A
K.GHADAVLEAAK.A

YP_617227 Sala_2185 Glutamate-ammonia-ligase adenylyltransferase 31.27% 19 R.SRDDPDEAAVR.I
R.APATVDALAALAAAGR.I
R.VPGSELVVLALGR.L
R.LADHYATLR.R
R.DEGALAPQLAAAGFDPPDAALR.T
R.AIGAAPDPQATLLR.F
R.SAAALEALETLLPELVR.A
R.ILSLAPTLADALGAR.A
R.IALLLALGDLSGEHDVAK.T
K.LVAGLPSAVGFFHLLAAQPELAK.I
K.ADLLAEWAPGLAGLDYER.L
R.LTAPDGEPATAAAR.Q
R.LTANAPFLAR.L
R.AELIEGLIDKR.A
R.LRPQGAQGPLVVTLDSFAR.Y
R.LQMIEDQQTHGLPVQAAALDAVAR.L
R.LAELNPEDATR.F
R.IIADLLAVPR.D
R.AATTGLPRDEGALAPQLAAAGFDPPDAALR.T

YP_617228 Sala_2186 response regulator receiver protein 66.67% 10 R.SVSGNQQSGDALVAR.M
R.QALLLTAVEGFGIEDAGR.I
R.ALIHDATDEIER.Q
K.LPVIFITAFPER.L
R.DLGHDVVAVATTHAEAVEDAQK.H
R.MLETLVANPDAIDPDADLR.I
K.HQPGLVLADIQLADNSSGIEAVQEILSDVK.L
R.AAISQVLFFDESTVPA.
R.LLTGDRPEPAFLLTKPYQPATLR.A
R.GDMAIADAR.L

YP_617229 Sala_2187 queuine tRNA-ribosyltransferase 11.20% 3 R.TPAFMPVGTAATVK.A
R.SALFGIQQGSLDEK.L
R.NGQAFTWDGPLNIR.N

YP_617232 Sala_2190 transcriptional regulator, XRE family 16.67% 2 R.ELTQGQLAAQLGVSEPSISAWELDK.A
K.VYLNDSPPAVGK.G

YP_617233 Sala_2191 Queuosine biosynthesis protein 42.74% 8 R.VGETVDFGSGVAALAEER.L
R.DDGTITPFAGDTSIFITPGYR.F
R.LADGSFVLAFAGDEPVELLLER.A
R.VIPAQLEGLRGEAK.I
R.FYSYGDASLLLPR.Q
R.VIAVGTTSLR.L
R.LLESAARDDGTITPFAGDTSIFITPGYR.F
R.EDGAVAAPTAALHFTPELLAALAAAGIATETLTLHVGAGTFLPVK.A

YP_617234 Sala_2192 Peptidylprolyl isomerase 42.02% 10 R.AQSEDSANSQFFIMFQPR.F
R.VVIQLYPHVAPNHVER.V
R.VIDGFMAQTGDPTATGQGGSQLPDLK.A
K.AEFNAVPHLR.G
R.VVSGMQYVDAIQK.G
R.VVSGMQYVDAIQKGEPPEVMSR.M
R.AGFYDGVK.F
R.VIDGFMAQTGDPTATGQGGSQLPDLKAEFNAVPHLR.G
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R.VIDGFMAQTGDPTATGQGGSQLPDLK.A
R.VVSGMQYVDAIQK.G

YP_617235 Sala_2193 Coenzyme A biosynthesis protein 20.83% 4 K.EIAIFGGEIHK.F
R.LVIGVTTNITK.S
K.SPLFDDDER.I
K.LVDRLVIGVTTNITK.S

YP_617236 Sala_2194 Polyprenyl synthetase 47.06% 9 R.ATQAEVAEGIDALFDQLLAVPADPR.G
R.AAGDLFHVDR.A
R.DQATLLVEQAIAHLGGFGDEAALLR.A
R.ARDQATLLVEQAIAHLGGFGDEAALLR.A
K.ALHKDEAAGK.A
R.YAAIAGGK.R
R.DIGLAFQIADDIMDVEGDEALAGK.A
K.ATFVTLMGLDR.A
R.AAGPAGMAGGQMMDLAAETSDFDLPTVTR.L

YP_617239 Sala_2197 phosphoribosylformylglycinamidine synthase II 41.63% 25 R.IFYSAASGVGNPIVYVGSK.T
K.ATGGGSAILPTPAIGGVGVIEDLGK.A
R.TGDIVLAVGER.M
R.IVFELPDSDHQVTLAELR.E
R.PVANLNALR.F
R.ALDYPIVSGNVSLYNESK.A
R.WIWEQYDSQVGADTVQTGGDAALVR.I
R.DVFTMGARPVANLNALR.F
R.ADVPVDPLGR.T
R.ETGMTAYEMMLSESQER.M
K.MESHNHPSYIEPYQGAATGVGGILR.D
K.DVAADLK.A
K.RPTVQVGDPFTEK.L
R.RWIWEQYDSQVGADTVQTGGDAALVR.I
R.EEGPPPPVDLK.A
R.ALAMSTDCTPR.Y
K.QPELSDVPETKDVAADLK.A
K.LPTEAPWVICGPGENAGVIDIGEGPDGKK.L
K.KLPTEAPWVICGPGENAGVIDIGEGPDGKK.L
R.YCYADPVEGGK.Q
R.MGHLGQSIWLR.E
K.RTGDIVLAVGER.M
K.KLPTEAPWVICGPGENAGVIDIGEGPDGK.K
K.GGVGIHLR.M
K.ALMGTPDIASR.R

YP_617240 Sala_2198 protein of unknown function DUF72 45.16% 8 K.FLGQGLTQLGDR.L
R.HESFRDPAFIDLLR.A
R.SREEVETGYDAAALDQWAK.R
K.QFDRDDFAGFLDLLPDSQDGLPLR.H
R.DWAAGDRDVFLFFIAGAK.V
R.NPAAAQALIAR.L
R.LGPIHWQFMATK.Q
K.VRNPAAAQALIAR.L

YP_617241 Sala_2199 Uncharacterized protein involved in ubiquinone biosynthesis-like protein 16.91% 3 R.TAQQIAHQDIGALLAEPLDAAR.Q
R.LGIAEPTVYK.Q
R.DTHDLLHILTGYGR.D

YP_617244 Sala_2202 hypothetical protein 27.61% 3 R.VVALRPLFEQTLAALER.E
R.TQLGAAFVR.I
R.ILGYFREDGTK.S

YP_617245 Sala_2203 Small GTP-binding protein domain 25.66% 8 R.EADAALFLIDAR.A
R.IVDTAGFEDQDAATLPGR.M
K.GVPVLSISGATGK.G
R.AGVTPLDEEIAR.W
K.WDIAEDPSSLFNGVR.A
R.LALVDDQPGVTR.D
R.AALDDGLSQVK.G
K.LSVADALHAVDFAEVVVLLLDATK.G

YP_617246 Sala_2204 Pyrrolo-quinoline quinone 36.49% 9 R.LASSPVVADNR.L
R.LFVVDTEAVVSAFAADTGAK.L
R.VSILSNDNSIKVDPATAAIAVVLPDPVVNAAWAQSGGNASK.S
K.LWSAAIGSTGK.D
R.WTGPILAGGR.L
R.VSILSNDNSIK.V
R.MASYELVTGQR.S
R.TSMALSVSTLTDVDADPVIDR.G
R.DSLFGGGASVDGNVVYATSGVGDVAALNAADGSVLWK.V

YP_617247 Sala_2205 hypothetical protein 43.48% 9 R.GEQAEELIAALDKLEANQPR.A
R.QTAFEYDTLKPEAVIAR.M
R.DPASSWFASAAELSASAHYR.L
R.AAATMQLANVK.A
K.VAADTQVDR.S
K.GAAPAAQKTEETK.
R.AAESAAAEQK.G
R.AAATMQLANVK.A
K.IAAAGTPAYR.A

YP_617248 Sala_2206 3-methyl-2-oxobutanoate hydroxymethyltransferase 46.69% 12 K.VLAPTIEFLTQR.G
R.GSYHAAVIVDMPFGSYEGSPQQAFDNAAR.L
R.DMAGVVSGAVQDYADEVR.S
R.GIPVMGHVGLTPQAVNILGGYGVR.G
K.ETGAAAVKVEGGK.V
K.GGEPIVMLTAYTVR.M
R.YRDMAGVVSGAVQDYADEVR.S
R.KGGEPIVMLTAYTVR.M
R.GIPVMGHVGLTPQAVNILGGYGVR.G
K.TLTLDTSTSR.A
R.SFPTEDQIYAG.
R.GSYHAAVIVDMPFGSYEGSPQQAFDNAAR.L

YP_617251 Sala_2209 glycerophosphoryl diester phosphodiesterase 38.31% 8 R.GASGERPEHTLESYALAIEQGADFIEPDLVLTK.D
R.AVTGWFTEDFTLAEIK.T
K.GGVNPAGHGDLVGEIEAFLK.T
R.HENEISETTDVADR.A
K.TGIDGLFSDNVR.E
R.RVPVGVYPETK.H
R.DAHAAGLK.V
K.HPSYFASIGLPHAAPMLELLDR.F

YP_617252 Sala_2210 hypothetical protein 17.24% 2 R.WIDALGWEK.L
R.KDGLDPAALQR.W

YP_617254 Sala_2212 phospho-2-dehydro-3-deoxyheptonate aldolase 63.46% 24 K.AYNQSAATLNLLR.A
R.ELANYPPLVFAGEAR.E
R.LLDTLNPNHVPGR.M
R.GDIINDIAFEEAGREPDPAR.M
R.QDSLTGGWYDTSGHFLWVGDR.T
R.DADALAAAER.E
K.GTSFYTSHEALLLPYEQALTR.Q
R.SADMEEVDGVALPSYR.G
K.KYQETAGR.I
R.FEGSAHIEYLR.G
R.AFAGGGYANLHQVNAWTHDFMDR.S
R.YGHDKIEAHLPR.L
R.DADALAAAERELANYPPLVFAGEAR.E
R.LNAGQSLELAFLLAEMLNQEMSER.A
R.TRFEGSAHIEYLR.G
R.MAGQFAKPR.S
R.LNAGQSLELAFLLAEMLNQEMSER.A
R.ISEALAFMEACGVTPETVPQIK.G
R.ELTNELAR.V
K.NWQPHSWR.T
K.CGPSLEPDVLLR.L
R.SADMEEVDGVALPSYR.G
R.MAGQFAKPR.S
R.AFLLQGGDCAESFAEFHPNNIR.D

YP_617255 Sala_2213 peptidase M28 54.74% 18 K.AGAPVSGFLSGNAADALFK.A
K.AGLEAVPGSATPWLQPVPFIETQALGGTATFNVNGR.N
R.NFPLDDDSIVLTGR.D
R.TLDEDGEADAFIQR.Q
K.ILAGDAFEGR.A
K.AAGQDGAALR.E
R.AFASHNIIAK.L
R.AADNFSDKIPLGGAAEDADLHVALGR.A
R.GKPAYDALVR.E
R.DIYFLATTAEEK.G
K.LAIMLFDNAPFGDR.L
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R.TIAYIVGEWAK.A
K.GVTSLMVGGSFSDMK.L
R.GMALPVAADFTAESTVR.A
R.DASVSLAGVPAVFVGYGIDSTGQVNADVR.G
R.APGTDGEDR.T
R.GTPVATIGR.G
K.LLEAFLSGDYHR.A

YP_617256 Sala_2214 HpcH/HpaI aldolase 62.92% 9 R.EIAAAEALVAAATGGAQR.H
R.SLLYVPGSNAR.A
R.INGAGTAHQAADIDALAGLPLDAVVLPK.V
K.VDAIADLAPAR.G
R.DIAADPGVAGLIAGLNDLAHELKLPDGTDR.D
R.AGGVWCFDGVYNAIDDVAGFAAEAAEGRR.L
R.AGGVWCFDGVYNAIDDVAGFAAEAAEGR.R
R.GLGLPLLAMIETPAAIYAAR.D
K.AQALAADMLIIDLEDAVPADR.K

YP_617257 Sala_2215 band 7 protein 50.99% 9 K.TILFPVEATQLIGTLGGIGELAK.D
K.YVEAVSQFATSPNSK.T
R.AAILEAEGLR.A
R.YTHTAQPGLNFIMPIFDR.V
R.LLHVVDDATTPWGVK.I
K.AAYEVSDLYLSIMNLTTTNLR.T
K.QGQILQAEGR.R
K.ATQMVSDAIASGNAQAINYFIAQK.Y
R.KVNMMEQVLDIPGQEIITK.D

YP_617258 Sala_2216 protein of unknown function DUF107 18.92% 2 R.LVGEVLTVTK.A
R.VGDGEWPVRGPDAAEGAK.V

YP_617261 Sala_2219 glutamate 5-kinase 46.47% 10 K.ALVGGASLLAAGVTAVSGSFAR.G
R.IANAAGAHLAIASGR.I
R.LLSLGVVPIINENDSVATEEIR.F
R.GVILLSDIDGLYDRNPAQPGAVHIER.I
R.GLSEYPAADAAAIVGLGR.D
R.DWLTGIAADIAER.A
R.AGQQVAVVSSGAIALGAR.R
R.YLNAAATLDR.L
R.KAWLAGGLTAEGR.L
K.IGSALLVDPGGAVR.R

YP_617262 Sala_2220 Male sterility-like protein 9.15% 2 R.PPAVFGPGDTEMLDLFR.M
R.ETDEALAETAR.W

YP_617263 Sala_2221 signal peptide peptidase SppA, 67K type 39.64% 13 R.VDSPGGSVLASEEIR.Q
K.GSAIAVVPVVGDIVDGEAPTGLAGGTTIAEHILDAATDSSVK.A
R.IFAEPETITGSIGVFGILPSFDR.A
K.ASLDAGLVDR.L
R.VAEISGATDEGKPWEFNAIPLENWVAANPPAEK.G
R.QLGLVDQFGGLPEALAAAAK.L
K.LDAYIADTVGAVR.A
R.YFEEEPSELSR.L
K.EANLAYASVLWDNWLADVKK.A
R.DVVHALETAASDKR.I
R.FLGGGQVSLAEIGGAIDKVR.A
R.FLGGGQVSLAEIGGAIDK.V
K.IGVNADGIATTPLSGQPDIFGGVNEEFNALAQASVEDVYTR.F

YP_617264 Sala_2222 alpha/beta hydrolase fold 43.52% 9 K.APTLVIHGEDDPLVPLAGGR.D
R.VIGSPGYPSDEER.L
R.FDAAGVPNLK.W
K.AAIGLPVRPAYTLADMAADGLGLLDHLGIGR.A
R.DTAAHIAGAR.L
R.VLSLTSIMSTTGNR.R
R.YDNRDVGLSTR.F
R.AHIVGVSMGGMISQHIAAR.Y
K.SIKAPTLVIHGEDDPLVPLAGGR.D

YP_617267 Sala_2225 Dihydrolipoamide dehydrogenase 59.35% 25 K.GLTGGIEFLFR.K
R.RPNTDGLALDK.A
R.FTSKDSVEVAGK.S
R.TAIDGIWAIGDVVPGPMLAHK.A
K.AVLTLEPAAGGESETLEADVVLVSIGR.R
R.GQIEIDHDFR.T
K.TNHEPDGFVK.V
K.EAAMAVTGKPIHI.
R.VKPELDLDTMHGQR.R
K.KAVLTLEPAAGGESETLEADVVLVSIGR.R
K.AGLEVNQR.G
K.VPGHMVVIGGGVIGLELGSVWR.R
R.AKTNHEPDGFVK.V
K.NIIIATGSSVTPLPGVEVDNDKGVIVDSTGALELAK.V
R.TAIDGIWAIGDVVPGPMLAHK.A
R.ATLGGTCLNVGCIPSK.A
K.VTCVEFLDQILPGMDGDVRK.E
K.VTCVEFLDQILPGMDGDVRK.E
K.VPGHMVVIGGGVIGLELGSVWR.R
K.DSVEVAGK.S
K.AMLHASEYFDAAANGSMAAMGIR.V
R.VGKFPMLANSR.A
K.VTKAEVK.G
K.GLTGGIEFLFRK.N
K.EAAMAVTGKPIHI.

YP_617268 Sala_2226 Excinuclease ABC, C subunit-like protein 21.01% 2 R.VWQHRNEVVESFTK.K
R.DNPQWLDLFDR.L

YP_617269 Sala_2227 2-oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase 59.41% 17 R.NAETLSFADIEK.T
R.LGFMGFFTK.A
K.VPTLGESVTEATIGEWLK.K
K.EDVLAAANAAPETPPASAPAPAAAPAEPGRQEER.V
R.LVLEHGLDPTK.I
K.AETTAPAPAATAPAAGAGIDTVATMSPAVR.R
R.RLVLEHGLDPTK.I
K.TIKEAIEDPTR.L
R.LTKEDVLAAANAAPETPPASAPAPAAAPAEPGR.Q
R.YKDLFEK.K
K.AAQDTAAMLTTFNDVDMSAVIEAR.A
K.EAIEDPTRLLIDL.
R.IEDRPVAINGQVVIR.P
R.LRQTIAK.R
R.LGFMGFFTK.A
K.AETTAPAPAATAPAAGAGIDTVATMSPAVR.R
K.AACLALKDIPAVNGR.I

YP_617270 Sala_2228 2-oxoglutarate dehydrogenase, E1 component 66.06% 47 K.AGAPLSNAEVER.A
R.DAADLTDTTVIR.I
K.LEAEGVIEPGWADAR.R
R.QSFDLDEPQAGPSWAPK.N
R.WSGLYAPTDPENAR.R
R.IEQLYPFPGEALAVR.L
R.HQTEQSALVADALGLSVR.A
K.LEDVVWAQEEPR.N
K.VIEAEEWEK.F
R.TLTTIPADVEVHK.T
R.ELPADLTPEYHGFVGADLDRPIWLGGALGLEK.G
K.PYQVIFHEFAGGSANPDDIGGSGDVK.Y
R.ANGLVMLLPHGYEGQGPEHSSAR.L
R.RSDFIGDAHFR.R
R.HAVWVDQK.T
R.FGLDGGEAMIPAMEAIIK.Y
R.AQQVVRDDLVK.H
K.YGGQYGVK.E
R.KPLIIMTPK.S
K.NWPLIDSDDLTAALDPQQMQVAVK.A
R.RAELVAR.L
R.HAVWVDQKTEEK.Y
R.ASAASPATGLMSR.H
R.NIATGVTEK.L
R.LESDFEAAK.S
K.VGYDLMEAR.D
R.SDFIGDAHFR.R
R.TPPADADIKR.V
R.FEVLDSPLSEYGVLGFEYGYAMADPK.S
K.VIEAEEWEKFLAR.K
R.RNIATGVTEK.L
R.NNGAWFFVGELIEEALAEAGK.K
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R.AAMFADKDDGEVFDWATAESLAFGTLLSEGYQVR.L
K.YIPLTSVPHGR.F
R.WSGLYAPTDPENARR.N
R.SSPYPSDVAK.G
R.QQFKR.D
R.NNGAWFFVGELIEEALAEAGKK.G
R.LNMLANVMAKPYQVIFHEFAGGSANPDDIGGSGDVK.Y
R.GYNTGGCIHFIVNNQIGFTTSPQFAR.S
R.GKQAILSK.V
R.FLQLCAGDNIQVCNISTPSNYFHVLR.R
R.FGHNEGDEPSFTQPLMYER.I
R.EFDGISVHMSLVPNPSHLEAVDPVVLGK.V
R.ASAASPATGLMSR.H
K.VGYDLMEAR.D
K.GVQAPILHVNGDDPEAVTFACK.L

YP_617271 Sala_2229 succinyl-CoA synthetase, alpha subunit 57.43% 23 K.VSASPSELGTTLAEVLK.E
K.SIIMIGEIGGDAEEQAAQFLIDEAKR.G
R.MGHAGAIVSGGKGDAESK.I
K.VITQGMTGATGTFHTEQALAYGTK.M
K.GGTTHIGLPMFNTVEEAK.H
K.SIIMIGEIGGDAEEQAAQFLIDEAK.R
K.IAAMEAAGIK.V
K.IGIMPGNIFK.K
R.MGHAGAIVSGGK.G
K.VSASPSELGTTLAEVLKER.V
K.KPMAGFIAGR.T
K.MVGGVTPGK.G
K.KGSVGVVSR.S
R.MGHAGAIVSGGKGDAESK.I
R.MGHAGAIVSGGK.G
R.LIGPNCPGVLTPEECK.I
K.VITQGMTGATGTFHTEQALAYGTK.M
K.SIIMIGEIGGDAEEQAAQFLIDEAK.R
K.IAAMEAAGIK.V
K.GGTTHIGLPMFNTVEEAK.H
K.MVGGVTPGKGGTTHIGLPMFNTVEEAK.H
K.IGIMPGNIFKK.G
K.IGIMPGNIFK.K

YP_617272 Sala_2230 malate dehydrogenase, NAD-dependent 100.00% 32 R.YSTVNGIPVPDLVK.M
K.ELGDVVLFDVVEGVPQGK.A
K.ALDLSQVGPIAGFDAK.I
K.ISGSNDYADIAGADVIIVTAGVAR.K
R.DDLLGINLK.V
K.IALIGAGNIGGTLALLAAQK.E
K.VVGMAGVLDSAR.F
R.FSHFIADEFDVSVK.D
K.MGLSSQDKIDAIVK.R
K.DVNTFVLGGHGDTMVPVVR.Y
R.GGGGEIVALLGTGSAFYAPAASGIAMAEAYLGDQKR.I
K.IVEIELDDADKAGLQVSVDAVK.E
R.EFSGLPHSK.V
K.IVEIELDDADK.A
R.FSHFIADEFDVSVKDVNTFVLGGHGDTMVPVVR.Y
K.KIALIGAGNIGGTLALLAAQK.E
K.AGLQVSVDAVK.E
R.GGGGEIVALLGTGSAFYAPAASGIAMAEAYLGDQK.R
R.TRGGGGEIVALLGTGSAFYAPAASGIAMAEAYLGDQK.R
R.KPGMSRDDLLGINLK.V
R.ILPCAAYVDGQYGVDGLYVGVPVMIGAGGVEK.I
R.GGGGEIVALLGTGSAFYAPAASGIAMAEAYLGDQKR.I
K.VVGMAGVLDSAR.F
K.MGLSSQDKIDAIVKR.T
K.MGLSSQDKIDAIVKR.T
K.IALIGAGNIGGTLALLAAQKELGDVVLFDVVEGVPQGK.A
K.DVNTFVLGGHGDTMVPVVR.Y
K.ANAPDAFVICITNPLDAMVWALR.E
K.ANAPDAFVICITNPLDAMVWALR.E
R.ILPCAAYVDGQYGVDGLYVGVPVMIGAGGVEK.I
R.GGGGEIVALLGTGSAFYAPAASGIAMAEAYLGDQK.R
K.MGLSSQDKIDAIVK.R

YP_617274 Sala_2232 AFG1-like ATPase 21.11% 6 R.LNQLQEELQAVPK.R
R.GASDYLAVAR.H
R.EHFLPFIALVEER.L
R.FVTLIDALYEYK.V
R.WFVPADEEASAALSAAFFR.L
R.GVTMVATSNRPPK.D

YP_617276 Sala_2234 succinate dehydrogenase and fumarate reductase iron-sulfur protein 36.15% 8 K.FLGPAILLQAYR.W
K.AEGATHVKR.F
R.YDPDKGQNPHFDTFEIDTEK.C
R.LDELEDPFR.L
K.SEQDSTLTFR.R
K.DLVPDFTHFYAQYASIEPWLK.T
K.MKSEQDSTLTFR.R
K.VHKAEGATHVK.R

YP_617278 Sala_2236 HAD-superfamily hydrolase subfamily IB, PSPase-like protein 24.15% 4 R.AYSDHVSDAPTFALAR.E
R.VAEWLAANGAGNAHIR.A
R.LAAQHGWQVADFEDAAAGASTEVR.
R.RVAEWLAANGAGNAHIR.A

YP_617279 Sala_2237 hypothetical protein 14.78% 4 R.LPILLDALPFLR.R
R.LAESIGGDPAGAAAR.G
R.GAEAILHFLAK.D
R.APIFDNDRPTILYAPHFR.R

YP_617280 Sala_2238 hypothetical protein 8.45% 2 R.AEGLPDTPGASGAR.L
R.STLSIIDYQGNPQIYNR.Q

YP_617281 Sala_2239 histidine triad (HIT) protein 49.30% 4 R.SGAGITVADAGWPGQPDLGQAVK.L
K.TVTAAIEAALR.Q
K.SDATAFGDLPAAAHAELK.T
K.LDESQIAALTGWLKPYFA.

YP_617282 Sala_2240 Nucleotidyl transferase 68.50% 13 R.VGTVSIEGLEWQEVDFPQDVEAAEALTAK.W
R.LLPPDTNAESIGMLAFTGDGPSIFR.N
R.VEDHALQLYR.D
R.LIDGVKEPITVTVDVK.A
K.AIILSAGQGSR.L
R.EEMDRDFIILNGDTIVSDEIVAR.L
K.ADYDDDDMKVNR.D
R.SLISWQVAALVANGIR.D
R.TLFNPFFQVADNLGTCWIAR.E
R.LLPPDTNAESIGMLAFTGDGPSIFR.N
R.TERVEDHALQLYR.D
R.EEMDRDFIILNGDTIVSDEIVAR.L
R.DIVVVTGFR.T

YP_617285 Sala_2243 sphingosine kinase 31.88% 5 R.EQGAPLAATFALPDDAIPDAAELAR.Q
R.ADGIVAEGSADVLR.H
R.HGLAWLGGDFR.D
K.ALHGDRDAPDILADVLR.G
R.VAGQDRDWPAIILTPTPHGIR.A

YP_617289 Sala_2247 Peptidase S1C, Do 66.80% 30 R.GYLGIGIVPVTEDIAAALGLPK.D
R.YIQTDTAINR.G
R.VGDWVVAIGNPLGLGSTVTAGIISAVQR.N
K.IDATGLPFVK.F
R.AGAPDSFADLVEQLQPAVVNISTK.Q
R.GEAVNEVTVTLTNQR.E
R.RGDAILSANR.T
R.DAVLLEILR.R
K.GLVIAAVAGSSDAGR.K
R.DVASDLALLK.I
R.TPVTSAEALAK.V
R.GGPSAFIAIR.L
R.DVTPQQTLSYIVANTKPGTR.I
R.EPITQEQQGGGSGFLISSDGYIVTNNHVISGGPR.G
R.NIGQGGAYDR.Y
K.GLVIAAVAGSSDAGRK.G
R.AVGIDPDSKGLVIAAVAGSSDAGR.K
R.RGGPSAFIAIR.L
R.LNPFAGTREPITQEQQGGGSGFLISSDGYIVTNNHVISGGPR.G
R.DVASDLALLKIDATGLPFVK.F
R.AGAPDSFADLVEQLQPAVVNISTKQEVTLGVR.L
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R.NIGQGGAYDRYIQTDTAINR.G
R.GYLGIGIVPVTEDIAAALGLPKDR.G
R.DAVLLEILRR.G
K.IVGRDVASDLALLK.I
K.DRGEFVQR.V
R.AVGIDPDSK.G
K.RGDVVLK.V
K.FAQGSPAR.V
K.AGRDAVLLEILR.R

YP_617290 Sala_2248 band 7 protein 66.78% 20 R.LQQQLATILGSSLR.N
R.ADLPEGATLEAAYNR.M
R.IYAASFGKDPEFYDFYR.A
R.TFATLLSAER.G
R.SGAGLLFTMPFADSVQLIDKR.I
K.RADLPEGATLEAAYNR.M
R.QTFLGENNEGGTSIILSPDNEYLKR.F
K.YGAAIIDVR.I
R.QTFLGENNEGGTSIILSPDNEYLK.R
R.VGEVYGTK.N
R.GAVMDNIQVALNR.E
R.ILGINMER.Q
R.GSADGEAAR.I
R.TEERLQQQLATILGSSLR.N
R.QQVLSTDQQR.L
R.LQVDAFAR.F
R.QQEAISIRAEGQK.E
R.GAVMDNIQVALNR.E
R.EAQKYGAAIIDVR.I
K.DPEFYDFYR.A

YP_617291 Sala_2249 HflK protein 61.66% 24 R.APELFFFQIANPEDTIR.E
R.DQSIVDLAYEVR.W
R.AYQQQVLER.A
R.ARGDTSAFDQIYEQYR.L
K.ATDENFVLTR.D
R.GGFGGGGSGGGGFDFADSGR.I
R.ATVANFDLVQAIGPGR.V
R.AGVTIQGIAIR.Q
R.GDTSAFDQIYEQYR.L
R.NPWVTPDPADQR.R
R.LYYETMEAVLSNVDK.T
R.GPSALDELLR.K
R.NPWVTPDPADQRR.G
R.MQALLDEYR.A
R.GVTPYLPLNEVQR.R
R.VEIEAQVQSR.M
R.LYYETMEAVLSNVDKTIVEAR.G
R.QADPPSQVDEAFK.E
R.QADPPSQVDEAFKEVTAAR.Q
R.GPSALDELLRK.G
R.APELFFFQIANPEDTIREVAESAMR.A
K.GEDDDGKGGDGK.R
R.QEREAAINLAR.A
R.MQALLDEYR.A

YP_617292 Sala_2250 ATPase involved in chromosome partitioning 32.45% 8 K.VGLVDADIYGPSQPR.L
R.LMASEDVKPEAR.G
R.AGLLEQPGVR.E
K.HKPAGAVIVSTPQDLALMDATR.A
R.LASDGGVPPAAGTDPAGEPFHAIAAK.V
K.VMGLDFLGR.V
K.TMTIIAVGSGKGGVGK.S
K.TMTIIAVGSGK.G

YP_617293 Sala_2251 CoA-binding 30.71% 2 K.TIHGAPVVATLADVEPPAEIVDIFR.N
R.NSDAAGAAVDDAIVHGAK.A

YP_617297 Sala_2255 Acetoacetyl-CoA reductase 79.58% 20 R.VAAEVGPIDIVVNNAGITR.D
K.LQEQGATVVANYAGNDEK.A
R.IVNIGSINGQAGQYGQVNYAAAK.S
R.LGQAHEIAR.G
K.LQEQGATVVANYAGNDEKAR.A
R.GIGEAISLK.L
R.MSYEDWDDVMR.V
K.GVTVNAIAPGYIDTDMVAAVPPQVLEK.I
K.KGVTVNAIAPGYIDTDMVAAVPPQVLEK.I
K.SGIHGFTK.A
R.VNLGGCFNMAK.A
R.VNLGGCFNMAK.A
R.MSYEDWDDVMR.V
R.GVAFLCSEDAGFITGSTMSINGGQHMY.
K.WDVGDHQACLDGCAR.V
K.TYKWDVGDHQACLDGCAR.V
K.ALAQEGAK.K
R.MSYEDWDDVMR.V
R.GVAFLCSEDAGFITGSTMSINGGQHMY.
R.GVAFLCSEDAGFITGSTMSINGGQHMY.

YP_617299 Sala_2257 hypothetical protein 35.79% 6 R.IAPGAAIPADALGQR.R
R.LGDEGLPVVNPVPVLR.W
R.LGTEEVVIKPAISGGADGTHR.I
R.VWTDPGDLAGHDLVLPLFAWGYQR.N
R.NVAAWYGLLDR.L
R.KAAALTAAGLIVEQR.V

YP_617300 Sala_2258 NAD-glutamate dehydrogenase 50.45% 62 K.LALQDAIEASDLPDDPALAR.D
R.TNAFAPAAAEALAFK.I
R.LLDAIEAALR.D
R.AENDAFNQLVLTNQTDPGAIVWLR.A
K.IAAAYLSALEGSALPGEGDDLDRAALAEASR.F
K.AVGEGANLGVTQAAR.I
R.SLLSITDNLVGGK.V
R.DAEGHLQEAGTGDIR.E
R.AEALDAEIQAGFAGIK.S
R.GFWLGDAFASGGSK.G
K.IAAAYLSALEGSALPGEGDDLDR.A
R.SPGGEGDDDRPIVIHDFTLR.L
R.LEGEGAELLR.W
R.GLTRPELAVLLSTAK.L
K.AASQNNAEVGDPANDVLR.V
R.LNASVDGLLSPSVR.R
R.KVEGLAANDELLR.C
K.TLSDTPETDTPTTPVK.I
R.LAFLGGLPK.G
K.AASQNNAEVGDPANDVLRVDAEDLR.V
R.LSQDDRDALLLR.M
R.LRDLDAANPR.S
R.LPVNVDEMALTPFTATIEK.A
R.HIFLDPDPDPAK.S
K.TDGAIGIVDLAER.R
R.LFHAVIGATLR.T
R.HAPTLTAALIER.F
R.LLGMPAIWSELDAAK.I
R.GWQPEVEAALAR.R
K.FGFDPAGHAGK.A
K.AIAAVLDGR.A
K.AGVIGWTMVLEDGGAALLR.Y
R.VLLDLIIVPEIK.G
R.SSWDDYDKK.L
R.SGGVVPDTGALNAQLEQMVR.G
R.LSLFSQAAAAMASQMADLLR.V
R.DFAGAIADHQLR.R
K.VVHPAEVVIR.D
K.IDSAQIPGLPKPLPWR.E
R.VTQSLSRPGPVVAR.L
R.QGGSAYGMDTVVSALR.H
R.DGADPYFVVAADK.G
R.AAGRPSLLLEPIAAEGPDR.R
K.GGSAAVPSLVR.I
R.RLLDAIEAALR.D
R.QWEMLTQQLLDAGAPEALTAAVVR.L
R.NLYNPEEAAR.D
R.LQALALSIAEK.G
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R.DGADPYFVVAADKGTATFSDVANGLAMER.G
R.DGADPYFVVAADKGTATFSDVANGLAMER.G
R.AAGRPSLLLEPIAAEGPDRR.M
K.ALPDVSLDRDAWFAEGTECYR.I
R.RQWEMLTQQLLDAGAPEALTAAVVR.L
R.RQWEMLTQQLLDAGAPEALTAAVVR.L
R.QWEMLTQQLLDAGAPEALTAAVVR.L
R.MTDDVSALVLEDNRLQALALSIAEK.G
R.LVIINDDMPFLVDSTSQVVAAQGLVVHR.I
R.IMETFEGSGR.L
R.IAVEAMLVR.E
R.HFAEMGIDVQSDTIR.V
R.AAMLADAAMR.L
R.AALAEASR.F

YP_617302 Sala_2260 transcriptional regulator, TetR family 20.56% 2 R.EKLDYIQAALAAPTAR.G
K.GYEGASMADLTEAMGITKPSLYAAFGNK.E

YP_617303 Sala_2261 protein-L-isoaspartate(D-aspartate) O-methyltransferase 68.64% 11 R.WIEGPLAAGAPDAAPYDR.I
R.IIIDGAIEVLPDALAAQLAEGGR.I
R.SFADMDVAPLPGFAAPTGFRF.
R.TNDVTDPAVVAAMGAVPR.E
R.EAHVPAALAGVAYMDR.A
R.VLLVGGATGYTAALLAALGAQVHAVEEAPALLAIAR.S
R.FSEYTAAEMR.A
R.SFADMDVAPLPGFAAPTGFR.F
R.SFADMDVAPLPGFAAPTGFRF.
R.EAHVPAALAGVAYMDR.A
R.AAMIDSQLR.T

YP_617304 Sala_2262 Type I secretion outer membrane protein, TolC 54.93% 22 R.QAVGANALSLEGVR.A
R.TNLQATSDRFEIGDLTR.T
R.SSQAIEQYVEVER.G
R.AADENVPIEK.S
K.AYENNPTLTGAR.A
R.LALAEGDLR.T
R.SILDILNAEQEYLNTQVQLVSAQR.N
R.GLPEVGTQASYEENLIIPGNAFNSPAR.S
R.GAYAAWQANER.I
R.ATEASIFSQVVGAYMDVIR.D
R.DQAIVQLNQK.N
R.VKGQLWDWADDPAPQQVATDTR.A
R.TAEANLIASR.E
R.NSYVAAFSLLAAMGK.A
R.DLGIEGGALYDPEVNYR.R
R.ATEASIFSQVVGAYMDVIRDQAIVQLNQK.N
K.YRVEAGQANLR.A
K.GQLWDWADDPAPQQVATDTR.A
R.VEAGQANLR.A
R.LTVPIYQGGAVR.N
R.DLGIEGGALYDPEVNYRR.V
R.AVPPADAAIPEGPPAPTPQ.

YP_617305 Sala_2263 hypothetical protein 20.57% 2 R.VIARDEAPGAAR.E
K.EWLDANLPALVEAMVAK.E

YP_617306 Sala_2264 NUDIX hydrolase 27.34% 5 R.LLPLLSTEEAALYGGAR.S
R.TNEAAFAAALADPR.A
R.APILLGIDEAGAPR.F
R.VDPVVIMLAEYGDR.V
R.ATCLALDGIDFVPGEGGGLR.W

YP_617310 Sala_2268 protein-disulfide isomerase 49.79% 9 R.TVTTSPIGAYIVGNPAAK.L
R.VGGPSAFTDNHQAIFAAFPTFIAR.V
K.SSWFEGSVAQR.A
R.NLVRDPVDMTAALLAR.V
R.VTGTPSFFINGQR.A
R.TQYIDPGLVR.F
R.IAADTGLAALMR.A
R.ADVVAWPALK.S
R.AADRVTGTPSFFINGQR.A

YP_617311 Sala_2269 protein-disulfide isomerase 66.94% 14 K.TWGIDQFYQQR.G
K.LTPFMLHPIDAIAGAIVK.C
K.YQITGTPTFVINGQVAEGIAAWGPLR.D
K.VENVEAVEK.G
K.YQITGTPTFVINGQVAEGIAAWGPLRDR.L
R.FFPLADATFLEHDAFIAGASKPQPGIEAAMQLPPAQR.F
K.VENVEAVEKGTNAGIEK.Y
R.FFPLADATFLEHDAFIAGASK.P
R.VDGDGVVMGNPEAPIK.L
K.DSHEELKR.D
R.GVPATTIQQCLGK.V
K.LTPFMLHPIDAIAGAIVK.C
R.GVPATTIQQCLGKVENVEAVEK.G
K.EQEVIAK.V

YP_617312 Sala_2270 Chromosome segregation protein SMC 23.02% 19 R.AALAAGEQAADR.A
R.AADQAQAALDR.H
R.AALAALDGEATTLER.A
K.AAALTEAAAAAR.K
R.AQPGYEAALAAALGDDLDAGTDPAAAR.S
K.AALADANFAAQAR.L
R.LRDAEVALAQAR.A
R.LGPVNLVAADELAELDAER.E
R.AAAEAEQASLR.E
K.VAAAEAQER.A
K.AAQDELETIAK.A
R.RLAQVAVAETDGGQPLAVGQR.L
R.RDALAEATATQLR.L
R.LAEQRAAAEAEQASLR.E
R.KALADADAAR.R
R.FCDLLDRMARETNTR.Y
R.EAHAALTALDAETK.S
R.DAAALLARR.L
R.AKDVALIFADAATGAHSPALVSQGK.I

YP_617316 Sala_2274 hypothetical protein 36.79% 15 R.FGVVPYSSTANVGQILLAK.N
R.ILIPEIAFPR.A
R.VTTYDTVQTYTFR.T
R.NITSDTSSNGR.W
K.NPAWLADTVTLPSR.T
R.LLSPTGLFADENATAPNDRPISR.H
K.DATMDFFDTLTNADVGDGR.L
R.VGGTSDSDLR.D
R.ATFNTYVQSLQPLGGTYHDAGMVWGAR.L
K.TDVFDNKYTYEDR.V
R.HPQYAPSSSDPMTVNVFNSDGTR.N
K.YGATGILFSSR.A
R.ATTPFDADDTAPSDALDMDIDLVPDADADTQWR.I
R.ARHPQYAPSSSDPMTVNVFNSDGTR.N
R.AMGGASYDEAAQAEANK.M

YP_617317 Sala_2275 protein of unknown function DUF558 35.74% 5 R.LFIDQPLGAGSAPVIDGAAAHYLLGVMR.L
R.TALPALAEPVKLPQLLK.A
R.SGEWLAVVADAAK.R
R.LAAPAPAAILTGPEGGFTDR.E
K.AGDPVLLFDNR.S

YP_617318 Sala_2276 Proprotein convertase, P 7.61% 2 K.TSSIVSDPVGGATNPK.A
K.AIPGATMRYCILVTNNGSGTATAINIADALPAR.T

YP_617319 Sala_2277 glutamate--cysteine ligase 30.87% 9 R.DGQYIDAAGQSFR.D
R.VLDIAAAGLAAR.G
R.TGMLPFVFEDGFGYDR.Y
K.GWSIAEQQALR.D
R.LSDWTDHLSTAFPEVR.L
R.TASDRHDPVIEHR.D
R.SPAHDLLDRYEDAWGHDLSR.I
R.VSLALQPLATALFASSPFTEGRPNGYLSYR.S
R.SHIWTDTDPAR.T

YP_617321 Sala_2279 primosomal protein N' 10.39% 4 R.GYFEGLPVILASATPALESLAQVEAGR.Y
R.VPQGSEAPLGSVVIAPLGPR.R
R.VLLLTAALGPLDYR.V
R.ELAKLADVSEAVIR.G

YP_617322 Sala_2280 hypothetical protein 20.82% 7 R.ADTDNFIIYSESSER.S
K.VVAFDPHDDGQGER.I
R.QPIILANNTDPDDPVPLYAYYDSFLR.Q
R.AFALGPESADAR.I
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K.GAAAPVAPADADQ.
R.IAYALALAHDGDLDR.A
R.DTVSNADWVAAR.Q

YP_617323 Sala_2281 hypothetical protein 81.82% 12 R.ADGEDFPLEDVFENLDR.I
K.AIATGSFGVAGAQGR.A
R.ALHVPGDPLILVNIWDAGSAK.A
R.AYADAGAGSLFVPFLLDPK.C
R.AAADTGIFVNAR.C
R.SDLLPVAEAVAR.Y
K.DGDALVAATLER.A
R.GQDVAKDGDALVAATLER.A
R.ILSVTDLPVTIDMESGYGADPAAVGASVGR.A
R.HAGAAGINMEDRLPGR.S
R.ISHGHQPWAAAMAWLGAQAAQVLGGGEPDY.
K.CIGAICDASPLPVNILR.G

YP_617326 Sala_2284 peptidase S1 and S6, chymotrypsin/Hap 43.00% 12 R.ADDGDSPFAFAIAGR.E
R.YPGNVALGVVPSEGQK.S
R.VVTVAMVEGEVVGFGHGSGIAISPTR.I
R.IVTNAHVVESAAR.Y
R.ILVPNEEATVTVASIDAAGR.E
R.SANDYITPR.T
R.ITVSSTTDVPIR.I
R.DLALVEITEGRLPAAAIYTGPLDAGADVVALGYPGNVDLATAR.S
R.ASGAAVEGALAGE.
R.ADAEADAAKNAAAK.L
K.KSSAADAPQLAEGSLLCTIR.P
K.IAGGVGAALILAAAILFATR.P

YP_617327 Sala_2285 Carboxymethylenebutenolidase 30.43% 5 R.EHPGFESDYSGPQFER.A
R.GGLVLVQEIFGVTDHIR.E
R.RGGLVLVQEIFGVTDHIR.E
R.FDGGIPMEGVEALIAK.N
K.NHPTAQIFVYEAGHGFNSDR.R

YP_617328 Sala_2286 ATP synthase F1, alpha subunit 67.98% 41 K.VIKDQIANFGTDATVTEIGSVLSVGDGIAR.V
K.ALVAALDAFAK.I
R.EAYPGDVFYLHSR.L
K.TAVAIDTFINQK.A
R.YEAAMLAYLR.S
R.VVDGLGNPIDGKGPIK.A
R.SDHPQVLAAIR.D
K.ALDALVPVGR.G
R.TGTIVDVPVGK.G
R.VVDGLGNPIDGK.G
R.EMEAFAQFGSDLDASTQK.L
R.VHGLDNVQAGEMVEFANGVK.G
R.TSVHEPVQTGLK.A
R.DNGMHAVIVYDDLSK.Q
K.DQIANFGTDATVTEIGSVLSVGDGIAR.V
K.AANAGDDESKK.L
K.QPQFQPMPFEEQTASIFAGTNGYLDTVATTDVSR.Y
K.KALVAALDAFAK.I
K.GMALNLEADNVGIVIFGSDAAIK.E
K.RSTVAQIVR.Q
K.DLGDDTKK.A
R.STVAQIVR.Q
K.LELAQYR.E
K.AANAGDDESK.K
R.DSKDLGDDTK.K
K.RTGTIVDVPVGK.G
R.YEAAMLAYLR.S
R.VHGLDNVQAGEMVEFANGVK.G
R.SDHPQVLAAIRDSK.D
R.EMEAFAQFGSDLDASTQK.L
R.ELIIGDRQTGK.T
R.DSKDLGDDTKK.A
R.DNGMHAVIVYDDLSK.Q
K.LYCIYVAVGQK.R
K.GMALNLEADNVGIVIFGSDAAIK.E
R.VEVKAPGIIPR.T
R.PAINVGLSVSR.V
R.LTQLLK.Q
K.KVSGSIK.L
K.DLGDDTK.K
K.APGIIPR.T

YP_617329 Sala_2287 ATP synthase F1, gamma subunit 68.04% 22 R.LFPGQIIEQYDTTGIR.D
K.VLFYLVGR.K
R.DIGFDQASEISAR.V
K.SDTHLLVVLNSDR.G
R.VMELYEAGAFDVAHLFYSK.F
R.LEGVVASLASK.V
R.DKALELQSQGK.K
K.AQAAAEAARPYAER.L
R.QAAITTELIEIIAGAEAL.
R.GLAGAFNSNIVK.A
R.LFPGQIIEQYDTTGIRDIGFDQASEISAR.V
R.NAGELINK.L
K.VGASDSAPK.L
R.NVTIQIFK.G
K.GLLENAASEQGASMTAMDNATR.N
K.ALELQSQGK.K
R.NAGELINKLTIIYNR.T
K.KVLFYLVGR.K
R.VMELYEAGAFDVAHLFYSK.F
R.TRQAAITTELIEIIAGAEAL.
R.PYAERLEGVVASLASK.V
R.DKALELQSQGKK.V

YP_617330 Sala_2288 ATP synthase F1, beta subunit 88.30% 42 K.TVLIQELINNIAK.G
R.FTQAGSEVSALLGR.I
R.FLSQPFHVAEVFTGIPGK.F
R.LVLEVAQHLGENTVR.T
R.DTGAQISVPVGPQTLGR.I
K.DADGNPTPDGSK.V
R.TREGNDLYHEFLDAGVIAK.D
R.AISELGIYPAVDPLDSTSR.V
R.VLTPAIVGQEHYETAR.R
R.IPSAVGYQPTLSTDMGALQER.I
R.ILNVIGEPIDER.G
R.DQEGQDVLFFVDNIFR.F
K.IGLFGGAGVGK.T
K.APEFVDQSTEASILVTGIK.V
R.EGNDLYHEFLDAGVIAK.D
K.VIDLIAPYAK.G
K.SLQDIIAILGMDELSEEDKLVVAR.A
R.VALSGLTMAEYFR.D
K.VALVFGQMNEPPGAR.A
K.GHGGVSVFAGVGER.T
R.TIAMDATDGLTR.G
K.AVVDGEYDHLPEAAFYMVGGIDEAVAK.A
K.AAAPVGAATGR.I
R.RVQETLQK.Y
R.GPVNSDMTAPIHAK.A
R.ILNVIGEPIDERGPVNSDMTAPIHAK.A
R.GQPVRDTGAQISVPVGPQTLGR.I
K.GSITSVQAIYVPADDLTDPAPATSFAHLDATTTLSR.A
R.VLTPAIVGQEHYETARR.V
R.IAQVIGAVVDVQFTGELPAILNALETDNNGNR.L
R.VALSGLTMAEYFRDQEGQDVLFFVDNIFR.F
K.IGLFGGAGVGKTVLIQELINNIAK.G
R.VALSGLTMAEYFR.D
R.TIAMDATDGLTR.G
R.IPSAVGYQPTLSTDMGALQER.I
R.ILNVIGEPIDERGPVNSDMTAPIHAK.A
K.VALVFGQMNEPPGAR.A
K.AVVDGEYDHLPEAAFYMVGGIDEAVAK.A
K.APEFVDQSTEASILVTGIKVIDLIAPYAK.G
R.GPVNSDMTAPIHAK.A
K.SLQDIIAILGMDELSEEDKLVVAR.A
K.FVPIEETVK.S
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YP_617332 Sala_2290 type II secretion system protein E 6.22% 2 R.VNVIVPPLSLR.G
R.STAEAVEPEKAQGFEASVHK.I

YP_617333 Sala_2291 Methyltransferase type 11 56.63% 17 R.LNEDDDAAKEEK.S
K.ESSIIAFAEAAGFELAGK.S
K.VPDGSADVVLTFR.N
K.AGGGTLYVAAPWER.G
R.FGGADNTANAFK.Q
K.QAADTATYGALR.L
R.LAEFPATGAGPK.V
K.QIFAMLKPGGTLGVVEHR.L
R.EKQAADTATYGALR.L
K.YVAIGESDR.M
K.GVWTLPPVLR.E
K.DTKDYEK.G
R.NPAETLAFFGVK.P
K.SEINANPKDTK.D
R.NPAETLAFFGVKPGDTVVELWPGGGWYTEILAPLTK.A
R.AKYVAIGESDR.M
K.PGDTVVELWPGGGWYTEILAPLTK.A

YP_617334 Sala_2292 Leucyltransferase 11.39% 2 R.ATGSPPGYVIVQLLTNTS.
K.VALAHLVAR.L

YP_617335 Sala_2293 NADH:ubiquinone oxidoreductase 17.2 kD subunit 46.09% 3 R.VPPEWHGWLHGTFDELPADVLPAPR.A
R.AAATGDYEAWRPGAD.
K.IFTWWDGATVGTLLNSWAR.G

YP_617337 Sala_2295 AMP-dependent synthetase and ligase 20.74% 13 R.RPLAWLDLISR.N
R.MLFFPPEIAAMAVEAAEQR.G
R.LIAAGVKPQDR.I
R.GVEPLDWTAFAER.A
R.DEAGNPLPDQTVGK.V
R.FSDFATVGEALDYAASGTR.G
R.AQYLAGEIQPFAIAA.
R.RFSDFATVGEALDYAASGTR.G
R.VAGNGADMIRPDVMQAFVDAFADAGFK.A
R.ISSQSHVADR.F
K.NHWPQDIEWAVEQLPGFK.S
K.DMVIEVRDEAGNPLPDQTVGK.V
R.ADALAAAYR.L

YP_617340 Sala_2298 hypothetical protein 37.08% 2 K.LAGEVEAWFEDVAGEEGAPAAD.
R.SPHFDLEVLQR.G

YP_617343 Sala_2301 hypothetical protein 52.22% 10 R.VTNWLSEDTSLLR.D
R.GIPAVPIILVGVAP.
K.YAFVAHDLFVK.H
R.RVTNWLSEDTSLLR.D
R.IVQYYSHLNGFEFLK.Y
R.GLEPIMTYNQTDFVK.D
R.LLYSPVDMNKEFAR.L
R.LFADHHWTER.R
R.GLEPIMTYNQTDFVKDR.V
R.DIMSLEPQAQK.E

YP_617344 Sala_2302 Pseudouridine synthase, Rsu 14.59% 2 R.GVTLNDGPTR.P
R.ATLSDYIDVPGVYPAGR.L

YP_617345 Sala_2303 GTP-binding protein TypA 52.46% 21 R.VLYQTDESGQR.T
K.ALALGLKPIVVVNK.I
R.DGTLEPLFETIVR.H
R.ITESADKDSFEVAGR.G
R.INIVDTPGHADFGGEVER.I
R.HVPAPGLDENAPFTFLATLLDR.D
K.TTLVDQLFR.Q
R.GLIGYHGEFLSDTR.G
R.GGYASPDPEAR.D
R.FAVNDSPMAGR.E
R.GLDRVPVDEAK.A
R.ILSMVDGVILLVDAAEGPMPQTK.F
R.GILFVSPGEALYEGMIIGENAKPEDLEVNPMK.S
K.AGDIVAIAGLAQATVANTIADTSVTEPIAAQPIDPPTLSMR.F
K.VNQPIHALDMDGK.V
R.MTLEQAIAYIDDDEMVEVTPK.N
K.NGVLISNGNGEAVAYALGPLEER.G
R.AMDSNDLEKER.G
K.VNQPIHALDMDGKVIETGR.A
R.KNGVLISNGNGEAVAYALGPLEER.G
R.FAVNDSPMAGR.E

YP_617350 Sala_2308 toxic anion resistance 71.46% 22 K.LVLEQITALNTTTANIIDGTSK.M
R.VDGFIDDLVAQDVNSPAFGQK.V
K.AAELDGVDPAK.A
R.AFQNIYDTMDAIDTFK.L
R.AEGAAQAQASVGGAESPLTAIEG.
K.TTVTTLEGEVAK.S
K.LFGSSVTNYFAK.Y
K.TAITVAQAMTNQK.L
K.LEQMVHIAQTLDR.K
R.IHEQAASSTIPMETLQR.A
R.SAQSHISSILTALANGKDELLMDNAAIDVER.R
R.KEMLEAANQSNR.F
K.EMLEAANQSNR.F
K.AMDRDTDIGQNLIELR.N
K.AAGLVPLSTEQK.S
K.VDQITNMGR.K
K.KNNIELVK.G
K.AAELDGVDPAKAK.V
R.TQDLLTQMAVTVQGYLALDLVK.K
R.GLLDKLFGSSVTNYFAK.Y
R.DTDIGQNLIELR.N
K.VLRENALFYAR.Q

YP_617351 Sala_2309 hypothetical protein 45.49% 8 K.YQGLDGDDGTGRQD.
R.LSAESAIER.S
R.TPDETLVGGLK.M
R.TEIWLEAQRPALPAPAR.Q
R.QLIDGIGVQLDLLAPQLQTLDPATPAAANIR.K
R.KLVGEDLPELVAGYQR.I
R.SLAAGELDKLATR.E
K.LVGEDLPELVAGYQR.I

YP_617354 Sala_2312 Membrane dipeptidase 57.28% 17 R.VDNVINDFDFVDTTDTATGDR.I
K.VAGMLGIEGGHSIGSSLAVLR.E
R.ARVDNVINDFDFVDTTDTATGDR.I
K.APVFDGHNDVPWALR.A
K.AMYPGDPAAVAAALTAWDAANPAPK.T
R.GHVGAQFWSVYVPSTTNEAK.A
R.NVPWADSATDAPEHGGLTDFGR.Q
K.AVEAFAASQK.G
R.YPADLMLADNSAELEK.A
K.APVMFSHSGVR.A
R.VADHIDHLK.H
R.IGMIVDLSHVSEATMKDALAASK.A
K.AVQQTIEQIDVMKR.L
K.ANGGIVMVVFLPGFLDADVR.A
R.RGYSQAELEK.I
K.KAPVFDGHNDVPWALR.A
K.AVQQTIEQIDVMK.R

YP_617356 Sala_2314 Peptidase M20D, amidohydrolase 37.06% 9 R.DRLPGTVLFMFQPGEEGHHGAR.F
R.AIHREPELGLQNPR.T
R.VVENVFGEAAWLTMDNPVMGAEDFAYVLEK.V
R.GAALHAALAER.F
R.AGPLLASSDVLSITVK.G
K.IKDALAGLPLEFR.E
R.ISVFDPAVVTIAK.I
R.FLNEGFGQE.
K.ITAGTTNNIIPETAEMLGTIR.T

YP_617357 Sala_2315 L-aspartate oxidase 28.98% 12 R.ATILASGGAGR.V
R.NLIETADLIVR.S
R.VTDSDEEVVIK.Q
R.VYQFSTAPR.G
R.HEVHEYYSQFR.V
R.WDQLEPPPAIR.A
R.VTTDLIELR.N
K.NFLITEAVR.G
R.LASNSLLECFVFGEAAAK.D
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R.IVHVDDATGWAVQAALLK.T
R.GATGDGIAMAWR.A
K.TAEAHPNITLLPGQACIDLITGR.H

YP_617358 Sala_2316 ABC transporter related 65.15% 13 R.EADLEDVFLNLTR.A
K.STLINILAGLVNK.T
R.QQLWDYVQSLNDR.G
R.GEIFGLLGPNGAGK.S
K.QALDNVSFDVPR.G
R.MNAGEVLAAVNAMGHGIVDVSTR.E
R.ISDELLAAVHLSDKR.D
K.IVVVTLDHDITDLPTHPAFDKIER.E
K.YSIGIVPQEIVFDPFFTPYETLENQAGLYGVPK.A
K.TSGHASIWGFDIDADPR.N
K.QALDNVSFDVPRGEIFGLLGPNGAGK.S
K.IVVVTLDHDITDLPTHPAFDK.I
K.AMVHSPPIIVLDEPTAGVDIELR.Q

YP_617359 Sala_2317 hypothetical protein 18.28% 2 R.TGGVTLVGDGGAPAR.F
R.QVDISLGSNAIWITGPGTR.M

YP_617361 Sala_2319 peptidase U62, modulator of DNA gyrase 66.04% 24 R.HLYDEANPLDLVPFAK.K
R.AIDEALSQALVNLR.A
K.GATLIGDGPSVLTK.V
R.GSLSIDDEGTPTGETVLIEDGILK.G
R.RGSLSIDDEGTPTGETVLIEDGILK.G
K.SFGGGQVDIVSGK.F
R.GGRDDPAELLSR.V
K.AGQSVPAGVGQPTLLVSGLTVGGTA.
R.ADALDPDLAQK.L
K.ADDGELYLQYR.A
K.TADYSTDAGFGLR.A
R.YMYDHLFEEAQWNR.A
R.VAAPGVTVVDDGAMESPVGGGR.R
R.RAAETLALLDPAK.Q
R.KGTSAFSGR.I
R.AVDAPAGEFTVLLGPGWPGVLLHEAVGHGLEGDFNR.K
R.ATESFGFDDGR.L
R.AVSGEMTGFAHASDISADAIR.R
R.ATESFGFDDGRLK.T
R.AAETLALLDPAK.Q
R.YMYDHLFEEAQWNR.A
R.LMGVEPTGNGR.R
R.ADGFLATDIRPLVR.L
K.FVFSCTEAYK.I

YP_617362 Sala_2320 hypothetical protein 7.30% 2 R.AGPGQPVVIDFAK.V
K.VAAGQVPPNLFTSTVPR.I

YP_617364 Sala_2322 protein of unknown function DUF924 40.51% 6 R.SQPADAFLTDPDTALAAAILFDQVPR.N
R.ATRPEEEAAIEEGR.N
R.GHADAFATDSLAR.A
R.LLAFWFDR.H
R.DLAEHWHQALR.S
K.HFDIVDR.F

YP_617368 Sala_2326 nitrogen regulatory protein P-II 50.00% 5 R.VVETLQQSAGTGSIGDGK.I
K.IFVLDVGQAVR.I
R.VVETLQQSAGTGSIGDGKIFVLDVGQAVR.I
R.EALTGLGIAGMTVTEVK.G
K.LILAIIKPFK.L

YP_617370 Sala_2328 TonB-dependent receptor 48.85% 26 R.YTQPADQENNPR.T
R.LPTPGYDAVTDATLGAGTSAGAR.N
R.VASDNDGPFQWLVGGFYSK.I
R.EAFEDETLIADLK.I
R.GPQGTLFGSGSVGGTIR.Y
R.NVAGLSVQNLGPGQSQVSVR.G
R.IALTFEPSDSLSITPR.I
R.NGFGPDSPYNADLPYDIK.Q
R.DANLQDIPFSINAQTAEDIQK.S
R.YGGFINAIGPAGK.E
K.IDVGLGGATLTSVTSYINR.D
R.GFTFNAAGFYNDIK.N
R.YGGFINAIGPAGKEDVNSGER.Y
R.SFVSGGLFANGDNR.T
K.SGAVTLEDLSR.N
K.GAVNVPMGDNAALR.A
K.FQLTASGSYEWPIGDR.A
R.SFVSGGLFANGDNRTDSTK.S
R.LGYTVGQPR.T
R.QEIYNLYANQFTTTR.P
K.IGVMEGSVEANLNLVDGDDIGGHLK.G
R.YITNQPK.I
R.GVSAGQVVR.D
R.ANMYVAASFQHVGTR.Y
K.VTADGFNRQEIYNLYANQFTTTR.P
K.QFAIFGEISYDLNDALTATAGGR.Y

YP_617376 Sala_2334 protein of unknown function DUF442 15.97% 2 R.AGEDVGAIVEAAAK.A
R.STHLWALAR.A

YP_617377 Sala_2335 ATP-dependent DNA helicase RecQ 7.93% 3 R.AASLTSVDADFADTR.Q
R.LLRPLLDAFPDVPR.L
R.DGDPAEALMLWAADDFAR.A

YP_617380 Sala_2338 Glyoxalase/bleomycin resistance protein/dioxygenase 26.71% 2 R.GIEHVGLQVEDADELKAVYGR.L
K.SIAFYSGLFGAAPSVTKPDYAK.W

YP_617382 Sala_2340 ABC transporter related 7.45% 3 K.NPPVLILDEATSALDSR.T
R.TEAAIQDTLER.I
R.ILIDGQDISQVTQASLR.A

YP_617383 Sala_2341 OstA-like protein 53.93% 8 R.GPDGNPVAGGTGGR.V
R.LDATGGVTVVKGDESAR.G
R.VTQAGLVVTAPR.M
R.VTGTFTVPER.K
R.LITMVGNVELR.Q
R.AGGTDVNRLDATGGVTVVK.G
R.ADRVVLAGNVR.V
R.LVIDLNSGR.A

YP_617384 Sala_2342 hypothetical protein 25.11% 3 R.LDASNVAVDLNTR.R
K.GQPFALLAGSAVQK.S
R.LIGTGGVEGALNIGQFSANALSADLDKR.I

YP_617385 Sala_2343 3'-5' exonuclease 67.32% 10 R.FRPGSSYDAPVLK.A
K.QQQSSDWGAAELSEAQR.D
R.AALDLAGWPEVDIFAHS.
K.AILADPERLK.L
R.DYAASDVR.F
R.FLHAMKEILDAR.L
R.TELAQACFDFLPTR.A
R.LCLVQISDGSGDEHLVR.F
R.FDIAALQQALGVVTTPVYCTK.I
R.ELLGQEVSK.Q

YP_617386 Sala_2344 cold-shock DNA-binding domain protein 73.90% 17 R.DDGQADAFVHISAVQR.A
R.DDFGNFDSFEPAPYGGDSYGGGR.G
K.FAAVNLQPHQD.
R.GGGMPAQVVGEGQGTVK.F
R.DDGGEDVFVHISAVEQAGLQGLASGQPLAFTLVER.N
R.GGGFGGGDRGGGFGGGR.G
K.RDDFGNFDSFEPAPYGGDSYGGGR.G
K.IEGEPMPVEEFAPR.Q
R.GGFAGGDRGGGFGGGDR.G
R.VAFDIEVDDRGK.F
R.GGGMPAQVVGEGQGTVK.F
R.DDGGEDVFVHISAVEQAGLQGLASGQPLAFTLVERNGK.V
K.IEGEPMPVEEFAPR.Q
R.VAFDIEVDDR.G
R.AGMAGLEEGDRVAFDIEVDDRGK.F
R.AGMAGLEEGDR.V
K.VSAIDLKIEGEPMPVEEFAPR.Q

YP_617394 Sala_2352 MltA-interacting MipA 25.00% 5 R.HGSWAASPTIDYGTPLSK.R
R.YYYDIDPADSAASGLPVYDGAGK.K
R.GTNFQVDLIR.Q
R.DYFAVAAGVLSTPEYNGADDRR.L
K.IDDPQVAALGK.R

YP_617396 Sala_2354 deoxyxylulose-5-phosphate synthase 34.58% 15 R.AYDQVVHDVAIQNLPVR.F
R.DSDHGPVLIHAVTK.K
K.APPGPPAYQNVFGETLAK.L
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R.HNSAGVEEAGVRA.
R.GLSTSVIDLR.F
R.LPDMFQDQDKPELQYDAAGLNAPQIVDTVLK.A
K.TVAILSLGTR.L
R.IVAITAAMPSGTGVDK.F
K.RSESEYDPFGAAHSSTSISAALGFAIANK.L
K.GYAPAEAAADKYHGVQK.F
R.SESEYDPFGAAHSSTSISAALGFAIANK.L
R.PFAAIYSTFLQR.A
R.GNGTGVALPAVPQK.L
R.FAKPLDEELIR.R
K.FDVITGEQAK.A

YP_617397 Sala_2355 hypothetical protein 61.87% 7 R.SQVGSPDTQVVDK.G
R.SPGEAQIIGSADGAR.A
R.SQVGSPDTQVVDKGLIVR.D
R.DILAAPEGDGRDAQAAIPGA.
R.PGGESTAEQTLR.A
R.QAPLVVPPDFALTPPAPGTARPGGESTAEQTLR.A
R.QAPLVVPPDFALTPPAPGTAR.P

YP_617398 Sala_2356 lipoprotein signal peptidase 13.29% 2 K.AGQADAKPSVD.
K.WIVTVPLSLEPK.G

YP_617399 Sala_2357 isoleucyl-tRNA synthetase 56.07% 55 R.ESGDPVPASADPALGSR.L
R.AVDDFDFNSYTR.L
R.EAGGLLAASADYK.H
R.AWGVPITLFVNR.K
R.YLLGALDGFTEEER.I
R.AYAQHWVDTQR.E
R.AQEYLGPDYDAADYER.V
R.KGEGDALTAGHPHPDPLPEGEGDTLR.T
R.ESGVDAWSDAR.A
K.AGLPQKEPLILAK.W
R.YAAPVLVFTSEEVWGTR.Y
R.SVLDVLFHALVR.Y
K.WLEGNLEGQIR.E
K.TGQYLNDPQVNDR.I
R.WHEVNGGLDFLGK.A
R.KTGQYLNDPQVNDR.I
R.TLAMAAIDATR.F
R.HDGGTHSADLYLEGSDQHR.G
K.YREDWGWLGGQGSVINPK.F
K.ANGIDPVFAVEGDGK.Y
K.EILAGVADQYR.K
K.LNKDEVPVEEFR.A
R.IADVAAMPELER.Y
K.EILAGVADQYRK.L
K.WEVVEATSGDK.I
K.DRPDWVLSR.Q
R.IADPLGDTFWHDHVDFVR.V
K.YVVAADLDYEFR.T
R.RWHEVNGGLDFLGK.A
K.AVLTHGFTMDAK.G
R.DYGADILR.L
K.FAANDMLYR.G
R.WAASGAIEPLRR.D
R.WAASGAIEPLR.R
R.TLAMAAIDATR.F
R.LGIGGDWDHPYLTMDYEAEATIVR.E
R.LEVHCFHDADLELLR.S
R.KYVVAADLDYEFR.T
R.IGKEILAGVADQYR.K
R.IADVAAMPELER.Y
R.HLPEVTADGALCNR.C
R.GWFQSSLLESCGTR.G
R.GAKPVMWSPVEK.T
R.GAKPVMWSPVEK.T
K.FNAPDGPICTDLR.E
K.FAANDMLYR.G
K.DVLYCDLGPAAPLGTDK.R
K.AVLTHGFTMDAK.G
R.YPDAGSVHLLEWPDLDHLLHPR.E
R.VGVTPTSHHK.C
R.LRGNTELVEK.W
R.KDVLYCDLGPAAPLGTDK.R
R.DYRDTVFLPK.T
K.SLGNTISPIDLMR.D
K.LEKWEVVEATSGDK.I

YP_617400 Sala_2358 riboflavin biosynthesis protein RibF 16.18% 3 R.YGAAGVVTGADFVFGK.G
R.SGNVVTLADHAR.R
R.GGVIALGNFDGFHAGHQAVVGR.A

YP_617401 Sala_2359 peptidase M19, renal dipeptidase 27.48% 5 R.FDTAQLVQVTQALIDAGFSDDEIR.A
R.DLVGINHVALGSDYDGATTVR.F
R.LKDGHVALQVLASTTK.S
R.AEALHQTLTIVDLHSDSLLWSR.D
R.AAAASNGTLKPVATTADLDALLAAR.R

YP_617402 Sala_2360 Dihydrofolate reductase 45.45% 6 R.AGEAGRPAYSFVTLAR.R
R.DADWQEEGAEPVASVEEALKR.A
R.IELTEVGLEPAGDAVIDYPDPALWR.E
R.KTFDSLPAVLEGR.R
K.TFDSLPAVLEGR.R
R.DADWQEEGAEPVASVEEALK.R

YP_617403 Sala_2361 phosphoribosylaminoimidazole carboxylase, ATPase subunit 67.31% 13 R.LATAADADAAWDAIDR.H
R.VHNSGHWTIEGAVTSQFENHIR.A
R.EVLGQQEEAR.G
R.AVAGLPLGSTATTALPVTMR.N
R.NLIGAEIATVPALLADDAAHVHHYGK.A
R.VHIYAPDRESVAADVAAHHTR.A
R.HAAVLEGFVTFTHEFSAILVR.G
R.FLSGHVAVRPGAAALEIAQDR.L
K.LGHVTWVGFGVGNTPA.
R.MLGQAAAQLGYR.V
R.PAPFAAVPDRPALDTALGEVGAPAILK.T
R.FWDSPVNVHANGILASSSLPPPR.E
R.FVVGLGGRPAPFAAVPDRPALDTALGEVGAPAILK.T

YP_617404 Sala_2362 phosphoribosylaminoimidazole carboxylase, catalytic subunit 59.76% 6 K.AGATNAGLFAVALLANADPDLAQK.L
R.QADSVAPAPVR.E
R.QADSVAPAPVREG.
K.AGATNAGLFAVALLANADPDLAQKLDAWR.A
R.VPVLGVPVQSAALSGVDSLYSIVQMPGGVPVATFAIGK.A
K.AIIAGAGGAAHLPGMVAAMTR.V

YP_617405 Sala_2363 diguanylate cyclase 14.49% 2 R.IAVDQFAAVSVDSIEDQLR.E
R.AAVVFVDVNQLK.Y

YP_617408 Sala_2366 Ferritin and Dps 37.75% 3 R.NLAEDNKLLLAQLR.D
K.SAAEADGDIATSGLVDGWADETQQR.I
R.ASIRDDDAGGVDADTMIR.N

YP_617411 Sala_2369 hypothetical protein 21.92% 2 R.EGDTLTATIAAIDGAK.A
.MRMIAAVLALLLVAAR.P

YP_617412 Sala_2370 thiamine biosynthesis protein ThiC 70.16% 35 R.VYDTSGPYTDPDATIDIAQGLPELR.A
R.EVRPEDNGQLGPDR.S
R.NSPVPIGTVPIYQALEK.V
R.ARGDVEEVAQR.E
K.LAAHAADLAK.G
K.VGGIAEELTWEIFR.D
R.LDTTQATPIGVTTGPIR.G
R.EILLEPSSGEPPVR.V
R.DTLIEQAEQGVDYFTIHAGVR.L
K.LQNQDSAGFIAAEEAEK.G
K.AYDIAYSLGDGLRPGSIADANDEAQFAELYTLGELTR.R
K.INANIGNSAVASDVAAEVDK.M
R.WRDQFNLSLDPDTAEQYHDQTLPAEGAK.T
K.EHLGLPDRDDVK.V
K.INANIGNSAVASDVAAEVDKMVWSIR.W
R.WGADTVMDLSTGR.N
R.KIHVASPTGSGIR.V
R.ESFLYDHFDEITEIMK.A
R.AIIPSNINHPESEPMAIGR.N
R.DGQDWGASIPDYVTPEFVRDEVAR.G
R.AKPGANVSQMHYAR.R
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K.IHVASPTGSGIR.V
R.DQFNLSLDPDTAEQYHDQTLPAEGAK.T
K.RVTGIVSR.G
K.LQNQDSAGFIAAEEAEKGMAEMSQVYEDTGR.E
K.GMAEMSQVYEDTGR.E
R.RGIITPEMEYVATR.E
R.DGQDWGASIPDYVTPEFVR.D
K.GHPAAQVRDDALSK.A
R.GIITPEMEYVATR.E
R.GDVEEVAQR.E
R.RAWAQDVQVMIEGPGHVPMHK.I
R.LPYVPLAAK.R
K.VGGIAEELTWEIFRDTLIEQAEQGVDYFTIHAGVR.L
K.INANIGNSAVASDVAAEVDKMVWSIR.W

YP_617413 Sala_2371 hypothetical protein 13.19% 2 R.FVDAISDRTLEPLPWSPGR.A
R.TLEPLPWSPGR.A

YP_617414 Sala_2372 sulfotransferase 16.93% 3 K.ANYTAEAVELIGGIVESDPK.F
K.AAADALLPAAGDIWEGGGR.T
R.VAAEFTPGLAAWVEK.G

YP_617416 Sala_2374 OsmC-like protein 40.85% 5 R.AAVTLEQQDGGFTITK.S
K.VPGIDADEFAR.L
R.AGYSGDTLETR.A
R.VLDAQPYGFATR.F
K.SALTLAAKVPGIDADEFAR.L

YP_617420 Sala_2378 uracil-DNA glycosylase 19.23% 3 K.FTDAAVAAVAADPAPK.V
R.IGGEFAQPYMAALK.Q
R.DWFAALDATPPDAVR.V

YP_617421 Sala_2379 TonB-dependent receptor 17.31% 10 R.VEQDSDVFSAVSR.V
R.RDEINDTPGDATLAGNVANFTTSGITAGR.T
R.GAVAPFDLNVLPLSVVR.Q
R.AAAGPDAGSIASVTDR.Y
R.VSTVVTATPPVIGQAPAFGTQYDYLGR.R
K.LFDLPAGPVGAAFGATIR.R
R.ITLGIANLFDTPPPR.V
K.VGADWAVTDWLR.L
K.TGASSIYGSDAVAGVVNVLTR.D
K.SESEADVDYYR.G

YP_617424 Sala_2382 alpha-2-macroglobulin-like protein 12.31% 15 R.ATATEILTGLGDANWSR.Q
R.TGDAYDAR.F
R.EGTVQLDDSGEEPGGDLPLAR.S
R.VDVALYSR.Q
R.TVQDLGVFAGLPELVR.T
R.LVAIATDGSQFFGTGETSVR.T
R.ISQAGVPGR.T
R.IGDDDAAVAR.W
R.FSEDMVALGDPRAAAPATNDCK.R
R.FAIDTGGPSAR.A
R.FAGPLPQNVDAALILPADVTDQSGR.A
R.EGVLSSFVVPLK.G
R.DGSLAWVTSLATGKPVAGAEIR.V
R.ASIDVPLSDNLSGFR.L
K.FAAEFGILEASEGGVLPVTVR.G

YP_617426 Sala_2384 amino acid permease-associated region 6.95% 3 K.SLDAILATAEK.K
K.SLDAILATAEKK.S
R.GIVEVHEDDPDAPPPPVPPVPSFD.

YP_617429 Sala_2387 peptidase M16-like protein 70.49% 49 R.ELPGSFETSNDVLGGLR.A
K.AVDIPYEAFTLDNGLR.V
R.VSWIATAPVQADR.T
R.LDEEIAAFLASGPTADELQR.A
R.AANDIFGGDFLSR.F
R.TNYFETVPTGALDLALFLESDR.M
K.HFEIAVPKPQPR.I
R.IFVVGDTTLAEVTK.E
R.ATASHLGGTISQLESVGGFGGK.A
K.RLDEEIAAFLASGPTADELQR.A
R.YEIFENLFPR.G
R.PAFSLTYTPGER.T
R.QVGATDFNGTTFLDR.T
K.WFTDNYGPNNAVLVLAGDIDLATAK.A
K.APQSVIVAGK.V
K.FDRPDDYYEK.L
K.APVVSVPTLPAPLAK.E
R.SALGTQSLMLSLMDEGTTSLDSIAFAEAK.E
K.GGDELEVLR.A
R.TQVTNEKDR.V
R.IFVVGDTTLAEVTKELDR.A
R.VLKPALYGADHPYGIPPSGLGNEK.A
R.LKAELNEPR.A
K.AVTLAEGALYSNDPAYYKVELDR.L
K.LPATYEAMTPEAVDAAAR.K
K.AVTLAEGALYSNDPAYYK.V
K.ALSADDLIYVVVGDAAVVKPQLDGLGLPVETVSPAN.
R.TGDSIKELQSDLK.A
K.GVTKEELQR.T
R.MGHLLGAVTQEK.L
R.LGAQTYGYADADETALGLFALKPNLSASLALLADYVR.N
R.QGDNNPYGLLR.Y
R.DQLVAFHSAWIRPDNAR.I
R.GHPYHHSTIGSMADLDAASLDDVKK.W
K.WLSRPAFSLTYTPGER.T
K.NGIEVVFAR.R
K.LKNGIEVVFAR.R
R.KAPVVAVSVWYR.V
R.SALGTQSLMLSLMDEGTTSLDSIAFAEAKER.L
R.NPAFDAR.E
R.MWTMPGLNDPEAVPLQMAMAVLGGLSSSR.L
R.ILLVDRPK.A
K.FDRPDDYYEKLPATYEAMTPEAVDAAAR.K
R.SQFPEVSGLK.A
R.SAVPTVNVQVSFDAGYAADPR.S
R.GASSIADRSQFPEVSGLK.A
K.VLDVKGGDELEVLR.A
K.TGFAHLFEHLMFNGSENAPDDFFEPLR.Q
K.APVVAVSVWYR.V

YP_617430 Sala_2388 Penicillin amidase 18.80% 10 R.LSALFPVTGEDVVAGFVLR.S
K.VDYAEALLGVR.A
R.ALAQAQALLR.K
R.AAMAGQGVPATNFVYADAK.G
K.VGPFVLPVPR.T
R.LLALDTKDDR.A
R.LIELFEASGPIDGAR.L
R.HQLKPVLFDPAALR.A
R.HGDSFIMFVTWDR.G
R.GVLPGDTSAALWTR.T

YP_617431 Sala_2389 Leucyl aminopeptidase 47.48% 17 R.ILLVGAGPAPSSLALAEAGGK.A
R.LVLADANEYVAR.E
R.DLANEPANVIYPESFVAR.V
R.DDELAAALLAAGTASGEELWR.M
R.APTGAALVIVMTDAALPPLDGVALSAPER.Q
K.TPPSAAVTLVGANPSTAETAFATR.W
R.QAVEAAIAAASFDGK.A
R.KTPPSAAVTLVGANPSTAETAFATR.W
R.AIVNIATLTGSIVGALDDR.Y
K.TIEMLNSDAEGR.L
R.GVGAPAAPLAFVGK.G
K.GDMSGAASVVGAALSLAK.S
R.LGMGTLVGVGQGSPR.G
R.AIVNIATLTGSIVGALDDRYAGLFSR.D
R.SESASPLVPR.G
R.QAVEAAIAAASFDGKAESTLSLR.G
R.AAFAGVPGVSIEVLDEAAMR.R

YP_617433 Sala_2391 ATPase AAA-2 64.49% 44 R.LVGAPPGYVGYEEGGTLTEAVR.R
K.LPAVSGSGAQATPGLDNDAVR.L
R.LASLQAELANLEQQSAELTQK.W
R.FQPVFVGEPTVEDSISILR.G
R.LLALDMGALIAGAK.Y
K.AFADAGVSADALNAAIAK.L
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R.LLDQAEQVAAK.A
K.NNPVLIGEPGVGK.T
K.AAEGEIILFIDEMHTLVGAGK.S
R.AVAGIDALLAK.L
K.YLQDPLADLILK.G
K.AGSEYVAVQNILLAMVLAPSTPVGK.A
R.KVTLDLTDAAR.A
K.HVEKDPALQR.R
R.LDEIVLFHR.L
R.EEVTADDIAAVVSR.W
R.TKNNPVLIGEPGVGK.T
R.SALEQAQR.A
R.ITDGAIVAAATLSHR.Y
K.GFLQAAQTIAIR.M
R.TADTASAEDRYDALR.K
R.RFQPVFVGEPTVEDSISILR.G
K.IKEELDAAR.S
K.ESDAASKDR.L
K.AGELSYGTIPALEK.R
R.VIGQDEAVR.A
R.LKGVLDDVK.A
K.SEGAMDASNLLKPALAR.G
K.ALLEDSQGMAAGLIANSGGDTAR.A
K.AHGDVFNILLQVLDDGR.L
K.AGELSYGTIPALEKR.L
R.DLTEVAR.E
K.AHGDVFNILLQVLDDGRLTDGQGR.T
R.TVDFTNTLIILTSNLGSQAIAALPDGAPVEQAEPAVMEVVR.A
R.AHFRPEFLNR.L
K.VTLDLTDAAR.A
R.TADTASAEDR.Y
R.LGQEHMGGIVDIQVAR.V
R.LAEAEAASGNAMLREEVTADDIAAVVSR.W
R.GELHCIGATTLDEYRK.H
R.FLFDDDNAMVR.I
K.YLQDPLADLILKGEVR.D
K.WQAEKEK.I
K.MEETLTQR.V

YP_617436 Sala_2394 Secretion protein HlyD 20.24% 5 R.DSDVPSSAASDEGR.K
R.LRPGMFANVTLGGDAEPALLVPSEAVIR.T
R.VIAILPTIQSDSR.T
R.DSDVPSSAASDEGRK.I
K.IVASGQFLLDSEASLTGIAVRPLGDAK.

YP_617439 Sala_2397 hypothetical protein 11.99% 3 R.VGISDFGVNASR.I
R.DVPPIHDVTTDLAAPPQFQSLPLR.A
R.ADNLAGVGSIAEWR.R

YP_617449 Sala_2408 transcriptional regulator, histidine utilization repressor, GntR family 17.29% 3 R.LFHSIIVHHEAEFPIQLEER.F
R.ELQAAGVLVR.R
R.ANADLAALLEVPVGTR.L

YP_617451 Sala_2410 uncharacterized conserved secreted or membrane protein 11.11% 2 R.IVAAAPGASEVR.L
R.SGAPLPALTESQVR.E

YP_617452 Sala_2411 TonB-dependent receptor 47.39% 24 R.NTAVDGSTNIANLER.V
K.GWRDPDPLTVLGIANTNQQDPISGTSTAK.E
R.RQDLAGVGPATVVSAEQIENTGVVNIETVLQR.L
R.FQVGVDNLFDR.K
K.LPAGPVSFAAGVVYR.K
K.GLVPGLSLTADWFDIK.I
R.QFFQETDTWQGTFGLR.G
R.AVLPNGQQINFNQVLGGNGNFFEPYSAAK.H
K.SNQIATPGTLR.N
K.HNFNSNPFLNAVSPVER.V
K.ATDFNAAPGDIGYSTPNVFYHNLQVAFEIDEK.T
R.TDYEGLGLSVR.Q
R.NLSIAASNPTNPTGQNIVLIQR.R
R.LVAGGTGANSSPDLNMIPVAALAR.T
R.YSNYDLFGSDWNYK.G
K.YVVLPFPGGAPIDFDGFIGGGNGGYPK.W
K.GSVDWVINDSFR.L
K.GDGSDFTADLLWGVR.N
R.TDVLKDGASAIYGADAMAGVVNLVTR.T
R.QGITEKGDGSDFTADLLWGVR.N
R.QDLAGVGPATVVSAEQIENTGVVNIETVLQR.L
R.GYGVLTAEKDGVSATWSTQWIGK.A
K.TSAVNMATR.A
K.LSNDWGWEIAGAFGR.N

YP_617458 Sala_2417 TonB-dependent receptor, plug 7.78% 3 R.SNWAAYTSLEGNLTDALQFGLAGR.Y
R.NPDASFISTSIPLTNTPGGQR.F
K.AADSAQPIDIITGAELLEK.G

YP_617462 Sala_2421 copper resistance B precursor 11.66% 3 K.SEGEGVFGEGIESAEVQALYSR.A
R.WDGEAWYGGDINR.L
K.EFAPYVGVEWAR.K

YP_617463 Sala_2422 Copper-resistance protein CopA 18.21% 6 R.DNWTALFSPGER.V
R.AIGINGTVPAPLVR.L
K.VLTYHDLVALER.N
R.MTVVQADGLNVVPTEIDEFQIAVAETYDVIVTPVEDR.A
R.MGEPGQGLENVGHK.V
R.EHVVVLSDHSQLSPEAIFR.K

YP_617470 Sala_2429 Copper-translocating P-type ATPase 15.01% 6 R.ALALVEPSGVDQPVGK.G
K.TGTLTEGRPSVVAIEVAEGFEENDLLR.I
R.SDGSDEEVALEEVAVGDMLR.I
R.RLGIDDVEADVLPDQK.S
K.VPVDGIVVEGR.G
K.AIVLGNANFLEEYDVDLGALAEAADR.L

YP_617473 Sala_2432 hypothetical protein 7.76% 2 R.IGDLDISYLPYAELEQNR.V
R.GSSLEIIVHSIAEQR.Q

YP_617476 Sala_2436 glutaredoxin 25.09% 11 R.ANESAPAHTGAAVSGKPR.A
K.HGVATTPQTFIEGER.I
R.GYDVEDVWLTTREETDAFK.A
R.GYDVEDVWLTTR.E
R.DIESFSSMFLNYDLLAK.R
R.ANESAPAHTGAAVSGK.P
R.SRGYDVEDVWLTTR.E
R.DIESFSSMFLNYDLLAK.R
K.LRDIESFSSMFLNYDLLAK.R
R.SRGYDVEDVWLTTREETDAFK.A
R.EETDAFK.A

YP_617480 Sala_2440 Secretion protein HlyD 30.64% 6 R.APIGGVVQTLNAR.A
R.AGVTLASGQTLAEISGLGTVWLNAALPEAQAGLVK.I
R.VVAILPTAAADSR.T
R.LAPGDVIGAGAPIAELQLPEWGSAQTEYLSVK.K
K.SDAPTETASGGR.K
K.IGQPATANLTAFPGEAFTGR.V

YP_617482 Sala_2442 putative copper efflux system periplasmic protein CusF 31.15% 5 K.GTATVTAIDSAK.G
K.VGDKVAFELDWNGK.A
K.VAFELDWNGK.A
K.HGKGTATVTAIDSAK.G
K.AGTITKLDK.A

YP_617488 Sala_2448 secretion protein HlyD 20.42% 4 R.TKDGFEAVPVVLGDR.A
R.IAITAPISGQVIAR.S
K.LVPAIAILDNR.A
K.LLLAATLPLFLAACGGGETAKPADEHGEEEAGHADEGK.I

YP_617489 Sala_2449 Heavy metal efflux pump CzcA 2.88% 2 R.AGVPITLDQVATVR.T
R.LAALDLSLTELAEALER.N

YP_617493 Sala_2453 Heavy metal translocating P-type ATPase 18.30% 7 K.LLEPTAVDQPVGK.G
R.YHGGAENSAPPPPK.G
R.VAADGSDEEIDLSEVVVGDVLR.V
K.TGTLTAGKPSVVAIEVAEGFAEEEILR.I
R.TSEHPLAQAIVQAAEQR.G
R.RLDIADVEADVLPDQK.S
R.AADGSVAVYFEAAAVITVLVLLGQLLELRAR.E

YP_617494 Sala_2454 Aldehyde dehydrogenase (NAD+) 38.54% 12 R.IFQEEIFGPVLSVTTFK.T
K.TVDEAIAIANDTAYGLGAGVWTR.N
K.SPNIFMADVLDEEDAFFDK.A
R.TVGQAIAANPR.I
R.TADVPLAIDHFR.Y
R.GYFVQPTVFLGENR.M
K.NLLVSYDEHALGLF.
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R.WSPPAAGEYFADTSPINGALIAEFALSTPEDVER.A
R.ALPGGELDRGYFVQPTVFLGENR.M
R.AEEGAISTIDADTIAYHFR.E
K.VSFTGETVTGK.Q
K.ALEGFTLFAFNK.G

YP_617495 Sala_2455 Alcohol dehydrogenase GroES-like protein 31.67% 6 R.EFGKPLVIEEAPIPTVGPGQILVK.V
R.LDLLEALAFAGEGK.V
R.GSIVGTRLDLLEALAFAGEGK.V
K.VHATVHAEKLENINDVFAR.M
K.ATEAKPGEWVVVSGIGGLGHMAVQYAR.A
K.QAIDGAQGVLVTAVSPK.A

YP_617500 Sala_2460 two component transcriptional regulator, LuxR family 19.52% 4 K.ASLLEAIDR.G
R.IAFAAGLGR.S
R.LIHLVDDEEAIRK.S
R.ATEEAEAQVR.I

YP_617508 Sala_2468 Oxidoreductase FAD-binding region 12.48% 5 R.SYTIASSPTQRAYVELTVK.R
R.QSPFFSQLLALPALDDAAR.Q
R.AAAHAETATEQIAAVR.N
K.REEQGAVSR.H
K.ANGYILACQAKGSGK.P

YP_617511 Sala_2471 hypothetical protein 37.50% 3 K.ADGAEVGQTLEVYR.N
R.VGQVTIDHIYDDHFAHVTIAEGK.L
K.GNVAPFHR.K

YP_617513 Sala_2473 Pyrimidine nucleoside phosphorylase-like protein 6.03% 2 R.VLDLDAAGQLVASVLSK.K
R.ACELAGALIELAGR.A

YP_617527 Sala_2487 hypothetical protein 30.00% 2 R.IDDALIALSSLMTSVVTAR.R
K.AQVALVGVSGEILR.I

YP_617528 Sala_2488 DNA repair protein RadC 5.93% 2 R.NFILLDPDLGHR.L
R.LTDAGLVTR.E

YP_617530 Sala_2490 Type IV secretory pathway VirD4 components-like protein 4.61% 2 R.IAQQLITETGQHDR.D
R.HRGYLLFPDGLPVAR.I

YP_617545 Sala_2505 TonB-dependent receptor 13.79% 6 K.VYYVAQAPTINR.Y
R.TPTLANPSPGNIAPAR.L
R.LYDLGTGLPTGGPSR.I
R.YDGLDLAQVPDWLASANLNLR.A
R.GGATGSGELLADQPSVR.F
R.APSPVQVLFGNENSTSYEVGFK.G

YP_617547 Sala_2507 transcriptional regulator, GntR family 11.65% 2 K.TDDEQAPTQDR.V
R.DLIATSQQNFAEALAEYK.A

YP_617548 Sala_2508 beta-lactamase 30.06% 6 R.STDIVAHAPTLPADLVVAAGAGDQR.L
K.ALVDPAALAELFK.G
R.GYLDSVNAPLAADPGTK.F
K.SLVGLMAAAAVQDR.L
K.GSDANPAYGLTWWLPR.A
K.FQYGPAPMQIIGEIIR.R

YP_617551 Sala_2511 Mercuric transport protein periplasmic component 42.42% 3 R.VPGVTAVEVSAK.T
K.TSTAALIAATTNAGYPSR.V
K.THTATVTYDDAK.T

YP_617552 Sala_2512 Mercuric reductase MerA 53.03% 15 R.IVIATGTRPAVPAIPGLPDVDALDSTTALDLTELPK.S
R.APNVEDLGLIEAGVK.Q
K.VIAEKDSLVSGLR.Q
R.GVYAAGDVTGR.D
R.NGVAETIVAER.L
K.TAEGGTALTVLR.N
R.YDNSAMPAVVFSDPQVASVGFTEAQAIAAGYATR.T
K.YADLLPLYNNIAYHEGTAR.L
K.LLGAHILAPEGADSIQTAAMAIR.C
R.TSTLPLENVPR.A
R.LVENGVEAGGR.R
R.LLPDMEPEIGAALTDYLSSEGITVLGDLAYQSAHK.T
R.AGVDVTLVFR.S
R.KLLGAHILAPEGADSIQTAAMAIR.C
R.GVYAAGDVTGRDQFVYMAAYGAK.I

YP_617554 Sala_2514 Abi-like protein 30.26% 5 R.IAGPLGLPETVLVPLVR.H
K.SLQATIDQNATQAPAK.L
R.GSWAYHLAGLGDGHSYLDASLYSDR.T
R.AYSKPTLTYTQQIAHLR.A
R.ANGMIVADEPAAEAWLR.H

YP_617555 Sala_2515 hypothetical protein 13.64% 2 R.IGEADLLWLAAHVEELGR.A
K.TLHTPVNFIVHTLQEVNDGLAHGR.Y

YP_617583 Sala_2544 Heavy metal translocating P-type ATPase 24.14% 13 K.TGTLTQGKPSVTNIVAAEGFDENEILR.L
R.DIAVPEVSDFDSPTGK.G
K.VPVDAIVEEGR.S
R.FLEESGVGTDALSDQADSLRR.D
R.RLGIDEVEAEVLPDQK.S
R.ASEHPLALAVVAAAQER.D
R.ALLNLAPK.T
R.IEKVDTLVVDK.T
R.VRPGEKVPVDAIVEEGR.S
R.SALDESMVTGESMPVTK.S
R.LSEATMSNIR.Q
K.SIGDHVIGGTLNQSGALVVR.A
K.GDLNGIARAR.R

YP_617590 Sala_2551 hypothetical protein 63.24% 7 K.AAGTVTLDHGPIPEAK.W
K.DGSGEVTAIQKQ.
K.ARPELLDSVK.V
K.TESDETTAANSATEAAPDK.G
K.VAFDLALKDGSGEVTAIQK.Q
K.GNGTVTAIDKAAGTVTLDHGPIPEAK.W
K.GNGTVTAIDK.A

YP_617607 Sala_2568 Secretion protein HlyD 25.71% 6 R.VGEPVTTSIQLPGSGSAALLVPQSAVQTVEGR.S
K.AELGKGEAEHGH.
R.VSPEQDLIAAR.T
R.VDFVSPILDEATR.L
R.LAQQQVSAAGGGGGALNR.I
R.IAINAPLSGQVVAR.S

YP_617608 Sala_2569 Heavy metal efflux pump CzcA 6.77% 5 R.TAQDWIVAPLLK.N
R.LAALGLNLTDLAR.A
R.ALEENNVGVGAGVVDR.G
R.VEQTEGLPMLDIR.P
R.LGITAQTVQDTISAAIGGR.D

YP_617617 Sala_2578 secretion protein HlyD 9.87% 3 R.DAAQIAADR.T
R.AGETLAIVQSR.D
R.ADYEQAQAEAAAATAEAR.R

YP_617618 Sala_2579 Heavy metal efflux pump CzcA 9.71% 8 R.GGVPITVGQIANVK.I
R.DAGSFVQEAQAK.I
K.LVNATVGTVER.N
R.TVQDWIVSPQLK.A
R.IVAQDVSAK.L
K.AVPGVAGVDSIGGYAK.T
K.ANLAVGANFFNR.G
K.AAGGQLGQLYEVSQPIELR.F

YP_617621 Sala_2582 Heavy metal translocating P-type ATPase 5.66% 4 R.LKALGIQR.M
R.LDIPLLLPEIEDEADRCIGR.L
K.TGTLTEGRPR.I
K.GAGAALTEK.Y

YP_617634 Sala_2595 hypothetical protein 35.16% 8 K.TPVNFIVHTLQEVNDGLAHGR.Y
R.ISTEQLEWLAAR.V
R.LTALEQDVAR.E
R.LKDAAFLMHQATER.L
R.VVQIIFEEFDDALALATHQWK.K
R.TGLDHLPAQK.R
R.LTALEQDVAREGS.
K.EYFDEWMPAASGMLETAK.F

YP_617655 Sala_2616 filamentation induced by cAMP protein Fic 7.88% 2 R.FLDWFETAAPDPVLK.A
R.WSDQQLAQPLAAVR.H

YP_617671 Sala_2632 histone-like DNA-binding protein 52.75% 5 R.EGRNPSTGETIQIAASK.K
R.NPSTGETIQIAASK.K
R.NPSTGETIQIAASKK.L
R.KYVDGVFAAIADAAAK.G
K.YVDGVFAAIADAAAK.G

YP_617673 Sala_2635 hypothetical protein 19.66% 6 R.AALSPIYGGLLTLFALGSAR.G
R.LKPVLLAFAGPTLTGFDGVPEPFAAIDPIGAR.L
R.TSQALPYLVAWLQR.D
R.LGKDEWEIGASACDPVAVGAFVAALEK.A
R.GATIYESSQVLVEGLLASGLDQK.A
R.EALVQADAVDSIDLLADAMAAMAR.L
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YP_617675 Sala_2637 helicase-like protein 10.80% 12 R.LSATPVSVGVLQFFPATER.V
R.SLLLEAVPTLVR.R
R.LLDPPGATNVSGTFGR.R
R.NLFSDLSLPEVR.V
R.LSSATDDGGTIVTAGTGSGK.T
R.IPPDILFTTTEILNQR.L
R.IELLKDQFAEAFR.M
R.QLFPNK.P
R.LVADAGEAR.L
R.GVDIAATTER.L
R.ASLLSTTIQTSMLLPR.L
K.LTQLVQGDAATIDDLR.S

YP_617676 Sala_2638 hypothetical protein 43.46% 5 R.AAFGAEDVLSALGQVPQFR.V
K.NSAAEAEQFGTR.A
R.SEVATFGASLPADPK.A
R.AAANSEALLSAYTSEVQTWLESR.N
K.AAIASLDTLVSQHEAAWNTLAASDIPSSVVAFIR.A

YP_617677 Sala_2639 hypothetical protein 14.81% 8 K.LVIPGTLVQPETAAAALQGVLR.A
K.EDLLIEQWIGGQGLDQSIANNLR.L
R.RGAVDAGTALVAAAQAFLDTVDDNIGATSQSLDAK.H
R.EAVADAGIGTSTTGR.V
R.GAVDAGTALVAAAQAFLDTVDDNIGATSQSLDAK.H
R.NVASKEDLLIEQWIGGQGLDQSIANNLR.L
R.DAIDLIELDPAVHLPLAIR.I
R.AAFEVPEIPGADTAKPTQPTTDTPTLEAPQR.N

YP_617678 Sala_2640 hypothetical protein 19.34% 3 R.LAAIFPVFETGSVR.Q
R.GGDDDGESTTTLFSNTLAEAR.R
R.AIESALPAIFSEGNDLPIEQFMTR.L

YP_617679 Sala_2641 helicase-like protein 5.17% 3 K.LAFFVSDLPSLALSR.L
R.LLVSYDPGELAR.N
K.VITLGPQPFDMDRVLK.F

YP_617680 Sala_2642 type III restriction enzyme, res subunit 8.91% 5 R.QTLSEQPAVLDAITAATTLAASDLQR.R
R.SAAVDSLVDGDPGVPLLAAR.Y
R.SISDVQFLLDDFETR.A
R.LLLSLDPDASGIVLR.Q
R.ISDYLQQENGLVTYEVR.F

YP_617681 Sala_2643 ExsB 19.92% 4 R.IVELNPAWAAR.L
R.LGPDHKLDLSVLGQVSETALTR.D
R.NLLFFTLAAALASR.R
K.LDLSVLGQVSETALTR.D

YP_617686 Sala_2648 hypothetical protein 16.89% 4 R.TIAVPVVGFVSDALETQR.E
R.AGIVTDNALIETMK.A
R.AEQAGGTSVFAFFLYGADINR.V
R.AAWIVDGQQR.S

YP_617690 Sala_2652 probably methylase/helicase 2.01% 3 R.RAVWISVSDR.L
R.LTVIDK.L
K.AMGLISEIVSWK.L

YP_617703 Sala_2665 thioredoxin-related 65.35% 15 R.DAAADNLLHIIAADRDWQEGGAR.A
R.AVEIAPLLEMGENVLAEGDGAR.A
R.ATSIFGQIAEIAPDNAAAHGGLIR.A
R.FDLAAAQIGVGQR.D
R.FIASQFQVQSIPTVYAIFQGQPVANLTNAR.S
R.AMLLAGDVAGAQAVLDALPAEMADDPAIAQAK.L
K.AMLDQLLAQLPIESATK.D
K.AMLDQLLAQLPIESATKDR.A
K.LLALFEAVGLEDAWVSAQR.R
K.VAADYADRGVVLAK.V
K.VAADYADR.G
R.DAAADNLLHIIAADR.D
K.AMLDQLLAQLPIESATKDR.A
K.DRAVEIAPLLEMGENVLAEGDGAR.A
K.AMLDQLLAQLPIESATK.D

YP_617704 Sala_2666 peptidase S16, lon-like protein 37.04% 5 K.QALLEATPIDAR.A
R.QGYVVDWDSVGQLDDATLVNGIAQVAPFDAAAK.Q
R.AELVIQLMQFFGR.F
R.YSAMVQEVLAR.D
R.FDSDDGRATLQ.

YP_617706 Sala_2668 Ubiquinone biosynthesis hydroxylase, UbiH/UbiF/VisC/COQ6 family 25.18% 7 R.LAAPLLIVAEGR.R
R.LGLDLGDAALLAR.Y
R.VALVGDAAHGIHPIAGQGLNLGLR.D
R.DVAALTEVLVEGAR.L
R.GLDNLMVSLATDGLTR.L
R.FFMDEARGEAGALPR.L
K.VGDGAPDSGR.G

YP_617707 Sala_2669 cell divisionFtsK/SpoIIIE 18.31% 9 R.GQGRPDYVESVTEDPEDGGFALEGAPAGGDSAEDR.M
R.VSNLADDIAR.N
R.LLESVLEDFQVK.G
R.TILGEAGAEQLLGK.G
R.ESVVLHEIIGSALFQDHGGSLPIILGK.N
R.IHGPFVSDDEVR.A
R.TVIGIELPNAHR.E
R.PAGQIDKAALER.N
R.DVLTDQYGQPR.

YP_617708 Sala_2670 outer membrane lipoprotein carrier protein LolA 44.66% 10 R.FNVAVADSAFR.W
R.GWVALDSQNNR.T
K.NSPLGALLDPDRDLAK.Y
K.GVPMLIVGDGSR.L
R.LTVIDYEVR.Q
R.LRGWVALDSQNNR.T
K.ASDTMTADFVQTDR.N
K.NSPLGALLDPDR.D
R.QVQSWPVK.N
R.TRIDLSNQR.F

YP_617709 Sala_2671 exodeoxyribonuclease III (xth) 60.23% 11 R.TSIASWNINSVR.A
K.ALLDVVSHTPIEVETLAR.L
R.KYDWQANGEAR.H
R.LQAASDWVDLGR.H
R.LDNVYIPAGGDIPDREINPK.F
R.HIGVTLPSGVR.L
R.SWERPSDHVPLITEFAF.
R.MTDWSGGLNGTPTVLTGDFNVAPLASDVWNHK.A
R.AKDWEASNR.G
K.YDWQANGEAR.H
K.AMFEALGYGHIVTHGQR.M

YP_617710 Sala_2672 GTP cyclohydrolase II 28.33% 6 R.LASAADTVAAALAIADPALDLANPLKGPFR.T
R.AYALQDQGYDTVDANLR.L
R.AHDVATLLDPAR.L
R.LPVAASETAEIVAFR.S
R.LASAADTVAAALAIADPALDLANPLK.G
R.HAGLLPAFFVR.A

YP_617711 Sala_2673 response regulator receiver protein 40.30% 7 R.TILVDDEKLATQGLQLR.L
R.AFEAQAVDYLVKPVEPER.L
R.LEAHPDVEVVDTAQNGR.E
R.STIVNLSQVK.Q
K.TVLAEVAPEAVEEFESEHAAEAPTADRYEK.M
R.VDVDSIER.I
R.SYRDVVAR.F

YP_617712 Sala_2674 signal transduction histidine kinase, LytS 19.25% 5 R.LPSLLLQPLIENAIK.Y
R.ITVSDTGAGLSGDRTDPTTGVATESTGVGLANIR.D
R.YTLANEPTAQVTLAQEIETLK.L
R.TDPTTGVATESTGVGLANIR.D
R.ARLPSLLLQPLIENAIK.Y

YP_617713 Sala_2675 transcriptional regulator, HxlR family 34.30% 5 R.AAFNGVHHFEEFQQELNIAR.N
K.GIDLLPAMIALR.Q
K.WGAGVPSTPVLVDAR.D
R.SELQPLGQAR.V
K.HRSELQPLGQAR.V

YP_617715 Sala_2677 (p)ppGpp synthetase I, SpoT/RelA 23.57% 11 R.WQEDSEGGNAR.L
R.DLIEILEQTHDPDELLENTR.I
R.HVSFEQVTDIIAFR.I
K.QGGSGPDGQAGWIR.D
R.TQLVNGDTVEILSSDKQTPQPAWLGFAVTGK.A
R.ELLSAAGIEAEVSGR.E
R.ELEPEAYATITGR.L
R.ASDSVVQAER.L
K.IEAQTENER.A
K.GATPVDFAYAVHTGLGDR.T
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K.FLLAMSDDIR.V
YP_617729 Sala_2691 hypothetical protein 23.50% 4 K.AAGGLPAHGNQR.S

R.ANDVAVETVR.A
R.LYSYSGTLNDKGQYAYYGR.V
R.NTTFMAWNLMHLAR.L

YP_617730 Sala_2692 transcriptional regulator, TetR family 19.17% 3 K.RFDVGETLTR.A
R.GYEATSMQDLVAATGVNR.A
R.GHTLQELAR.V

YP_617732 Sala_2694 Alkylhydroperoxidase AhpD core 41.36% 8 R.SEGGFTPVEQEVVLLAISR.V
R.ADDADPAVSGPLQAAQK.A
K.IISNYSNHIFHTEVDPAFAGR.A
R.ADQPIADAK.L
R.RADDADPAVSGPLQAAQK.A
K.VPTEVTDAIR.A
K.FRSEGGFTPVEQEVVLLAISR.V
K.VPTEVTDAIRADQPIADAK.L

YP_617733 Sala_2695 Uncharacterized peroxidase-related 12.87% 2 R.LAPGETASGAHAAER.S
R.IDPLAEGEAER.A

YP_617736 Sala_2698 TonB-dependent receptor 9.41% 5 R.FALAEALGLVR.S
K.GGGGDYDNVAPR.L
R.RHVISAVGYLYPLK.G
R.NVQIVDAPALGTVANVTGNNQFYLGSLR.L
R.IFGTQDLNGDGASFGENFVGNSDRYPGAAR.N

YP_617739 Sala_2701 pyridine nucleotide-disulphide oxidoreductase dimerisation region 7.81% 4 R.VIPWTTFIDPEVAR.V
R.VGLSEAEAVEK.G
R.IVILGGGPIGSELSQAFAR.L
R.AIADSATTGFVK.V

YP_617744 Sala_2706 polysaccharide biosynthesis protein 4.71% 2 R.AVGLTLVAR.L
K.GIGANDESAEAFGSR.V

YP_617745 Sala_2707 putative signal-transduction protein with CBS domains 39.01% 4 R.TGSVISAQPDDTVR.A
R.LISSYGPEALDR.R
R.IGAVPVVDGDAVVGIFSER.D
R.AVADLLAQNR.I

YP_617748 Sala_2710 hypothetical protein 7.13% 2 R.SGPAGAVVLQTAAGYEALR.C
R.DAALLSPASLLDGSLGNR.V

YP_617749 Sala_2711 hypothetical protein 40.93% 11 K.TLLVAGTPSAGGAVSPR.Y
R.EQLGDYYLYPLAER.T
R.AGTRPATLSYLTNGLGWAADYVSLYDEK.A
K.QVSFLDVSGVPAQK.I
K.GGGLGDALPAGTVR.F
R.SNAQGELAVTIYNGGQSLVQDIR.Q
R.AQPVTLDLIQR.G
K.IYEFTVGGFDTMTEPASAASVIK.F
R.RAGTETAPR.E
R.GDPQFIGENNIGHTPMGSELGLATGLAFDVK.V
K.AVGETVTLLR.T

YP_617750 Sala_2712 hypothetical protein 35.90% 7 R.TAEVGADDEAAAVKPR.R
R.VLTEYYLQFADHYFR.V
R.SERGDTADAGIDTAALPPAIGR.G
R.GVEDFDGHDDTDVDTDTGGDDGDNGDER.S
R.DQESEAAPR.A
R.GGVDQANR.I
R.TAEVGADDEAAAVK.P

YP_617751 Sala_2713 modification methylase, HemK family 20.80% 3 R.LAVGPGALIPRPDSETLIAAAVQHFGAAGPR.H
R.GLGVDASDVALGYAR.A
R.ANAIALGLADR.V

YP_617752 Sala_2714 peptide chain release factor 1 45.92% 9 R.ITHIPTGLVVIQQDQR.S
R.MATGDMAPADFVAASK.E
R.AGTGGDEAALFAGDLLR.M
K.AMAVEEIAAVEAALPAAEHDLALQLLPK.D
K.EFAELEPVATAAR.E
R.YADTQGWK.V
R.LPEILEGAMDELIDALIAEDQAQR.L
R.IHTSAATVAVLPEAEEVDVAINDSDLK.I
K.EVVASVSGQGVFAK.L

YP_617753 Sala_2715 histidyl-tRNA synthetase 59.86% 17 R.SLGETTDVVSK.E
R.QFHQLDAEVLGSDSPLADAELLVFADQLLK.E
R.YDGLIEALGGPPTAAVGWAAGIER.L
R.LGAQGTVLGGGR.Y
K.ELGIAEGVTLTLNTLGDAESR.D
K.RVEVPVIEPTAVFAR.S
R.NDQTILNLR.S
R.HTAFEFVTDR.L
R.GGESVTLRPEFTAGIAR.A
R.GELSEDSLAR.L
R.AYITNGWQQYAPLK.V
R.VEVPVIEPTAVFAR.S
R.SAPGTPEHQAILDILESLKK.
R.LGAQGTVLGGGRYDGLIEALGGPPTAAVGWAAGIER.L
R.DRPIADSAPDIDAFLTGEAQDFFGAVTAGLDAAGVAWER.N
R.GTQDMLGDFADR.F
R.AGFSTEMVATGSPK.K

YP_617754 Sala_2716 peptidase M61 49.93% 24 R.SVEDTTLDPIIAAR.K
R.NIPVQLDVTLPEGWTGVAALDGLK.T
K.VADTPDGFDR.L
R.IVAVDGVAYGK.E
K.LTLLYPQWLPGK.H
R.YSYAPTNYEVLIDSPMFAGR.H
K.NVDLTHSLGLTIDKDGIAGNILWDGPAFR.A
R.QPTDVYAFDIDVPAGTK.S
K.WDENDWER.G
K.ETILGEWASHAANYSVQPGR.R
R.TVEIAYHGGLR.W
R.MQASGRPAPTGGIER.A
R.GAIAEMAGFTASAGGK.P
R.EGDWGQVTYDFGDVVAALNAVHAYDWER.F
K.ETILGEWASHAANYSVQPGRR.W
R.KWDLGHNVTLNVVADEPHYLAASPDHIAR.H
R.HAALVAEAVALFGSRPFDR.Y
R.HAALVAEAVALFGSR.P
R.VVVTPAMMNLQWEQVSLYPAGWFTR.N
R.VDATDVAR.G
R.GLLPHELVHSWNGK.Y
K.WDLGHNVTLNVVADEPHYLAASPDHIAR.H
R.WRSVEDTTLDPIIAAR.K
K.SIEVAFDFLSPTR.S

YP_617756 Sala_2718 Aspartate-semialdehyde dehydrogenase, USG-1 related 93.26% 28 K.GAALNAVQIAELLGR.R
R.QIFVGDEKDVQK.F
R.VPVFVGHSEAINIETEKELSAEDAQR.I
R.SQGDTIEIGDSGK.T
R.RVVVSTYQSVSGAGK.A
R.IVVAGATGNVGR.E
R.VVVSTYQSVSGAGK.A
R.KGAALNAVQIAELLGR.R
R.MDPDVPLIVPEVNPDAIDGYTR.R
K.FLDDGSTKEEWK.M
R.EVLAILAEREFPYDELAAVASPR.S
R.EVLAILAER.E
K.AGMDELWNQTR.Q
R.EFPYDELAAVASPR.S
R.VPVFVGHSEAINIETEK.E
R.EAPGVVLHDKR.E
K.QIAFNVIPHIDK.F
K.GAALNAVQIAELLGRR.H
R.VREDPTVENGLNLWCVSDNLRK.G
R.MDPDVPLIVPEVNPDAIDGYTR.R
R.EDGGYTTPVECVGDFATFVSR.V
K.ELSAEDAQR.I
K.CQNIENFDWAGWDMAIFAIGSDATAIHAPK.A
K.AGMDELWNQTR.Q
K.AAAAGCIVIDNSSLYR.M
R.NIIANPNCSTAQMVVALKPLHDAATIR.R
K.REDGGYTTPVECVGDFATFVSR.V
K.CQNIENFDWAGWDMAIFAIGSDATAIHAPK.A

YP_617757 Sala_2719 ribosomal protein L19 56.00% 7 R.VFPLYSPNIDSITVVR.K
.MNLIQTIEAEEIAK.A
K.DIPTFRPGDTLK.V
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R.VFPLYSPNIDSITVVRK.G
R.KMSFGEGVER.V
K.VVEGERTR.V
K.GMGSNFTVR.K

YP_617763 Sala_2725 OmpA/MotB 59.86% 14 R.SGNQIQVTTADGVK.T
R.FAEQTAATEALR.S
R.VGDIDQYNVK.N
R.QWEGGLFASEVDLK.S
K.GPELEGIISAR.S
K.LATDALLNGLPVK.V
K.SSGGFLGLSR.N
K.TVVIVNENTR.V
K.NTTNVNFDVGK.A
R.MLTPTGMAEADPAADNETPEGK.A
R.TASMIHTGTDQR.F
R.NKLATDALLNGLPVK.V
K.LATDALLNGLPVKVDTR.Q
R.AGAVVNHLQQACGWKPYR.M

YP_617764 Sala_2726 16S rRNA processing protein RimM 25.15% 4 K.SVRPANQGAVAAFVEIADR.S
K.LFGEGAETLR.A
R.LKLFGEGAETLR.A
R.AFSVFDAGDR.K

YP_617765 Sala_2727 ribosomal protein S16 71.14% 10 R.IGSYNPLLAK.D
K.LAEAEEAAAAAAAAPAPESEAEAPAAEAAAPEAAESDATGSVK.S
K.HWISVGAQPTDR.V
R.AKHWISVGAQPTDR.V
R.IGSYNPLLAKDNPER.V
R.FLDAAGVKER.T
K.SEETAEAVAEAVADEAPADATAEDAAAIAEEVAEGGPVAPEAEEK.A
R.FLDAAGVK.E
R.IGSYNPLLAKDNPERVKLDAERAK.H
K.IVVADSR.S

YP_617766 Sala_2728 signal recognition particle protein 42.56% 14 R.SFVDQVTELAIGQNVLR.S
R.IANGSGTTVQQVNK.V
R.TANPAETLLVVDSLTGQDAVQVAQR.F
R.FTDQVPLTGVVLTR.M
R.IALLEADVALPVVR.S
R.ILGMGDVVSLVER.A
K.GQFDLNDLR.T
R.AAETIQADEAEAMAAK.M
K.FAGTGEKLDGLELFQPSR.I
K.AQAAMAAGGADDK.M
R.LHVDQQLMDEMQAVSR.T
K.MLVHFDAIMGSMTPK.E
K.LQGYDVLMLDTAGR.L
K.GLGALFGR.G

YP_617768 Sala_2730 Diaminopimelate epimerase 57.09% 10 R.VNVNVASLDGENQLQLR.V
R.SPVTVALPGGDLVIR.W
R.WAPGEPIVMSGAATR.V
R.IETDPLFPER.V
K.MHGLGNDFVVIDAR.V
R.VTPADGGAEVTLGEPVFDWDHIPLAMPMDTR.D
R.VFDGETDWAQFG.
R.VAPVEMTPAR.A
R.GVGLTQACGTGACATAVAAIR.A
R.AHAIADRR.H

YP_617770 Sala_2732 signal recognition particle-docking protein FtsY 47.40% 8 R.LNPAAPHDVVLVLDATTGQNALSQIDVFR.E
R.ATATGIDVLIVDTAGR.L
R.GGVLVAAAER.H
R.LGVPIMAGPEGGDSAGIVFDAVK.R
R.LGENLAGLTGK.A
R.DVAANGTEELR.Q
R.HGLPIHAIGIGETMEDLRPFDADEIAGIIAGNIR.
R.EVAGVTGLVMTK.L

YP_617771 Sala_2733 intracellular septation protein A 19.37% 4 K.NGLAVAEGATDKS.
K.YLLQSALEGLTEK.G
K.LSSGGEGAFAATTAAIK.G
K.NGLAVAEGATDK.S

YP_617772 Sala_2734 hypothetical protein 25.79% 5 K.IPAELKPAVGK.H
K.ALGIVEADDATK.A
K.ALGIVEADDATKAK.A
K.KALGIVEADDATK.A
K.HIAPAALFWFR.W

YP_617773 Sala_2735 acetyltransferase 27.72% 4 R.ADVSHIVVGAR.S
R.SDVSIISVGGK.A
R.IDPSAFIAPGCR.I
R.IGSDAMLAAGALLTENK.E

YP_617774 Sala_2736 hypothetical protein 3.72% 2 R.FFALEPVLAAEAK.A
R.DESPADGAWVPLAAK.A

YP_617775 Sala_2737 Porphobilinogen synthase 29.52% 7 R.AGASGVLSYHALHAAR.L
R.EVAQDLAEGADSVMVKPGLPYLDIVR.A
K.YASAFYGPFR.D
K.TYQMDPANSAEALR.E
R.AGADIIAPSDMMDGR.I
R.RSADGGEALNPDNLMCR.A
R.EVAQDLAEGADSVMVKPGLPYLDIVR.A

YP_617777 Sala_2739 helicase-like protein 15.00% 10 R.ALLAALTDNSGTIGR.A
R.AAPEAVDFAVLK.H
R.LDDVEGDIDQLASR.I
R.LSDALHAALAQR.F
R.GPTLVQPAIQLDPSLR.R
R.GDWIAGGAGWAER.T
K.GAADVALITGEER.I
R.HVAFASLQK.F
R.FGSLDQLLADLARPPVQAGLR.A
K.SGSHAGLAIAGFR.R

YP_617779 Sala_2741 4Fe-4S ferredoxin, iron-sulfur binding 42.86% 7 K.ETPADADEYKGVEGK.F
K.FSAEWPNITVK.K
K.FSAEWPNITVKK.E
K.FFSPEPGEGD.
K.WLEVNSK.F
K.KETPADADEYKGVEGKFEK.F
K.ETPADADEYKGVEGKFEK.F

YP_617780 Sala_2742 ATP-dependent Clp protease, proteolytic subunit ClpP 84.26% 26 R.RPALPGDDAPR.D
R.DTFLEADEAKEFGIVDHVYDR.R
R.GMASDIEIQAK.E
K.EFGIVDHVYDR.R
R.PALPGDDAPRDVSEGPTP.
R.DTFLEADEAK.E
K.AMDRDTFLEADEAK.E
R.VMVHQPSGGAR.G
R.PALPGDDAPR.D
R.IVFVTGEVEDNMASLIVAQLLFLESENPKK.D
R.VGTVCIGQAASMGSFLLAAGEPGMR.V
R.VGTVCIGQAASMGSFLLAAGEPGMR.V
R.VGTVCIGQAASMGSFLLAAGEPGMR.V
R.VGTVCIGQAASMGSFLLAAGEPGMR.V
R.SFDIFSR.L
R.RPALPGDDAPRDVSEGPTP.
R.IVFVTGEVEDNMASLIVAQLLFLESENPKK.D
R.IVFVTGEVEDNMASLIVAQLLFLESENPK.K
R.GMASDIEIQAK.E
.MIDPLAALVPVVVEQTSR.G
K.SLKDIEK.A
K.AMDRDTFLEADEAKEFGIVDHVYDR.R
K.AMDRDTFLEADEAKEFGIVDHVYDR.R
K.DIYMYINSPGGVVTAGMAIHDTMQYIRPR.V
K.DIYMYINSPGGVVTAGMAIHDTMQYIRPR.V
K.AMDRDTFLEADEAK.E

YP_617781 Sala_2743 ATP-dependent Clp protease, ATP-binding subunit ClpX 59.81% 19 R.LPVIATLEDLDVDALVK.I
K.LFDLEEVALTFTDDALVAVAK.K
R.GIVYIDEIDKISR.K
R.FLDVPFTMADATTLTEAGYVGEDVENIILK.L
R.DVSGEGVQQALLK.L
K.LLQSSDYNVEK.A
K.SNILLVGPTGSGK.T
R.KHPQQEFLQVDTTNILFIAGGAFAGLEK.I
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K.TLLAQTLAR.F
K.SIGFGAHVAGPDER.R
R.KAENPSITR.D
K.FGLIPEFVGR.L
K.LFDLEEVALTFTDDALVAVAKK.A
K.LMEGTTASVPPQGGR.K
K.KLFDLEEVALTFTDDALVAVAK.K
R.VLSVAVHNHYK.R
K.STLYCSFCGK.S
R.GIVYIDEIDK.I
K.SQHEVR.K

YP_617782 Sala_2744 putative outer membrane protein with a TonB box 79.64% 65 R.SLGDFYFDSLADFAAGNANR.L
R.GPVPFDAIEQFSVK.V
R.YDLFGNDAKPPLNPNFLAR.Y
R.VTFDSAASEAAFNTLISELGLEK.Y
K.VAPFDIAEGDFQGGAINVVLR.S
R.QVSFPYNAAIVR.V
R.NTGSLALAPTDNIDPK.L
R.STTDASGNFSANGLR.V
R.GTVESASGPVSGASVTITHVPSGTVAR.S
R.YGYDTLGLSPNAVEEDEKIIGK.L
R.YGPFGGVATTNR.D
R.SIYEYTHQWK.G
R.LPIVLEDAAIVVTASSVGGALEQSNGPITALGR.E
R.GGVGIFSGGTPDVFLSNSFSNTGLLTNLVDINR.S
R.FSVDGVQFSDDFGLNNGGLPTSR.G
R.FGFNWQATDK.L
K.VDLHVSQEIPAFVGDAK.F
K.LDWNISDTQR.A
R.HSNDLNTENLSFDFTAR.L
K.FHGGAFFTYTDDSLTGNR.T
R.DYNRDQTPFGGR.D
K.TKETDPFDDGFGPGFANQVPGLTQAVIDQVSSVAQSR.Y
K.NSQTSPDFFK.V
K.NIYGYTWTDLR.S
K.LFADVENVLNLIDSDWGSLR.Q
R.SGRPYSVTMLDNSGGR.G
R.RDPLVTMDLTNAR.T
R.EAIEGVASINR.D
K.DEGALTSSTASSNYGNNAFVDPNR.A
R.DLQLTNSER.G
R.VACAATSGTNCTQYQYSNVR.A
K.ETDPFDDGFGPGFANQVPGLTQAVIDQVSSVAQSR.Y
R.VGGPFTVEVTAEDYESAQVTDLFLQAGQPYR.L
R.GRDISLDFDSK.Q
R.YGYDTLGLSPNAVEEDEK.I
R.TIEVAGNNGR.L
R.GAVFGTVGNLGNMLLYVPTAGGDPR.V
R.APNQVLTSR.V
R.LFFGPDVSR.H
R.LDAGDHSLR.F
K.QYGANISGPIIKDK.L
K.NSQTSPDFFKVDLHVSQEIPAFVGDAK.F
R.FMAGYTDVSVFNLFLQR.S
K.QYGANISGPIIK.D
K.LFFMFAYEK.T
K.KNSQTSPDFFK.V
R.ISLFGEYR.S
R.SNCAASATCDALNGIDDGTIPASVNDFLAR.N
K.DKLFFMFAYEK.T
R.SVPIGTLPDGR.T
K.ASLQADYEIGDGWFVGGQFLYDK.N
R.FGFNWQATDKLIVR.G
K.REFFGDNETR.I
K.AFDFGLTLDGSYTYSNVKDEGALTSSTASSNYGNNAFVDPNR.A
R.TIEVAGNNGRLNR.F
R.SGRPYSVTMLDNSGGR.G
R.SGGNKFHGGAFFTYTDDSLTGNR.T
R.PYSVTMLDNSGGR.G
R.NTGSLALAPTDNIDPKLK.I
R.LNRFSVDGVQFSDDFGLNNGGLPTSR.G
R.GAVFGTVGNLGNMLLYVPTAGGDPR.V
R.DLQLTNSERGR.A
R.DISLDFDSK.Q
R.ASLTYIR.N
K.GGIDFKR.E

YP_617785 Sala_2747 Dihydrodipicolinate reductase 46.06% 8 R.NKVDAPSGTALLLGEAAAEGR.G
R.HHYLIDDAAR.D
R.DVAVLQTGNTSLGVTLLAHLVR.E
R.GRDGLTGAR.G
K.VDAPSGTALLLGEAAAEGR.G
R.MGVALAAAISEAGQR.S
R.GGTVAGDHDVIFAGPEEMITLSHR.A
R.GISLATCSER.G

YP_617788 Sala_2750 ribosomal protein L28 46.39% 5 R.TFLPNLQNVTLLSDALGK.S
K.TGDDQLSANAR.K
K.RTFLPNLQNVTLLSDALGK.S
K.TGDDQLSANARK.L
R.SVEHNGGLDNWLMK.T

YP_617790 Sala_2752 17 kDa surface antigen 28.57% 2 K.TVGTIIGGAVGALAGR.A
R.GTGGTIIGAIAGGLAGHEIAGR.G

YP_617793 Sala_2755 peptidase S41 30.12% 9 R.YNGGGLVSTANLMGDLLGAGR.S
R.LLIAEAYESAPAFAAGIDR.G
R.LVYDAANQR.L
R.VVAFATGNAAGQSDYYDGLAPK.I
R.GTAIVAIGTTASNLR.S
R.TFISSADDQLR.A
R.SIADIVAAEGTAGITAALGPNDPGITR.V
R.IAEASVGAASR.S
R.AQGVTDIIIDFR.Y

YP_617796 Sala_2758 periplasmic protein-like protein 8.09% 2 R.GSGDCEDFAILKMQMLR.A
K.LDNVKAAAPAK.V

YP_617805 Sala_2767 LVIVD 5.24% 5 R.STSALILSSTNINR.E
R.VAREACGACHMEVIEATER.S
R.LEEPGRPDLK.Q
R.DEMFQLGRHQLTK.P
K.LFDVTNLAQPVAVPSGTVR.L

YP_617806 Sala_2768 hypothetical protein 7.80% 3 R.YDSFLGVQELFVDK.H
R.QTIPFAGGGRAIAINGR.N
K.GDDWFFVANAVSDTVFEPR.T

YP_617807 Sala_2769 hypothetical protein 17.33% 6 R.SFLNDPAALTGAVAFADR.S
K.AVTGAYLSSGGNAFSTR.T
R.SPDAPIFGTDVSLQK.A
R.LQNGIQIFPGSVPIYR.G
R.ATATTSAAPNGDNIDAQNVTFPAEGGAIAK.A
R.AGTDGASVAAPLTAAEAR.A

YP_617809 Sala_2771 Glutamate dehydrogenase (NADP+) 23.50% 7 R.ITNEFTGVLTGK.G
R.HIGADVDVPAGDIGVGGR.E
K.SAVISGSGNVATHAAEK.I
R.TEATGYGAVYFLANMLAAK.G
K.AANAGGVAVSGLEMSQNSAR.R
R.VQNNNAIGPYK.G
K.FLAFEQTFK.N

YP_617810 Sala_2772 TPR repeat 25.95% 6 R.VQREPDSADAWTALGAAR.F
R.APTADEMPVAAR.A
K.AVALSPESAGLWSALGEAR.V
K.AAQALKDGIAANPAAAGR.L
K.DGIAANPAAAGR.L
R.FDMGNFVGAAAAYEK.A

YP_617811 Sala_2773 delta-1-pyrroline-5-carboxylate dehydrogenase 14.06% 7 R.DGQAEPVHNPATGALVGQVVEADAAAVADAVATAR.A
R.LSTEEGVVLMCLAEALLRVPDNATANALIR.D
R.VPDNATANALIR.D
R.NQIGAIVGSQPFGGR.G
R.LLENGANSSFVHQFSDPDVSAEELAIDPR.S
R.GYDLGDPGVPEALVAAIGAAR.R
R.AQTLGLGDFPVFTAK.L

YP_617813 Sala_2775 transglutaminase-like protein 30.27% 5 R.LPADAILYLNESR.Y
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R.LPEPAHLMLQIEAADGGGQR.V
R.FTYVTGASDAETGALDSFVER.R
R.DAADIAFLTAYR.A
R.AIDFVNQSVQVER.I

YP_617815 Sala_2777 molybdopterin binding domain 52.17% 10 R.IVPDVEEEIVEALNALR.A
K.VGANFVIR.S
R.RGEQEHPGVAIGSYPFFR.E
R.IWTAAVLVIGDEILSGR.T
R.TQDKNVSQIATWLDVQGIR.L
R.TPDGAELIPNR.M
R.ARYDYVFTTGGIGPTHDDITVDAVAK.A
K.NVSQIATWLDVQGIR.L
K.ALGVGVIVHPQAR.A
R.MARTPDGAELIPNR.M

YP_617816 Sala_2778 glutathione S-transferase-like protein 70.62% 17 R.WLFFTAGPVEQAITAK.M
R.PAFEAYIAPLR.E
R.MAGFGSLAAALDALESAVSGK.S
R.AKDIDNALIAEMQAANPA.
K.MFGFEPDAEQQR.M
R.WMLEEVGAPYEPR.I
K.EAAYLAVNPMGK.V
K.VVTECAAICAYLADAFPDK.G
K.VVTECAAICAYLADAFPDKGLAPALTGR.A
K.VPAIVHNGK.V
R.WMLEEVGAPYEPR.I
R.MAGFGSLAAALDALESAVSGK.S
R.ILDYGTTMK.E
R.AKDIDNALIAEMQAANPA.
K.MFGFEPDAEQQR.M
K.EAAYLAVNPMGK.V
K.DIDNALIAEMQAANPA.

YP_617820 Sala_2782 phenylalanyl-tRNA synthetase, alpha subunit 51.23% 14 R.WLAHYGFGALSVPTLSGGISA.
R.DIDAAADAGAIEAVR.V
R.KAAIEAAELEAR.L
K.AYFERDDIVLR.L
R.LATEKLDMTLPADAAPR.G
K.AAIEAAELEAR.L
R.AFFDGDLR.W
K.WTLETFLK.A
R.SDSDATHTPMFHQVEGLVIDR.G
R.ESVTAAIAER.K
R.VIASCGLDPDAWQGFAFGVGVDR.L
R.AMHDTFYFPNSNAESHAMLLR.T
R.LRPSYFPFTEPSAEVDVGYK.Q
K.LDMTLPADAAPR.G

YP_617821 Sala_2783 phenylalanyl-tRNA synthetase, beta subunit 68.30% 34 K.AAALALLDAAGAPAER.L
R.DFAFLAPTSLTAAELVR.A
K.TVDYDPALSATLGGVVIAPER.Q
K.AVLAEFGALHPALTR.H
R.IALTGQALGLTSDAR.S
R.DIDGAADLVEEVTR.I
R.ADGVAKPTATAEQLLER.R
R.IHGFDTIASVALPR.A
R.DLAAAGLGTLKPLDVPTITGDGAPATEIR.T
R.TISGVTNGTAPEWMR.R
R.ELELGDDHDGIIELPEDAPVGASFADYR.G
R.IGHEVEGVENPADKLAGFR.V
R.IGHEVEGVENPADK.L
R.AGLVGVLGLPGAVVPASGMALK.V
R.RLEAVGQR.S
R.QKEILTALGFTVIEQGGR.W
K.AGETVTALNGK.D
R.VLTAEKHPQADK.L
R.GAGDPVIDISITPNR.Q
K.LTLDWLKDHLDGDFTVEDVVATLNR.I
R.LQVMDAVSEGSIWHPGQSATLR.L
R.HFDVGGPAMAVQIFLDAIPAKR.A
R.YLSDAEHPTLAVLMAGDKR.A
R.RDFAFLAPTSLTAAELVR.A
R.PSLLPGLLAAAAR.N
R.GADKASIVDAR.L
K.DHLDGDFTVEDVVATLNR.I
K.AIADKVVAAAAK.V
R.TDDPEGCPAFYGR.T
R.GVDPAFLDDATAIVTAHVLAICGGTPSTVTR.A
R.AAAAAGFHEAVTWSFISEQEAAPFGGGDWSLANPISEELK.V
K.VMRPSLLPGLLAAAAR.N
R.AAFAPPALQSVR.R
K.DYTLADTMTVIADDR.G

YP_617823 Sala_2785 UspA 49.82% 13 R.AFSSPDTVTIAFDGGPSAR.K
K.SALLEELVR.I
R.HGGIIETIVEREADADIVVIGK.R
R.DLSGAVGLGAK.S
R.VSLIDGKPEEVIALDIEAR.G
K.AHLAEQGFDR.I
R.RLAAEIEILHVIQR.K
R.RDLSGAVGLGAK.S
R.LAAEIEILHVIQR.K
R.DGAGNQSHLK.W
K.MLVMGAYGHGPLR.T
R.TMLVGSTTTEMIR.S
R.HGGIIETIVER.E

YP_617825 Sala_2787 UTP-GlnB uridylyltransferase, GlnD 14.97% 10 R.DGLALDNFLVQDPLGRPFAETGQIAR.L
R.VAAQTTAFLIDQLVR.L
R.LALPSDDFFAADPVR.L
R.FDAEVVAGNAR.A
R.TVPELVDAGLLTAR.E
R.RAMVVLLR.A
R.ALAGQLDTIAAETQDAAAR.R
R.AIGLLADIEQGR.L
K.TILDFAQIVQSPER.L
K.RMGDSR.Y

YP_617826 Sala_2788 protein of unknown function DUF1486 21.43% 2 R.GFYEALFSDLADGR.V
R.LYGDDFLIDESQWSGR.A

YP_617829 Sala_2791 DNA mismatch repair protein MutS 37.27% 18 K.TGGLAAGLDDLPLFAATLAEAPVAAR.D
R.LAPSELLLSESAEDLPISSAR.Q
R.VAIAEQVETPAEAK.A
R.LLADDLASPLTDR.A
R.RPASDFASTAAQK.R
R.VTQAGVHAVAAEAAHLEALTAAAVAR.R
R.RADLPPLLAR.L
R.FVTAGTLTEESLLEGR.S
R.FEVVTVRPDAVDAELAR.L
R.AAILDRLDLVDALAQDALWR.G
R.SEIAAMGALLAYLDHVGTGGPTFLQPPVR.H
R.QNAVIIVLAQAGGFVPAASAR.L
R.LLPGLDGHGALVDELTR.A
R.VGASDNLAR.G
R.TLDGFGQFSR.S
R.HNGVLGYHVEVPAK.H
R.DALRDALAAIDPDALTPR.D
R.ALVETPPVDAAQGGYIAEGYDHALDALR.E

YP_617830 Sala_2792 Malate dehydrogenase (NADP+)., Phosphate acetyltransferase 56.50% 31 R.VAFLSYSTFGNPEGSWLENIR.E
R.LNPTTSVLTLAYEAAR.T
K.IAAAYAIADLAR.Q
R.AARPDAIIATGR.S
R.ASSFGPEYIIPSPFDPR.L
R.QQVPEEVAAAYGGR.A
R.DLSLAYSPGVAVPVK.A
K.SAHAVPTEAR.D
R.DGGYGTPVLVGR.E
R.GALDVHATAINEEMK.I
R.FADVDSIDLEVDTEDPQR.F
K.RVVFAEGEEETVLR.A
K.DMAPAPIIFAMANPDPEISPPDAR.A
K.AAMATGVAQKPIADLDAYR.T
R.VVFAEGEEETVLR.A
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R.DRNIFGSLLLK.M
R.DLTEALVGADVFLGLSAAGALKPEMVK.D
R.LMEIVPAAVAK.A
R.EALLYHEHGRPGK.I
K.MGLGDAMITGTTR.T
K.GNLVAVISNGTAILGLGNLGALASK.P
R.SDYPNQVNNVLCFPFIFR.G
R.RVIDHAEGK.T
R.KGTIYQGR.T
R.DLTEALVGADVFLGLSAAGALKPEMVK.D
K.GNLVAVISNGTAILGLGNLGALASKPVMEGK.A
R.VIDHAEGK.T
R.LSGPANVLVMPGLQSANLSAK.L
R.AMGVADAESFEVHNSVNSPHVPAMVDMLYER.L
K.RFADVDSIDLEVDTEDPQR.F
K.IEIVASKPMATQR.D

YP_617831 Sala_2793 tmRNA-binding small protein A 71.43% 10 R.QGYVVDPALTEAITPGVDNR.E
R.SFFEDIFGNIGAVGAPGAGAPTGP.
R.TLGRPTFVGQFGTGEYYYVSR.E
R.QGYVVDPALTEAITPGVDNRESVER.T
R.IRFDAAGNVAAVDR.T
K.ISPEGDKTPTLGR.E
R.FDAAGNVAAVDR.T
R.ERSFFEDIFGNIGAVGAPGAGAPTGP.
R.TGLELVSK.I
R.PIAQQVLR.I

YP_617832 Sala_2794 CBP3 protein 30.68% 3 R.GKAPDDAALTHVMAAVAALR.G
R.RPLWNAVVATAR.A
R.GALAAMPVAELVATDRLPGAQG.

YP_617833 Sala_2795 hypothetical protein 50.00% 5 R.AVAGGFAATGEIR.A
R.DIAVEADAGAR.A
R.ADLGEAAVQTLSLALDPFPR.H
R.DVDAPVGEDEEIEIGRDELDLLPLEGDR.A
R.LGLIALDHFALTASLR.A

YP_617834 Sala_2796 hypothetical protein 55.98% 9 K.LPDADAGLGSVQHAR.I
K.VADIAPAVDR.V
K.AAEEADAPDAEVPAAK.D
R.GLAEALGGALPPTRDEK.A
K.VIDQSETGFTVAHTAQVAAAPADVWK.M
R.ILFARPNELLR.L
R.FKVADIAPAVDR.V
R.FDYVVGGYMR.F
K.DHSWSGDAANFWLDSQAGGCFCEK.L

YP_617835 Sala_2797 adenylate kinases 79.00% 19 R.TAAQADALDGILSAR.G
R.LDELGPDVSVIFDGYPR.T
R.RPDDNEDTVR.T
K.AVMDAGELVSDAIVSGLIGER.L
R.TLDHVIELVVDEDALVDR.I
R.VDGMAPIDRVNDAIETILGTAG.
R.VNDAIETILGTAG.
R.LEDEHGMVQLSTGDMLR.A
.MTLNIILLGPPGAGK.G
K.VADICDVCGSK.E
K.RRPDDNEDTVR.T
K.AVMDAGELVSDAIVSGLIGER.L
R.VDGMAPIDR.V
R.LEDEHGMVQLSTGDMLR.A
R.GRTLDHVIELVVDEDALVDR.I
R.CGEGYHDR.Y
K.GTQASRLEDEHGMVQLSTGDMLR.A
K.AVMDAGELVSDAIVSGLIGERLDELGPDVSVIFDGYPR.T
K.AGTPIGLQAK.A

YP_617836 Sala_2798 SecY protein 13.35% 7 R.ADQLASNLNFSK.F
R.SFAQMFTQVR.E
K.QNGFIPGIRPGK.N
R.VLVQYPK.R
R.SFAQMFTQVR.E
K.NTATYLDFVLTR.I
K.FGQATELK.N

YP_617837 Sala_2799 ribosomal protein L15 68.57% 17 K.VTFAVAGASK.G
K.DFAIVNLGMVQK.L
K.ATIDHAALK.A
K.AGGKVELPEAR.P
R.SGVAINGFEGGQMPLHMR.I
K.RGFNNIFGK.D
K.GAIEAVEK.A
K.LNELRDNNGAR.K
R.SGVAINGFEGGQMPLHMR.I
R.GFNNIFGKDFAIVNLGMVQK.L
R.GFNNIFGK.D
K.VELPEARPEGDGK.K
K.DFAIVNLGMVQK.L
K.AGGKVELPEARPEGDGK.K
R.LLAKGELTAK.V
R.KAEAAAK.N
K.AGGKVELPEARPEGDGKK.A

YP_617838 Sala_2800 ribosomal protein L30 56.67% 5 R.EVELVDTPEVR.G
R.KILTGLGLGK.M
K.MHREVELVDTPEVR.G
R.KLPHMVEVID.
K.ILTGLGLGK.M

YP_617839 Sala_2801 ribosomal protein S5 58.68% 17 R.ATFEALGEQTSPK.S
R.AVFESLGVADVVTK.S
R.DEDGGEELIEK.L
R.FGFAALVVVGDGK.G
R.GHFGAGNVTLR.S
R.SAPAGTGIIAGGPMR.A
K.SVGTSNPYNMIR.A
R.FGFAALVVVGDGKGR.A
K.AREVPEAISK.A
R.AAEAEAAAVTE.
K.KVSDLIK.R
R.SAPAGTGIIAGGPMR.A
K.SVGTSNPYNMIR.A
K.RFGFAALVVVGDGK.G
R.RPRDEDGGEELIEK.L
R.EVPEAISK.A
K.LVHINR.V

YP_617840 Sala_2802 ribosomal protein L18 56.41% 7 R.HIYAQLIDDAAGTTLAAASTLDKDVR.G
K.TGATTAAAADVGKR.L
K.AGVTQVVFDR.G
R.HIYAQLIDDAAGTTLAAASTLDK.D
K.KAGVTQVVFDR.G
K.TGATTAAAADVGK.R
R.GKTGATTAAAADVGK.R

YP_617841 Sala_2803 ribosomal protein L6 75.14% 18 R.TLVQNLVTGVTEGFTK.V
K.AVEIPSGVTAAIDGGQLSVK.G
K.YEVGDGSISVQPANDSR.E
K.VLEITGVGYR.A
K.TPDNTTIEISGIDKQQVGQVAAEIR.R
K.LQLGYSHDVDFAVPDGIEIK.T
K.TPDNTTIEISGIDK.Q
K.GTLAMSLSDNIK.Y
K.KAVEIPSGVTAAIDGGQLSVK.G
K.QQVGQVAAEIR.R
K.GTLAMSLSDNIKYEVGDGSISVQPANDSR.E
K.YRGEYIFR.K
K.AVEIPSGVTAAIDGGQLSVKGPK.G
K.TPDNTTIEISGIDKQQVGQVAAEIRR.W
K.KAVEIPSGVTAAIDGGQLSVKGPK.G
K.GTLAMSLSDNIKYEVGDGSISVQPANDSR.E
K.GTLAMSLSDNIK.Y
R.TLVQNLVTGVTEGFTKVLEITGVGYR.A

YP_617842 Sala_2804 ribosomal protein S8 62.69% 12 R.NGLGITIVSTPR.G
R.EQNVGGEVLAEVF.
K.YFEGQPAIR.H
R.GVLSDAEAREQNVGGEVLAEVF.



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

K.KDSVLTPASTLR.V
R.VRVLDVLQR.E
R.GYSEEALGAK.G
R.GVLSDAEAR.E
R.GYSEEALGAKGQHK.G
K.DSVLTPASTLR.V
R.VLDVLQR.E
K.ELPIVRNGLGITIVSTPR.G

YP_617843 Sala_2805 ribosomal protein S14 53.47% 5 K.AIAADSSLDDGERLIAR.L
K.AIAADSSLDDGER.L
R.DLANKGLIPGVVK.S
K.LSSVNKNER.R
K.LKAIAADSSLDDGER.L

YP_617844 Sala_2806 ribosomal protein L5 73.44% 29 R.LFGFPFPIEAQEK.E
R.LFGFPFPIEAQEKEAA.
K.EQIIFPEINYDRIDQVR.G
K.EQIIFPEINYDR.I
R.GMDVIVTTTAR.T
K.ITLNMGVGEATQDK.K
K.ITLNMGVGEATQDKK.K
K.LYDDKIVK.A
K.VEAAAAEMELIAGQKPVVTK.A
R.ERMYEFLDR.L
R.LITIAMPR.I
K.NAMEVPKIEK.I
K.AMTDKFGYK.N
K.SIAQFK.L
R.GNYAMGLKEQIIFPEINYDRIDQVR.G
R.GNYAMGLKEQIIFPEINYDR.I
K.VEAAAAEMELIAGQKPVVTK.A
K.KVEAAAAEMELIAGQKPVVTK.A
K.KVEAAAAEMELIAGQKPVVTK.A
K.KSIAQFK.L
K.KLYDDK.I
K.KKVEAAAAEMELIAGQKPVVTK.A
K.ITLNMGVGEATQDKK.K
K.ITLNMGVGEATQDK.K
R.MYEFLDR.L
R.GMDVIVTTTAR.T
K.NAMEVPKIEK.I
K.KLYDDKIVK.A
K.KKVEAAAAEMELIAGQKPVVTK.A

YP_617845 Sala_2807 ribosomal protein L24 71.43% 9 K.VVVAGVNVITR.H
R.KPTQQNPQGGLER.K
K.KGDTVVVLSGK.D
K.DGKVVVAGVNVITR.H
K.TGEVTQALPK.D
K.GDTVVVLSGK.D
K.TGEVTQALPKDGK.V
K.GKTGEVTQALPK.D
K.GDTVVVLSGKDK.G

YP_617846 Sala_2808 ribosomal protein L14 77.87% 9 R.FDSNAAVLVNKNEEPIGTR.I
R.TAGVGDVIVVSIK.E
R.TAGVGDVIVVSIKEAQPR.G
R.FDSNAAVLVNK.N
R.RTAGVGDVIVVSIK.E
R.ADGSVIRFDSNAAVLVNK.N
R.RADGSVIR.F
.MIQMQSQLEVADNSGAKR.V
.MIQMQSQLEVADNSGAK.R

YP_617847 Sala_2809 ribosomal protein S17 69.32% 7 K.VLDKVETSTK.A
K.KYHAHDEDNAIK.A
K.YHAHDEDNAIK.A
R.IEETKPISK.L
K.YHAHDEDNAIKAGETVR.I
R.ILTGTVVSDKGDK.T
R.ILTGTVVSDK.G

YP_617848 Sala_2810 ribosomal protein L29 58.21% 4 K.TDDQLAEQLGELKR.E
R.FQAATGQLEK.A
K.TDDQLAEQLGELK.R
K.AKTDDQLAEQLGELK.R

YP_617849 Sala_2811 ribosomal protein L16 46.85% 6 R.ILFELDGVPGPVAALAFER.A
K.GGTSLNFGSYGLK.A
R.LGDTSHLEG.
K.GKGSPEYWAAR.V
K.GSPEYWAAR.V
R.IFPDVPVSSKPAEVR.M

YP_617850 Sala_2812 ribosomal protein S3 80.85% 32 K.LVAQGIADQLER.R
R.WFAEGEDYGR.M
R.VSIYAARPGVIIGK.K
K.LGEMTGSDVSLNIVEIR.K
R.LGGAEIAR.T
R.MLVEDLK.I
R.KPEVDAK.L
K.VWIFKGEILGHDPMATDR.L
R.PGVIIGK.K
K.GEILGHDPMATDR.L
K.KLGEMTGSDVSLNIVEIR.K
R.MLVEDLKIR.Q
K.VVIERPAK.L
R.LMLDAQTTGVR.P
K.LVAQGIADQLERR.V
R.MLVEDLK.I
R.KKLGEMTGSDVSLNIVEIR.K
R.ANVDYAEAEAHTAYGVCGIK.V
K.VWIFKGEILGHDPMATDR.L
K.LGEMTGSDVSLNIVEIR.K
K.KLGEMTGSDVSLNIVEIR.K
K.KGADIEK.L
K.GEILGHDPMATDR.L
K.ALPQAAISK.V
R.VPLHTLR.A
R.PGVIIGKK.G
R.MLVEDLKIR.Q
R.LMLDAQTTGVR.P
R.LGAEGIR.I
R.KKLGEMTGSDVSLNIVEIR.K
K.SNPIGLR.L
K.RAVQSAMR.L

YP_617851 Sala_2813 ribosomal protein L22 93.65% 11 K.LNLVAALIR.G
R.VADNEALSVGTQIR.G
K.VLASAVANAENNHNLDVDALVVK.E
R.RVADNEALSVGTQIR.G
R.KVEDAMNVLAFSK.K
R.IVVREQEEEA.
R.KVLASAVANAENNHNLDVDALVVK.E
K.VLASAVANAENNHNLDVDALVVKEASVGK.S
K.VEDAMNVLAFSK.K
K.VEDAMNVLAFSKK.A
R.GSAQKLNLVAALIR.G

YP_617852 Sala_2814 ribosomal protein S19 100.00% 8 R.STILPQFVGLTFNVYNGR.K
K.KAETAQEGGSTAPIK.T
K.GPFVDLHLLK.K
K.AETAQEGGSTAPIK.T
K.AETAQEGGSTAPIKTWSR.R
R.SVWKGPFVDLHLLK.K
R.KFVPVSVNEDMVGMK.L
K.GPFVDLHLLKK.A

YP_617853 Sala_2815 ribosomal protein L2 58.27% 22 R.SAGTYAQVVGR.D
R.LAVGDTIVAGK.K
K.NPVDHPHGGGEGR.T
K.YEDGELAYILAPQR.L
K.SYNPTSPGQR.G
R.LAVGDTIVAGKK.T
R.HPVTPWGKPTK.G
R.KWDVPATVER.L
R.NNKGHVTSR.G
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K.WDVPATVER.L
R.TAFIALVKYEDGELAYILAPQR.L
R.LEYDPNRTAFIALVK.Y
R.GVAKNPVDHPHGGGEGR.T
R.GLILVDK.S
R.YIRGECMGTVGAVSNPDNQNTNLGK.A
R.YIRGECMGTVGAVSNPDNQNTNLGK.A
R.TAFIALVK.Y
R.RKWDVPATVER.L
R.LGSGEQR.Y
R.GECMGTVGAVSNPDNQNTNLGK.A
R.GECMGTVGAVSNPDNQNTNLGK.A
R.GLILVDKSALWK.G

YP_617854 Sala_2816 Ribosomal protein L25/L23 57.84% 6 R.HYDVILAPVITEK.S
K.AAVEALFDVK.V
K.VVGVNTLVTK.G
K.STLLSENNAVVFK.V
R.LAEGQSIDVTTGV.
R.HYDVILAPVITEKSTLLSENNAVVFK.V

YP_617855 Sala_2817 ribosomal protein L4/L1e 72.60% 18 K.AGADIDLNDDVFGLDAR.A
R.VVAWQLEK.R
R.RAPIFIGGGK.A
K.LVVIDTLELKDAK.T
K.LVVIDTLELK.D
R.APIFIGGGK.A
K.IKVQTLDGK.A
R.VVAWQLEKR.R
R.AAVEKLEAR.C
R.TFGHSLNKK.I
R.TFGHSLNK.K
R.ERSDVAR.T
R.ALFIDGDAVHESFAMASANLIGVDALPAIGANVYDIVR.A
R.ADTLVLTR.A
K.VQTLDGK.A
K.LGKLDLGK.R
K.MALSDKAK.G
K.LDLGKR.A

YP_617856 Sala_2818 ribosomal protein L3 72.37% 15 R.DGYVAVQLGAGTAK.A
R.TQQNLEIVR.T
R.ATHGVSISHR.A
K.SAANTNTAPADAPVETPAEEAVVDTAATDGAQES.
R.NRTQQNLEIVR.T
R.VADDATLDVGAELSADHFVAGQMVDIQGVTQGK.G
R.HPEAPYPASIK.S
R.GAYGKAEVEPK.A
K.GGWLLVR.D
R.TQQNLEIVRTDAER.G
R.HVPVTVLSLEGCQVVSVR.D
R.DAVKLPR.H
K.MAGHMGAR.N
R.AHGSTGNR.Q
K.AEVEPK.A

YP_617857 Sala_2819 ribosomal protein S10 67.96% 6 R.VLDQATTDIADTAR.R
R.LLDIVQPTPQTVDALMK.L
R.VLDQATTDIADTARR.T
K.SREQFEVR.T
K.FTVNRGPHIDK.K
K.AFDHRVLDQATTDIADTAR.R

YP_617858 Sala_2820 translation elongation factor Tu 100.00% 50 R.TVGAGVVATVTK.
K.LLDQGQAGDNIGALIR.G
K.VLAENVAGNAAVDFANIDKAPEER.E
K.VGEEVEIVGIKDTK.K
R.GITISTAHVEYETESR.H
K.LIAPIAMDPGLR.F
R.GVGREEVER.G
R.DDNIGKDAILK.L
K.VGEEVEIVGIK.D
R.GQVLAKPGSITPHTEFTSEVYVLSK.D
K.TVVTGVEMFR.K
K.QVGVPTMVVFLNK.V
K.KTVVTGVEMFR.K
R.KLLDQGQAGDNIGALIR.G
K.VDQLDDPELLELVELEIR.E
K.PGSITPHTEFTSEVYVLSK.D
R.TTDVTGEVILPEGTEMVMPGDNVQLSVK.L
K.VLAENVAGNAAVDFANIDK.A
K.VDQLDDPELLELVELEIREELSK.R
K.TVVTGVEMFRK.L
K.PGSITPHTEFTSEVYVLSKDEGGR.H
K.EHILLAK.Q
R.HTPFFANYRPQFYFR.T
R.ERGITISTAHVEYETESR.H
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.TSLTAAITK.V
K.QVGVPTMVVFLNKVDQLDDPELLELVELEIR.E
R.GTVVTGRVETGVVK.V
K.PFLMPIEDVFSISGR.G
R.PLDKPFLMPIEDVFSISGR.G
R.HYAHVDCPGHADYVK.N
R.GQVLAKPGSITPHTEFTSEVYVLSKDEGGR.H
K.VLAENVAGNAAVDFANIDKAPEERER.G
K.VGEEVEIVGIKDTKK.T
K.TVVTGVEMFRK.L
K.TVVTGVEMFR.K
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.LMAAVDEWIPQPERPLDK.P
K.KTVVTGVEMFRK.L
R.VETGVVKVGEEVEIVGIK.D
R.VETGVVK.V
R.TKPHCNIGTIGHVDHGK.T
R.HTPFFANYR.P
K.QVGVPTMVVFLNK.V
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.NMITGAAQMDGAILVVSAADGPMPQTK.E
K.LIAPIAMDPGLR.F

YP_617859 Sala_2821 translation elongation factor G 89.96% 73 R.VLDGAVAAFDGVAGVEPQSETVWR.Q
R.LGATPAVLYLPIGAESDFK.G
R.VSTDHESGQTIIK.G
R.GSGITFIDEIKGGNIPR.E
R.GSGITFIDEIK.G
K.GLVDLVNER.A
R.LGATPAVLYLPIGAESDFKGLVDLVNER.A
R.EDIEEAFAGDIVALAGLK.E
R.ATSDSAPLSMLAFK.I
K.IMNDPFVGSLTFAR.I
K.DESLGAEFFYEDIPADLADK.A
K.VEVVTPEEFMGDVIGDLNSR.R
K.VEANVGAPQVAYR.E
R.AQYTMQFSHYEEVPNNVAEEVK.A
R.EFKVEANVGAPQVAYR.E
K.ADEGKGPEHR.L
R.GNAQVVEAMVPLANMFGYVNQLR.S
R.ESLAKPVDVDYTHK.K
R.EAAENGHMIGFPIIDFEIR.L
K.GVQPLLDAVVDYLPSPLDIPDVQGINPTTEQPDSR.A
R.MEFPEPVIELSVEPK.T
R.AIIWKDESLGAEFFYEDIPADLADK.A
K.LVELAVEQDDEAMEAYLEGNVPDVATLKK.L
R.NFGIMAHIDAGK.T
K.IGEVHDGAATMDWMEQEQER.G
R.VKVSVAPGER.G
R.LNIIDTPGHVDFTIEVER.S
K.NKGVQPLLDAVVDYLPSPLDIPDVQGINPTTEQPDSR.A
R.MLLMHANSREDIEEAFAGDIVALAGLK.E
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K.LVELAVEQDDEAMEAYLEGNVPDVATLK.K
R.LAAEDPSFR.V
K.DESLGAEFFYEDIPADLADKAAEYR.E
K.GMGELHLDILVDR.M
R.RGQIQGTDSR.G
K.KQSGGSGQFGR.V
R.MLLMHANSR.E
R.EYIPSVEK.G
R.EKLVELAVEQDDEAMEAYLEGNVPDVATLK.K
K.GSYLNSVK.D
R.TGANFYYCVQTIIDR.L
R.MEFPEPVIELSVEPK.T
R.MCFINKLDR.T
R.KGTLNQAFVPVLCGSAFK.N
R.IYSGTLTK.G
R.GQIQGTDSR.G
R.GNAQVVEAMVPLANMFGYVNQLR.S
R.GNAQVVEAMVPLANMFGYVNQLR.S
R.GNAQVVEAMVPLANMFGYVNQLR.S
R.GITITSAATTCLWK.A
R.ESLAKPVDVDYTHKK.Q
R.EAAENGHMIGFPIIDFEIR.L
R.ATSDSAPLSMLAFK.I
R.AQYTMQFSHYEEVPNNVAEEVK.A
R.AIIWKDESLGAEFFYEDIPADLADKAAEYR.E
K.VSVAPGER.G
K.QSGGSGQFGR.V
K.PVDVDYTHKK.Q
K.LLEPVMKVEVVTPEEFMGDVIGDLNSR.R
K.IMNDPFVGSLTFAR.I
K.IGEVHDGAATMDWMEQEQER.G
K.IGEVHDGAATMDWMEQEQER.G
K.GTLNQAFVPVLCGSAFK.N
K.ETTTGDTLCASNAPIILER.M
K.AAEYREK.L
R.SHPLER.Y
R.NFGIMAHIDAGK.T
R.MLLMHANSREDIEEAFAGDIVALAGLK.E
R.MCFINKLDR.T
R.AQYTMQFSHYEEVPNNVAEEVKAK.M
K.VEVVTPEEFMGDVIGDLNSR.R
K.LVELAVEQDDEAMEAYLEGNVPDVATLKK.L
K.LLEPVMKVEVVTPEEFMGDVIGDLNSR.R
K.GMGELHLDILVDR.M

YP_617860 Sala_2822 ribosomal protein S7 73.72% 14 K.SVAESIVYGALEAVEAR.A
R.VGGATYQVPVEVRPDR.A
R.LSGELLDASNNR.G
R.LSGELLDASNNRGNAVK.K
R.FGDVVLSK.F
K.KSVAESIVYGALEAVEAR.A
R.NRSETTMAAR.L
K.EPLGVFHEALANIRPNIEVR.S
R.RVGGATYQVPVEVRPDR.A
R.EILPDPR.F
R.AQALAIR.W
K.FMNSVMLDGKK.S
K.FMNSVMLDGKK.S
K.FMNSVMLDGK.K

YP_617861 Sala_2823 ribosomal protein S12 52.03% 7 R.GVLDTQGVKDR.K
R.EVITYIPGEGHNLQEHSVVLIR.G
K.KPNSALR.K
R.VYTTTPK.K
R.LTNAREVITYIPGEGHNLQEHSVVLIR.G
K.VPAMDANPQK.R
K.SKVPAMDANPQK.R

YP_617862 Sala_2824 peptidase T2, asparaginase 2 39.66% 11 R.AAIDAALIAGQAVLAK.G
R.DRITAEQDAAYR.A
K.GGSALDAVQAAVELMEDDPLFNAGR.G
R.ITAEQDAAYR.A
R.DTHGNLAAATSTGGLTGKR.W
R.DTHGNLAAATSTGGLTGK.R
R.IGDAPIVGAGTYADDR.A
R.TDRAEVPATSGGWTLVVHGGAGTIR.R
K.GGSALDAVQAAVELMEDDPLFNAGR.G
R.TNELDAAIMDGR.T
R.GVEQMDPAWFATSHR.R

YP_617863 Sala_2825 amidohydrolase 49.65% 14 K.AATVNAADLLGLADQIGSIAPGK.S
R.LAANPDAYEPDVLAK.I
R.LALAAGADSIEHGTILDEATIAQWAK.S
R.GAATIIVEGGK.I
R.TVIHAGHLLAEPGKPAR.G
R.NLGDGDGATLALR.D
K.SADIIAVASDPLADVR.V
K.VAVHAHGADGIR.L
K.QMFDDEAQAIVDTAHLFGK.K
K.FASTGGVNSR.I
K.TYYVPTLSTVNGYK.E
K.SLEQLVPR.G
R.NGDEFELMVQHGMTPLEALK.A
K.IAFGTDAGVSK.H

YP_617865 Sala_2827 Pyrimidine 5-nucleotidase 32.49% 7 R.LLGVDAIEAR.R
R.LVFTNADADYAAR.V
K.LFDLIDER.M
R.YTPKPEATAYDVMVAHLGVDPVR.S
R.GIADLFDGICDIR.I
R.DVHAIDLDR.L
R.RLVFTNADADYAAR.V

YP_617866 Sala_2828 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase 43.21% 15 R.EAVDTAIAGLDDGSFR.V
R.DTLGLATTGAVR.E
R.GTWQVNQWLK.K
R.AEVAEGVIVR.E
R.LNDMEIIEGGADGATWWDKVPSK.F
K.RVDAQTR.A
K.FAGWGENR.F
K.TGINELLRD.
K.KAVLLSFR.L
R.LNDMEIIEGGADGATWWDK.V
R.LNDMEIIEGGADGATWWDKVPSK.F
R.EGAVLSMGVYLGASTK.I
R.EGAVLSMGVYLGASTK.I
R.AKTGINELLRD.
K.TGINELLR.D

YP_617867 Sala_2829 phosphoglycerate mutase 1 family 82.46% 16 K.HLSGISDADITGLEIPTGQPIVYEINDDLSAR.E
R.SFDIPPPPLEAGSQWDLSADPR.Y
R.YAGIAIPSTESLKDTIAR.V
R.VLPYYEAAIAPQLAAGR.T
R.HYGGLTGLDKAETAAK.H
R.HGQSQWNLENR.F
R.TVLISAHGNSLR.A
K.GAAEAWAAGELMK.A
K.HGDEQVR.I
R.FTGWWDVDVTEK.G
K.TLNLALEAMGR.L
R.RSFDIPPPPLEAGSQWDLSADPR.Y
R.HYGGLTGLDK.A
R.FTGWWDVDVTEKGAAEAWAAGELMK.A
K.HLSGISDADITGLEIPTGQPIVYEINDDLSARER.Y
K.GVAPDTCFTSVQTR.A

YP_617868 Sala_2830 heat shock protein Hsp20 66.45% 11 R.KAPVAEGEER.K
R.ADLADGLLTIDLVR.E
R.LFDFLETGASSAENYPPFDIEK.I
K.IAIGSSAAPVIEDKK.A
R.RFQLADFVR.V
K.IAIGSSAAPVIEDK.K
R.VERADLADGLLTIDLVR.E
K.SDEIDITAQQNMLTVSGR.K
R.KLLYSGIATR.A
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R.FQLADFVR.V
K.APVAEGEER.K

YP_617870 Sala_2832 peptidase M14, carboxypeptidase A 23.31% 7 R.LDTTYDAGTLTIR.H
R.DLPDPVQGWSPER.S
K.DRESDFFQWFHFR.V
R.TNYAGVNLNR.E
R.FHIVPNMNPDGSR.R
R.SPEVLCVR.N
R.FGAVSMTLEMPFKDNR.D

YP_617871 Sala_2833 hypothetical protein 37.50% 6 R.QLQLQGLAPAPEGAR.A
R.FHNNAVAGWTPGTR.Y
K.APANQPSLAAAK.L
K.LAEALFKDFPGESGR.T
R.IDDAATGQALWEGR.A
R.ALTAVPVKAPANQPSLAAAK.L

YP_617873 Sala_2835 hypothetical protein 34.23% 4 R.RLAIDGGHVWESVGPDDPDDLESR.T
R.TEAVGGFATILAR.G
R.RTEAVGGFATILAR.G
R.LAIDGGHVWESVGPDDPDDLESR.T

YP_617874 Sala_2836 putative PTS IIA-like nitrogen-regulatory protein PtsN 74.03% 10 K.ALFPFVGDLASR.S
R.SLGLDAGEVSEALLER.E
K.KALFPFVGDLASR.S
K.NDEALYALLADSEAR.D
R.AHVHIDSKK.A
.MNLSSLLYPATVR.A
R.PIDFNAVDGLPVDLLFVLLSPLDAGADHLK.A
R.NEAIAER.L
R.GLFLQLAR.P
R.GAKNDEALYALLADSEAR.D

YP_617875 Sala_2837 sigma 54 modulation protein/ribosomal protein S30EA 69.11% 13 R.VSGHQIETGEALQAHVADR.M
R.NTNALLFVNSK.T
K.GHGQAQDAHVAFEGAADR.I
R.MNAIADKYFSR.A
R.VDIPNSSVSDAVMMLDLR.N
R.RDDGTIGWVEPR.
K.GHGQAQDAHVAFEGAADRIEK.Q
R.AISAHATFGK.G
R.DDGTIGWVEPR.
K.TGAHNMVYR.R
K.GPHDSFQCDIVAHVMQGLVLK.G
R.MNAIADKYFSR.A
R.MNAIADK.Y

YP_617876 Sala_2838 DNA polymerase III, epsilon subunit 42.42% 5 R.QIGLGLASSSAALPTASLLAAR.R
R.HAEFVAGLNQPLWLDTV.
R.ETGVTFHAYFNPER.D
R.VDELLDFFGDAPLIAHNAAFDFGFVNAELER.I
R.EIIFDTETTGFDPR.N

YP_617877 Sala_2839 Dephospho-CoA kinase 37.68% 5 R.VLGNTHELAALEAIVHPAVFR.A
R.DVVVLDIPLLFEK.G
R.LQGPGGALVAAIEAR.F
R.VGVPVFDADAEVHR.L
R.VGAIAVVSAPAWLQR.R

YP_617878 Sala_2840 shikimate 5-dehydrogenase 48.91% 6 R.QPDGSLIGTNTDAAGFYSPLAELDLEGAPIAVVGAGGAAR.A
K.ADALAAYIAER.R
K.AAVMDLVDDPGDIR.G
R.LLVNASSLGMAGQPPLDLDLSPLPDDAIVYDLVYSPLR.T
R.GTIGAMNTIVR.Q
K.SPLIHGFWLDALGMEGDYRR.A

YP_617879 Sala_2841 maf protein 32.83% 4 K.LWIRPLSDAFIADYVAQNWDSIR.W
R.NIADALAEAK.A
R.LFSAAVAAR.D
R.AAGLAFETTAAHVDEEMLTASLR.A

YP_617880 Sala_2842 protein of unknown function DUF299 41.48% 8 K.TANIPIVPESPPPSALFNLK.R
K.AAIAQFDDVEVVR.H
R.RMFADNGWPVIDVTR.R
R.MLDLPTVAALDAVTDALSR.M
R.LLSLNQAPETSYVDDERVK.A
K.TPTSIYLANR.G
R.LLSLNQAPETSYVDDER.V
R.ASPGMILFTLVNGELR.S

YP_617881 Sala_2843 uroporphyrinogen decarboxylase 14.04% 2 R.VAASLPPETTFLGFAGSPWTVATYMVAGR.G
R.LAPPLVDGALASLEAAPQR.L

YP_617883 Sala_2845 transcription termination factor Rho 81.58% 30 R.SSEANYLAGPDDIYVSPNQVR.K
K.GEVVSSTFDEPATR.H
K.DVVILLDSITR.L
R.VIDLVSPQGK.G
R.AYNTVVPSSGK.V
K.VLTGGVDANALQRPK.R
K.LSLDTVDPTVKDK.S
R.TGDTVEGEIR.A
R.SVKGEVVSSTFDEPATR.H
K.LISVNFDDPDVVR.H
K.ELAEEGEEIIGSGTIEVLPDSFGFLR.S
R.ILMQMGTVDAMEFLLDK.I
R.HRVNFDNLTPLYPNQK.L
R.NIEEGGSLSIIATALIDTGSR.M
R.KQDLMFSILK.E
R.HVQVAEMVIEK.A
K.TVLLQNIAK.A
K.GTGNSEIVLDR.K
R.VNFDNLTPLYPNQK.L
K.SPAQLVEMAEELGVEGASTMR.K
K.GTGNSEIVLDRK.V
K.VLTGGVDANALQR.P
K.TKSPAQLVEMAEELGVEGASTMR.K
K.AITDNHPEVYLIVLLVDERPEEVTDMQR.S
R.KEELLVEK.D
K.TNEDFFDSMNQ.
R.IFPALDVGK.S
K.LSLDTVDPTVK.D
R.MDEVIFEEFK.G
K.EELLVEKDK.L

YP_617886 Sala_2848 hypothetical protein 32.14% 2 R.ALIDTGATSSGVGPTIVTQLGLR.S
R.IVTDVAVLAAENPADLSHVIGR.A

YP_617889 Sala_2851 Carboxymethylenebutenolidase 65.52% 12 R.AIIVIPEIFGVNAGIR.Q
R.IPAYVARPDADSSR.A
R.IHDALDPHPK.V
R.FAPGVELDPDIEAELNEAFGYFGQYDADDGVK.D
R.FAPGVELDPDIEAELNEAFGYFGQYDADDGVKDIEAAIR.W
R.RNDEGAR.L
R.WLHSQGASK.V
R.QKCDDWAAEGYLAIAPDIFWR.F
R.AFFAEHLA.
R.LAYMAAAR.T
K.VTLHDYPGLDHGFAATMGNR.R
K.CDDWAAEGYLAIAPDIFWR.F

YP_617891 Sala_2853 GTP-binding 11.22% 3 R.IDLAEAEGLADLLAAETESQR.V
K.STLINALAQR.E
K.AAVEGADILLWLGAPK.E

YP_617892 Sala_2854 glucose inhibited division protein A 40.55% 14 R.AAIQTLLAAEEGITVVAGEAAALR.L
R.ALAANEAILLDPALDYAAIGGLSR.E
R.LQEQPSDGGR.W
R.SPLFTGAIGAAGPR.Y
R.IAGLDLADGTALTAR.A
R.SESYIGVMVDDLVLQGVTEPYR.M
R.LTILVPEIESIDR.A
R.LRADNAATR.L
R.AGALLEAPVATADYGAIGLPLPGDGIAR.R
R.TIEGLEAVEMVVPGYAVEYDHIDPR.A
R.PATAALFAR.R
R.AVVLATGTFLGGR.L
R.AILSEVVEDAHYAPYIAR.H
.MHSSATFDVIVVGGGHAGTEAAAAAAR.L

YP_617893 Sala_2855 methyltransferase GidB 39.91% 6 R.TDAESGILVGTGR.I
R.HIADSAQLLALDTR.E
R.VATRPAATISAR.A
R.GWLTQAFAPSTEQWAQIER.F
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R.AVVAELALDHVEVAEAPLER.V
K.QNLIAASTIPAIWAR.H

YP_617894 Sala_2856 Cobyrinic acid a,c-diamide synthase 34.62% 7 R.TLIIDLDPQGNASTGLGIK.Q
R.LTDQVSDDVREVLGPVVFDTVIPR.N
K.TTTAINLATALAATGWR.T
R.LSEAPSHGLPALIYDHR.C
R.EVLGPVVFDTVIPR.N
K.LSILGVALTMFDR.R
R.LTDQVSDDVR.E

YP_617895 Sala_2857 parB-like partition proteins 55.80% 11 R.LIEDFGHNQEALAK.L
R.ELDDAATYEIALVENIQR.Q
R.ALIGADDPEAIAR.R
R.GLNALFGDVAVEAPVLATPGGAAR.A
R.AAPVAGDAVQHIAVGAIRPLPGQPR.R
K.SIDGVGGRDPDIVAVER.H
R.AGLHQIPALVR.E
R.SPDGEGFQLVAGER.R
R.RSPDGEGFQLVAGER.R
R.RHFDEAAIAELADSIGSR.G
R.LLDLPQAVQALVGDGSLAMGHAR.A

YP_617897 Sala_2859 hypothetical protein 63.50% 11 R.VPEGTPPGEYR.A
R.AVPDAVAATAAPK.P
R.YTEDREIGGGTIDEAER.V
R.SVYGDIEVTRPGVAEPLLVAR.G
R.VGDLGAEAAIGK.A
R.GTEVVLSNIGAEPATYR.I
K.PASAGVSIALTPIYGITIPVIVR.V
R.MTAAGGLAEIAEADANDVER.A
R.GIAVYPEVAGR.Q
R.AALSMIAFSPR.R
K.AWVSESDEGAAFNFDLTR.T

YP_617903 Sala_2865 Linalool 8-monooxygenase 18.42% 5 R.IAPETVNPLDVSR.A
R.TAALIDTLPVGEAFDWVEK.V
R.VAELQLTTLISEMQK.R
R.LTAWSDALGDIESFNTLEER.Q
R.HLAFGYGIHR.C

YP_617908 Sala_2870 hypothetical protein 36.29% 2 R.AGADPVATHVDAR.V
R.PAATPPAAATPPVVRPVQNNALIGSSVDAVGR.M

YP_617910 Sala_2872 PfkB 70.78% 17 R.FDVVAIGNAIVDVLAR.A
R.ALAETQDFEAAVAR.I
R.ADDALIEAEGLTK.G
R.ALGVAYETPALK.D
R.GSHGALAIQGGVR.T
R.ALGVAYETPALKDGAPTAR.C
R.LIDGAEAER.L
R.TEVPAEPIETVVDTTGAGDLFAAGFLSGLAEGR.P
K.VAFTLSDAFIIER.H
R.EIIAQVGPR.A
R.LYAAMGPAIEMSGGSAANTLAGMAALGER.C
R.TMNTFLGASHLLDR.V
R.KVAFTLSDAFIIER.H
R.IAPQVPLLVVTR.G
R.TMNTFLGASHLLDR.V
R.CAFIGQVADDQLGAVFTHDLR.A
R.ALIAEGLFDILFANEVEIR.A

YP_617911 Sala_2873 Membrane protein involved in the export of O-antigen and teichoic acid-like protein 8.07% 3 R.NAPLAAADAIEWGTR.R
R.ASPQDADTVALAK.G
K.TSFEPILGPVITR.N

YP_617912 Sala_2874 Glycerol-3-phosphate dehydrogenase (NAD(P)+) 30.30% 6 R.TIAEGAFSAPVVAAAAR.A
R.NFGIVGGGAWGTALAQLLAADGAPVR.L
R.NFALGQGLGR.G
R.VADAIQALLSR.P
R.EADVVAAINAEHR.N
K.AETLAGLAGLGDLVLTCTSANSR.N

YP_617913 Sala_2875 metalloendopeptidase, putative, glycoprotease family 38.66% 9 R.VAGQEAEHRPYGGVVPEIAAR.A
R.WPLDPAAEAVR.G
R.IAAEGDPHAVPLPRPLVGSAEPHFSFAGLK.S
K.LLGLGYPGGPAVER.I
R.LATTIDDAAGEAFDK.T
R.IAAEGDPHAVPLPR.P
R.LATTIDDAAGEAFDKTAK.L
R.AFVVAGGVAANGAIR.T
K.ALAHAANKPLIAVNHLEGHALSPR.L

YP_617914 Sala_2876 porphobilinogen deaminase 43.81% 8 K.LAAGEADATLLAAAGLER.L
R.LDAEIFSEDGADHVAGHVIVTDAGVVAALGHR.L
R.ELDAALDAGTIDVAVHSLKDVETLR.D
R.LRPDLDTVLLR.G
R.ADDAATIALLAAIDHAPTHR.A
R.SPVAAYAEWQADGVLR.L
R.EGIAAQKISELPHGAR.L
K.ISELPHGAR.L

YP_617915 Sala_2877 uroporphyrinogen-III synthase 20.52% 2 R.LAGPGLGALASLPAYAVGPATAEAAR.A
R.GHLSLVAISAAVAQAAGAGWR.V

YP_617916 Sala_2878 hypothetical protein 67.55% 18 K.TIIDTSRDPVTLEQLR.T
R.TQLDALAPQLVGR.S
R.ITLQAESASGNASR.A
K.AAEAGAPLVIAPVDGAGALAAR.V
R.GLSLGYLDAQLR.L
R.WLTDASAPAAR.T
R.FGDDQPNAVK.T
R.AEGLLVAFAVR.R
R.ALDLIETAAILEPR.D
R.LRFGDDQPNAVK.T
R.ELGELFVVR.A
K.AGVDPLLIAGDAVK.A
R.YLAAGQADK.A
R.SSESGGSLWTGLR.R
R.RALDLIETAAILEPR.D
K.AIAEVEAMPGVDAAGEWLIDAR.R
R.RYLAAGQADK.A
R.DSPAAALAEK.T

YP_617917 Sala_2879 acyl-CoA dehydrogenase-like protein 58.75% 15 R.IEALDPLDPLALDAQLSEEER.M
R.LGLLGATIDPEYGGAGLNYVSYGLIAR.E
K.MWITNSPIADVFVVWAK.S
K.LANMLTEIALGTQAALR.V
R.ASVTGEIVMDGVEVGEDALLPHVSGLK.G
R.LIDEGHLAPDMISFLK.R
R.PLAANQIVQLK.L
K.QFGRPLAANQIVQLK.L
R.VTSAFLDER.F
R.SYAEGELLPR.V
R.HAVNLETVNTYEGTHDVHALILGR.A
R.FDREIMSEMGR.L
R.DMHGGNGISADYHVIR.H
R.LIDEGHLAPDMISFLKR.N
R.SACSVQSSLVIHPINAYGSEEQKR.N

YP_617918 Sala_2880 L-carnitine dehydratase/bile acid-inducible protein F 23.20% 4 R.DVTGSGAHIDMALLDSQVAVLANQAANFLASGVAPK.R
R.LANRDELIPLLAAK.I
R.ALLADADVVIENYK.V
K.AGIAYADIFTGLYSAVAVLAALR.R

YP_617920 Sala_2882 TonB-dependent receptor 53.94% 22 R.LIPSLATGAPVLDNVFDTR.G
R.LIDVPVAITAYSGDALAK.A
R.GTVELGGYGEPVLIR.I
K.TSGYTFIVVDPVTGVPALGANGLPR.S
R.GTNSTLSAFIR.G
K.EYVTNIGGVPTDVADFR.E
R.SALGTEGTLTAFYGNPR.Q
K.AGAIDITDIGATTPNTTLEASR.G
R.VSLQYQPTSDHNFYASYSQGFK.G
R.GVGVNAPAAIPGSPTDAEVASFLSFLPEQVDSYEVGYK.G
K.YVTKPLPQEFSLR.I
K.WTASGTLAYSTPVGDGEIR.F
R.QNYLGGGSPVFGGAGVPFGAPSTNFDGSR.K
R.GPQGTLYGR.N
R.LTLSTALGYIDAQYK.E
R.GGFGDNLTNGLENYNKDVWAGR.G
R.GGFGDNLTNGLENYNK.D
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K.THQFEIPNPYIDQK.G
K.GLLGFYYLDATADTLFDVR.I
R.GVGQQDPVSGFEQGVGIYLDDVYLNRPQAAVLDIYEVER.I
R.GGLNDPKQEIEAYGLAMNVSAELSDTVTLR.S
R.LAEDMAAAGDR.L

YP_617921 Sala_2883 transcriptional regulator, TetR family 11.85% 2 R.IGLESYLGFVR.E
R.IIDEAEFVDYESYR.R

YP_617922 Sala_2884 hypothetical protein 48.82% 5 R.VALNQVLLALNQVGGTTVPLEETTYTSLAEVR.Q
R.ALVDQTDPAR.W
R.AQLTEDMFPLELQFR.V
R.MTFANMLGTLDHLVGK.A
K.VDLTLPNGVR.F

YP_617923 Sala_2885 Methionine biosynthesis MetW 33.85% 5 R.GLEIDPANVTAAIAR.G
R.VWHLSGDKPTSDAAASWR.A
R.AEHAIFLIAR.G
R.GQSVVQGDANR.D
R.AFVSFPNFAHWR.V

YP_617924 Sala_2886 homoserine O-acetyltransferase 27.08% 6 R.HSAQNIAFHEVGR.Q
R.IVQALQSVGAAASFVELSAPFGHDSFLLDVPALDR.I
R.LGSAIVIASAAR.H
R.IVAGALGGGR.
R.FTLVSFDTDWLYPTAESR.R
R.AQAMLLDHLGIAR.L

YP_617925 Sala_2887 histidinol-phosphate aminotransferase 80.86% 24 R.VVYLANPNNPTGTLATR.E
R.VGAVPVEADDRDFATDVDALLAAVTDR.T
R.YGFAVYEIAAR.R
K.LSANENPLGTGEK.A
R.IGWGYASADVIAALHR.I
R.AGQAAAVAALGDDDFVNR.S
R.AWLAAELESLGNHGVR.V
R.AAFAAVQSAPDALSR.Y
R.MTIGTEDETR.G
R.WLPGQGIPQALR.M
R.YPDPGSVELR.A
R.LMDAGYIVR.W
K.SAGADGRPLIK.L
R.LYAGLPQNVLFVIDQAYAEYLTPDEDDGGLELAK.T
R.AAFAAVQSAPDALSRYPDPGSVELR.A
R.VVPSATNFLLVLFEGAVSAETVYHR.L
R.VICGNGSDELLHLAAGTYAGPGDEILYVR.Y
R.LMDAGYIVR.W
R.IRLPFNVTR.A
K.TRPNVFVTR.T
K.IHGLAAERIGWGYASADVIAALHR.I
R.RVGAVPVEADDRDFATDVDALLAAVTDR.T
R.DFATDVDALLAAVTDR.T
K.IHGLAAER.I

YP_617926 Sala_2888 Prephenate dehydrogenase 59.33% 10 R.VAIVGLGLIGSSVAR.A
R.SIIEQGQDDAAPDFGR.K
R.FNEDLTVLQQAIR.R
R.LPGVAVAGYDASDAVR.V
K.ALPDHAVIPAHPVAGTENSGPAAGFATLFDGR.W
R.WCIVTPPAGAPQDAVTAVTSFWQALGAR.V
R.DVFLANKDAVLATLQR.F
R.ALGFCDAVADGAAAAVADADLVVLAVPVGR.M
K.ARLPGVAVAGYDASDAVR.V
R.IAASDPVMWR.D

YP_617927 Sala_2889 phospholipid/glycerol acyltransferase 24.28% 4 K.EELFAIPVWGQAAR.F
K.GRPLVLFAEGTR.V
R.AAINALNPPEALLESNVAL.
R.FYGLIPVDRDGGGK.A

YP_617928 Sala_2890 protein of unknown function DUF218 19.32% 3 R.SNATEVAAWAK.R
R.DVTIVTDAVR.S
K.TDAIVVVTGGPGR.I

YP_617929 Sala_2891 protein of unknown function DUF214 12.96% 2 R.VTVQIVTANPVTR.A
R.TEGDDPVLASLPLPALVDIDFVGDDR.A

YP_617930 Sala_2892 ABC transporter related 29.11% 4 R.LLGLFEALNR.L
R.IGVVFQDFR.L
R.IAGVGEEDLAGPVGEMLSWIGLGER.A
R.AVIARPQLLVADEPTGNVDPDMAMR.L

YP_617931 Sala_2893 Zinc finger/thioredoxin putative 26.38% 4 R.VPPILAELR.D
R.HSWFQQPAAAPPPPDAIVPPDVTAEAAR.G
R.DAQGTIVYSWTIKPPVR.V
R.YVVPDTAIGPAGR.T

YP_617933 Sala_2895 L-carnitine dehydratase/bile acid-inducible protein F 41.00% 10 R.QWSNLVAALELGDAIAAVEAAR.G
R.ATGQFVTNFPVGGFLSHETLAEGR.A
R.LPLSDVAIGTVANLGGVAEMLYTGENRPR.L
R.DALYSLFEAAIAAR.D
R.VDQIGGGPDFR.R
R.LGNAVYGLFGR.D
R.DHADLAAAFDAGGIVHSPYR.T
R.NGEHSEEILTDR.L
R.LSLSSGELAR.L
R.GVSFATDDGLR.F

YP_617934 Sala_2896 Acetyl-CoA C-acetyltransferase 47.52% 11 R.FGVISGMIETAENLAK.D
R.SGLGWGDIDLVELNEAFAPQVLAVLK.G
K.FGGALSSMSAGALGAVILK.A
K.GWGWADDDSRNEILNVNGSGISLGHPIGATGGR.I
R.MGIGPVPAVER.L
R.AGNLTLHDR.L
R.VDDVVFSQGYGNGEAPAIGHWSWLAAGLPLEVPGYQLDR.R
K.GDPVIFAHDEGYR.A
K.GLFDDELVPVEVPQKK.G
K.GLFDDELVPVEVPQK.K
K.GDPVIFAHDEGYRADASLETLGK.L

YP_617935 Sala_2897 acyl-CoA dehydrogenase-like protein 20.87% 7 R.IASGAILPTAVFTEPDVGSDLGSLQTR.A
R.DAAQAALAER.L
R.ALADASAELLDAGHAALR.A
R.WHLANALIPDATVR.A
R.LAARPIDEEQR.A
R.ILNIFEGAAEIQAQVIAR.G
R.FTDAEIVPHAHR.W

YP_617939 Sala_2901 transcriptional regulator, MarR family 14.29% 2 R.VLGASDLATGAGVPLSSGLR.M
K.GRVLGASDLATGAGVPLSSGLR.M

YP_617948 Sala_2910 protein of unknown function DUF1078-like protein 31.27% 5 K.AIEGASQLTQTIIGLR.
R.NGSFEPTPDGYVIDTTGAR.L
R.SNVDITEELVMLMAAQR.N
R.LNGITQQFTQGSYESSEK.T
K.AQFGDIFASSPTQSTK.M

YP_617956 Sala_2918 flagellar motor protein 26.13% 4 K.KQDYLDCILLVSSLMK.M
R.TVIESDGAIYHTVK.Q
R.TEGPVAVEPHIEDPKNSTIFQQYPK.L
K.QLIIASLHGHPQPLVIEAAR.S

YP_617965 Sala_2927 hypothetical protein 40.22% 3 R.IADDAQGDFHVD.
R.AVEMVDVLPLGPGSK.L
K.LAVVEFAGQR.I

YP_617966 Sala_2928 Flagellar motor switch FliN 25.23% 3 R.DKSIAAAPNFDLLAGVSLR.V
K.SIAAAPNFDLLAGVSLR.V
K.GEIVSVDGR.Y

YP_617967 Sala_2929 surface presentation of antigens (SPOA) protein 21.15% 4 R.SGAEQLSFAEWSGAAAPAIFWR.Y
R.ADDELFVQR.F
R.GQLGGEREELTDAEDR.F
R.AAASYAFPALESVANQFAR.S

YP_617968 Sala_2930 flagellar basal body-associated protein FliL 39.80% 6 R.QLTAAINDVLR.E
R.STDAPEPAAEGEDKEAPLK.V
R.EKEGFGGIDNVYFTSLVIQ.
R.SVVLMVLAEQDPASLSTSQGK.Q
K.VGTVSVPNDR.F
K.EGFGGIDNVYFTSLVIQ.

YP_617973 Sala_2935 flagellar motor switch protein FliG 7.58% 2 R.TVVTQAVGNVR.A
K.KMPKQLSERTLRSLK.K

YP_617976 Sala_2938 flagellin-like protein 62.13% 15 R.NANDGISLAQTADSAAGSISDILVR.M
R.LTSAVDNLTSTVTNLAESK.S
R.AALQTEVTALISQIGDIATR.T
R.ELAVQSANGTNGTTDR.A
R.ANLGAQQNR.L
R.INAAKDDAAGLAIATR.M
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K.DDAAGLAIATR.M
R.MRELAVQSANGTNGTTDR.A
R.VASQMQSQAMER.L
R.IEDADFSVESTNLAAAGILAQASTAMLAQANQSTQGVMNLLR.
R.VASQMQSQAMER.L
R.VASQMQSQAMER.L
R.GLTQAIR.N
K.RINAAKDDAAGLAIATR.M
R.ANLGAQQNRLTSAVDNLTSTVTNLAESK.S

YP_617977 Sala_2939 ribosomal protein L20 42.98% 6 R.AEGLTYSQFMHGVK.L
K.VMADLAMNEGGVFTAIVAQAK.A
R.KVMADLAMNEGGVFTAIVAQAK.A
K.LAGIELDRK.V
K.LAGIELDR.K
K.AGQYAYR.D

YP_617978 Sala_2940 ribosomal protein L35 59.70% 5 R.GTSVLSEADAAHVR.L
R.TNRGTSVLSEADAAHVR.L
R.LISHNSK.Y
R.FKFTASGK.V
K.VKHGVAGK.R

YP_617979 Sala_2941 Histidinol-phosphate phosphatase, putative, inositol monophosphatase 21.92% 5 R.DGIIGEEYGAERPEAAR.Q
R.WVGATGHPTLLGGKPATTR.A
R.WVGATGHPTLLGGK.P
R.RLLDAEAPR.D
R.LEDVIEGLACDH.

YP_617980 Sala_2942 ribose-phosphate pyrophosphokinase 79.42% 25 R.AIADYLELPLTDTSVR.R
K.LVANLITTSGADR.V
R.VNASELTELVITDSIQPTDAVNDSAK.V
R.AGESEVMNIIGDVAGR.F
R.GQDVFVVQPTNFPANDNLMELLIINDALRR.A
R.TLTVAPLLGEAIKR.I
R.ITAVVPYFGYAR.Q
K.LISGNSNLPLAR.A
R.TLTVAPLLGEAIK.R
R.FGDKNLMVVSPDVGGVVR.A
R.FADEEVFVEIHENVR.G
R.GQDVFVVQPTNFPANDNLMELLIINDALR.R
R.ERAGESEVMNIIGDVAGR.F
K.RLDNAPLAIVDK.R
K.NLMVVSPDVGGVVR.A
R.RFADEEVFVEIHENVR.G
R.LDNAPLAIVDK.R
R.AIADYLELPLTDTSVRR.F
R.IADETSVSSLFD.
R.GQDVFVVQPTNFPANDNLMELLIINDALRR.A
R.FCILIDDIVDSAGTLCNAAGALK.A
K.RLDNAPLAIVDKR.R
K.AAGAEGVVAYCTHGVLSGGAVAR.V
R.LDNAPLAIVDKR.R
R.GQDVFVVQPTNFPANDNLMELLIINDALR.R

YP_617981 Sala_2943 NAD+ synthetase 37.05% 12 R.DADGSLYNIVALLDGGR.V
R.VFAPGPLPDIVEWR.G
R.AATLLAELAADTADGGPAMLVGSVER.D
R.VAETGLPLIFLNR.I
R.DADLILYPELQLIGYPPEDLVLKPALAER.A
R.LTDWEAEER.V
R.GVTLMALSNK.F
R.FTSQASLDDAAGCAR.M
K.FGPMLLTTGNK.S
K.DQDSLPPYEDLDR.M
R.LDTIPIVPAVEAFDQMLAGSFADAEVDITEENVQSR.I
K.LGLPICEDGWLPK.V

YP_617983 Sala_2945 glutamyl-tRNA synthetase 55.35% 14 R.LGTSDPVEPVTDLAPLVASIDFAR.F
R.EQGIEPIALAALLAR.L
K.AALDIDWSADPWHALTAAVK.E
R.SKEDYVAGIR.A
R.FRLDHDAPIEWTDLIR.G
R.KPADAPVPEGVAPHWR.F
R.LGSLGMASLR.E
R.GEDHVSNTAAQVQMFAALGASPPAFAHEALLVGTEGK.L
R.FDEAELALLNQK.I
R.DHGPDMAELLPLIAK.E
R.GPQHFEPTTMSDPVVR.R
R.FAPSPTGHLHVGNVR.T
R.ADLAWLGLDIDAEER.Q
K.ILHHIDHAAVADRLPAAIDEAR.W

YP_617985 Sala_2947 ribosomal protein L33 81.82% 5 K.LVSTADTGFFYVTK.K
R.KHVEFK.E
K.LVSTADTGFFYVTKK.N
K.IKLVSTADTGFFYVTK.K
K.HVEFKEAK.I

YP_617986 Sala_2948 transcriptional regulator, MarR family 21.38% 2 R.FAALPAWEQAMILAGTER.L
R.EIDAGGNVTPGLVAQR.L

YP_617987 Sala_2949 L-2,4-diaminobutyric acid acetyltransferase 70.31% 14 K.DPDASASASSEVR.F
R.PAQDGVTHMITTITADNQASWGLFR.G
R.ETHFAGAHATEYLAR.I
K.DAEPLPTPKDPDASASASSEVR.F
R.MIAALLAR.P
R.SKDAEPLPTPK.D
R.DWGAELER.T
R.TPLFERETHFAGAHATEYLAR.I
R.YCNLLQCEHFADQCIIAER.A
R.SKDAEPLPTPKDPDASASASSEVR.F
R.PAQDGVTHMITTITADNQASWGLFR.G
R.MIAALLAR.P
R.FRRPVAADGPAVTALIAACPPLDR.N
R.DWGAELERTPLFER.E

YP_617988 Sala_2950 Diaminobutyrate--2-oxoglutarate aminotransferase 68.05% 19 K.VLAPLVIDDAVLGAGLDILESK.I
R.TGTFFSFEDMGFTPDIVTLAK.S
R.LADPSSGLDAPAAILVETVQGEGGLNAASAEWLR.R
K.QDFLDTFEEVILKPR.G
R.GNNHAFVTATAALR.H
R.VMFTGPTGTNAVEAAIK.L
R.LADPSSGLDAPAAILVETVQGEGGLNAASAEWLRR.I
R.HFWSADDFQR.D
R.IAAEHGFEVR.G
K.QALLDYIAADGIAHGLDLHTDAK.Q
R.GGAGVPLSHVAHEPYYDYYGPEVDTAELLEQR.L
K.AQGVWMHDDQGGR.Y
K.SLSGMGLPFALTLLRPELDQWSPGEHNGTFR.G
K.RGGAGVPLSHVAHEPYYDYYGPEVDTAELLEQR.L
K.IREAMATDYAVAAE.
R.VMFTGPTGTNAVEAAIK.L
R.TGTFFSFEDMGFTPDIVTLAK.S
K.AHGALLIVDDIQAGCGR.T
R.YLDFLSGCSTLNYGHNHPILK.Q

YP_617989 Sala_2951 Ectoine synthase 87.59% 8 R.EVHDESGAYPADPELAREPVAAD.
R.EVHDESGAYPADPELAR.E
K.GTGTIEDLATGEVHALRPGVMYALDDHDR.H
R.MHYQNHLEAVLVLK.G
R.MLLKDDGMGFSFHVTTLFAGSELR.M
R.HIVRPETDILTACVFNPPVTGR.E
K.GTGTIEDLATGEVHALR.P
R.SDGWASAR.M

YP_617990 Sala_2952 Ectoine hydroxylase 88.56% 26 R.LDPVVHSEWTNDAPISAR.Q
R.ANAFLVYNAVSNR.L
K.AAGNLLADPAALDADTIVTEPQSNEIR.S
K.KQEYGVPDEESLAELAHR.H
R.FLLGDEVYIHQSR.L
R.QAAAFDRDGYIVLEDIFSADEVAFLQK.A
R.SIFEIHAQSPVMAR.L
R.HGIVAPTGK.P
R.ALSMSVLLAENTPHNGPLMVIPGSHR.T
K.QEYGVPDEESLAELAHR.H
.MQDLYPSR.Q
R.DGYIVLEDIFSADEVAFLQK.A
R.LNYKPGFK.G



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

K.PRPWFLAR.R
R.EFYWHSDFETWHVEDGMPR.M
R.LEKPFGVEK.P
R.TYLTCVGETPDDHYLSSLK.K
R.SIFEIHAQSPVMAR.L
R.EFYWHSDFETWHVEDGMPR.M
R.ALSMSVLLAENTPHNGPLMVIPGSHR.T
R.ALSMSVLLAENTPHNGPLMVIPGSHR.T
.MQDLYPSR.Q
K.PGTVILFDCNLMHGSNGNITPFPR.A
K.GREFYWHSDFETWHVEDGMPR.M
R.TYLTCVGETPDDHYLSSLKK.Q
R.RGEPAALR.V

YP_617991 Sala_2953 amino acid-binding ACT 75.83% 31 K.IGGTSMAATATLFDNVLIAGR.S
R.ELLAGIGEAHSAHSTALLLR.D
K.SSNANTITHYLSASAAAVNK.A
K.GYDAAILDALAR.H
R.NTFDREDEGTLVTGDYVSDVPR.V
K.TGAPGVYGHFVDDDDADAWRR.A
R.TNYDVADQLANLGMEAIHPGAGR.G
R.FGLKDQLATVR.E
R.QVQALQFFEQDMVGVK.G
R.IGEAFAAIDLR.D
K.AIADLQGHYPDAAISAQPVAMVSVIGSDISRPGLVPDALR.A
R.DRDVNALFVDLTLWDQDDLR.S
R.ALDAAGVTMIAMQHQIR.N
K.TGAPGVYGHFVDDDDADAWR.R
R.IFVVSAYAGMTDLLLENKK.T
R.GYTEMTFSR.L
R.NVDVQFLVDPR.D
R.SGADLYNR.I
R.HKLWIVSK.S
R.EDEGTLVTGDYVSDVPR.V
R.EAIIHKEFHLSSADPK.L
R.IFVVSAYAGMTDLLLENK.K
K.AIADLQGHYPDAAISAQPVAMVSVIGSDISR.P
R.TNYDVADQLANLGMEAIHPGAGR.G
R.IDAVTACLDDLAR.L
R.DTLPIVTGYAGCEGGMVR.R
R.VEIVTGLR.Q
K.LWIVSK.S
K.EFHLSSADPK.L
K.DQLATVR.E

YP_617992 Sala_2954 major facilitator superfamily MFS_1 8.50% 2 R.TTPVAALLDPAGPEPNPENR.
R.SAAPALEDAASLPLR.R

YP_617994 Sala_2956 putative transmembrane anti-sigma factor 21.70% 3 R.ALLTGAQEPPVIDTSLAAR.R
K.LVAHYAPVAAEALPDRFR.A
R.EAASDPALAAEIAR.H

YP_617995 Sala_2957 RNA polymerase, sigma-24 subunit, ECF subfamily 27.16% 3 R.EAAEILDVPIGTVTSR.L
R.GVHDVIDEAVTQIAGDGAAEVEAGALR.S
R.RGVHDVIDEAVTQIAGDGAAEVEAGALR.S

YP_617997 Sala_2959 hypothetical protein 9.71% 2 R.GAAATATGTAQGAAGAVR.D
R.AAEEDGSAPPAR.S

YP_617999 Sala_2961 putative acyl-carrier protein 31.43% 6 R.AELPPTLFGAPAIPLVDGR.G
K.EVAPDVIILPGPGDTLGGAIAQALIGIGWQGLTSK.A
R.GDVAAPLIYTATALDYLSIDR.D
R.KTAIVVAPGR.G
R.GQPTVSELDGADR.F
R.FADLIADFDAQR.R

YP_618000 Sala_2962 Transketolase, central region 49.66% 21 R.SEATDIFLSQLTSR.Q
R.LYGHAGSDVQGAYLPK.A
R.TPAGWIEAQFR.H
R.WLGPVDTDKLVAAVGGAK.R
R.VVVFVEPIALYMTR.D
R.DLHEEGDGLWTSIYEAPGEGTPIR.F
R.ANSPSDDERK.A
R.DIPGIILAVPSNGR.D
R.ADAPDPGAIGLSR.S
K.ALIEADEARDPLLK.G
R.QVPGQTPTWDMLLSFAASSEDPISGGR.H
R.IAADDSFIPLGR.A
K.GAALMIEQGWMSAADVADAYQEIGATLAR.Q
R.ITGSQSEALMALFVEQTPDKK.I
R.GEAATLSFFSNGQYTNPMVIR.I
R.EIVVAGEDVGPK.G
K.FLGALAEGR.L
R.LLSWALADLMLAHR.E
R.GEGFYTIGSSGHEGNAAVAAALR.A
R.FGDVGVHGDGTDLAIVTYGNGYYLSR.Q
K.VIGSKPLAIPPQTSTIASHLPK.A

YP_618003 Sala_2965 ATPase associated with various cellular activities, AAA_3 65.44% 15 R.SVEQVVAALLER.E
R.LAEEIVDYIVR.L
K.GPIFAELLLADEINR.T
R.FTVLATQNPIEQQGVYPLPEAQLDR.F
R.FNSPAVGDFGVTQVADAAAIGAAIDVIATVR.L
K.LVVDYPAADEERR.I
K.TLLAQAFAR.A
K.TQAALLEAMQER.R
K.LVVDYPAADEER.R
R.VILSAAAEIEGR.S
R.IQFTPDLMPGDILGSNLFNFQTSSFTLTK.G
R.IQFTPDLMPGDILGSNLFNFQTSSFTLTK.G
R.RVTINGEPHVMSPR.F
R.ASGLDFGR.I
K.GPIFAELLLADEINRTPPK.T

YP_618007 Sala_2969 nitroreductase 52.34% 7 R.APSGGNLQPWQATVLTGEAWQAVR.Q
R.AGQEPEYDIYPPALTAPWTDRR.F
R.FGVGEALYASLGIPR.E
R.TIGLGDDQILFTGLAIGYADEDAAVNQWPVPR.A
R.APIDEAIDWKGFGT.
R.APIDEAIDWK.G
R.SVDPALLKEIFAAAQR.A

YP_618008 Sala_2970 hypothetical protein 26.35% 4 R.FALETPGGGALTLPVQAEIGR.V
R.LTSTLDGAVSLR.T
R.GRFALETPGGGALTLPVQAEIGR.V
R.TSAGTDQLR.F

YP_618009 Sala_2971 hypothetical protein 9.64% 2 R.VKDGGTDVYWAPNETR.A
K.DGGTDVYWAPNETR.A

YP_618010 Sala_2972 DNA gyrase, B subunit 57.34% 39 K.FENTSDDNAYK.V
R.RDFIQTNALSVANLDV.
R.GHNYGLVEALALNGALDPALDSAGR.T
K.VTPITRPSELLEAIFAHSR.K
R.RLHTLAAEQAETYAHPAR.L
K.GHLYIAQPPLYK.V
R.LHTLAAEQAETYAHPAR.L
K.GSSAAALAADAAALAATEAAEDDAEASDGDLPAATAR.K
R.VTFQASTDTFK.N
R.ELAFLNSGVR.I
K.WTITAAGGGYTLEK.R
R.VEAEQADIAHEIFER.L
R.GVSDHHAIDAAFLASQEAR.R
R.YRELAFLNSGVR.I
R.HAEHVSHDLFYEGGIAAFVK.Y
R.DRHVQAILPLK.G
R.DGGTHLAAFR.A
K.TPLLPDPIAISSER.D
R.NKTPLLPDPIAISSER.D
R.FEHGDAVAPLR.V
K.EVGTLIQALGTGIRDEFNIEK.L
R.HVQAILPLK.G
R.GIPTDIHAEEGVSAAEVIMTQLHAGGK.F
R.AAEWLNAAER.A
R.SEVYLKDDSALENYLVDGGIDALMLETTGGAR.S
R.MTEWLEENPAYAK.A
K.NVTEFDFEKLEHR.Y
K.IVIMTDADVDGAHIR.T
R.LMGDEVEPR.R
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K.QPNANAYGADSIK.V
K.GAMDIASLPGK.L
K.DKLVSSEVR.Q
R.YKGLGEMNAEQLWETTLDPSNR.S
R.DFIQTNALSVANLDV.
K.GLGEMNAEQLWETTLDPSNR.S
R.TLLLTFFYR.Q
R.MTEWLEENPAYAK.A
R.EGLTAIVSVK.L
K.WTITAAGGGYTLEKR.W

YP_618013 Sala_2975 Protein-methionine-S-oxide reductase 42.96% 3 K.YTDHKGDGIYR.C
R.TKYDSGSGWPSYTAPANEAAVTEHR.D
R.CATCEGHLGHVFPDGPGPTGLR.Y

YP_618014 Sala_2976 Penicillin-binding protein 1A 22.95% 11 R.GSTLVDPWVAAGITDLLQTAVNTGTGR.A
R.GGVSVQPYGITR.V
R.YSPTADAQAALGR.A
R.VPPPRPAPVEPAD.
R.SAFAYSVNTVAAK.L
R.AAVFAVENYGTGR.R
R.AADGTVFLSLGPNYGR.W
R.DYVTSNYNR.A
R.AATASIQANTPPGVQGALVSLDRDGAVR.A
R.ERQQASSNK.S
K.LGDEIGFSAVANMAR.R

YP_618017 Sala_2979 electron transport protein SCO1/SenC 32.09% 6 R.LLGLTGTPEQIAAAAK.A
R.VAPLFITVDPAR.D
R.IGGPFTLTDQNGR.T
K.AFVVTYNKVPGSAPDR.Y
R.VAPLFITVDPARDTPEALKPFVAR.Y
R.DTPEALKPFVAR.Y

YP_618018 Sala_2980 Ankyrin 80.29% 20 K.ATSALQDDPTLINTR.N
R.TGQLLALLDTQADADAPK.R
R.TGQLLALLDTQADADAPKR.E
R.GGYAFLQAVENR.D
R.GGYAFLQAVENRDGNK.A
R.NVDTGETALMIVTK.R
R.RGETALILAVQSK.N
R.GANPDKTDHVAGMSAR.D
R.NGMTPLMHAALLNYTDGADELLK.Q
R.GETALILAVQSK.N
R.EYGPTFGPN.
R.DGNKATSALQDDPTLINTR.N
K.APVDQANR.R
R.TGQLLALLDTQADADAPKREYGPTFGPN.
R.NVDTGETALMIVTK.R
K.REYGPTFGPN.
R.GANPDKTDHVAGMSAR.D
R.DDRTGQLLALLDTQADADAPK.R
K.GADPAIADRNGMTPLMHAALLNYTDGADELLK.Q
K.GADPAIADR.N

YP_618019 Sala_2981 3,4-dihydroxy-2-butanone 4-phosphate synthase 52.12% 17 K.IGTIADLIAYR.N
R.EGVTTGISAGDR.A
R.AGHTEASVDIAR.L
K.GRDDIVTPGHVFPLIAR.D
R.LDDLIPFAR.R
R.DLDSPGWNPTAETLR.K
R.HETAFTTSIEAR.E
K.GPVDPDGVTLVR.M
R.AAGLHANSLR.D
R.NKIDGSVNLVLQK.G
R.KLENWLANGSDLSPMASPEEIIAEAR.N
R.AIVADGTMSR.S
R.VDALGLELMSR.N
R.TVAVAIDASK.G
R.AIVADGTMSR.S
R.NNGTRHETAFTTSIEAR.E
R.MFILVDDEDRENEGDLVIPAQMATPDAINFMATHGR.G

YP_618020 Sala_2982 Riboflavin synthase 43.97% 3 R.SALDAEGHSHETVTVPGALEVPAAIALAADSGR.F
R.GETYHFEVVSNESAR.G
R.FYSHLNDMLLDGVR.S

YP_618022 Sala_2984 NADH:flavin oxidoreductase/NADH oxidase 63.71% 16 R.LSPNGDTQGVDDSAPER.L
R.DNSNLRDDDYGGPVENR.I
R.AGFDGVQLHGANGYLIDQFLR.D
R.VVHSVFNDGKPPVSASATR.A
R.TGAEWAADNPQTWYSPGPEGYIDYPVLEAA.
R.IVAQLWHMGR.V
R.LEYEVARPLEPGEIPR.V
R.AGPGFVPNELAR.E
R.EVTEALISVWGADR.V
R.GPLILNSDYTAALADEAIASGIADAIAFGR.P
R.PFIANPDLVER.I
R.IRTGAEWAADNPQTWYSPGPEGYIDYPVLEAA.
K.RAGFDGVQLHGANGYLIDQFLR.D
R.DDDYGGPVENR.I
R.LFPIAAAALDALGIAFLELREPGPDGTFGR.T
R.GPLILNSDYTAALADEAIASGIADAIAFGRPFIANPDLVER.I

YP_618023 Sala_2985 RpsU-divergently transcribed 23.64% 5 R.AALAPLIAASAAFDGFGPAALDDAAR.R
R.AALAPLIAASAAFDGFGPAALDDAARR.T
R.DMVDAWFADIDAR.M
R.ATDFNHYSK.R
R.ALALLALPGNAPHAAK.L

YP_618025 Sala_2987 ferrous iron transport protein B 25.04% 9 R.EAAAGPANDSALHQR.A
K.APEGQSQVDYSIAGR.I
R.GLADLLAAVDAAIR.S
K.SSLFNALTGAR.Q
K.IANYPGVTVER.K
R.LSHELGVPVVPTVAVR.K
K.AGHASFADGRPLSLIDLPGTYSLTPASLDEAVTR.D
R.IASGLEVAVTPIGFNHDIALALIPAMAAR.E
R.AAIVSETPVR.R

YP_618026 Sala_2988 single-strand binding protein 59.54% 6 K.VILIGNLGADPEIK.S
R.TEWHNVVINGEGLVGVVER.Y
R.IATSEQWKDR.M
K.ERTEWHNVVINGEGLVGVVER.Y
R.GGGGDSWNQGGGSSGGWDQGGSGGGGSGGGGAPGGGRPPFDDDLDDDVPF.
K.VYVEGSLR.T

YP_618028 Sala_2990 riboflavin synthase, alpha subunit 40.49% 8 K.LTVEAPAALAPHIAPK.G
K.VGDELGGHIVTGHVDAVGR.I
R.DADGDWFAVDASAETLAR.T
.MFTGIITDIGTIR.S
R.IVAVEPVGDSVK.L
.MFTGIITDIGTIR.S
K.GRDADGDWFAVDASAETLAR.T
R.ALKVGDELGGHIVTGHVDAVGR.I

YP_618030 Sala_2992 hypothetical protein 38.31% 4 K.AQIIYFENWTADR.S
K.VDVGGGLSDFWAYIR.E
R.FADSLGIEYDSTEADRVTR.E
R.ETLGEEAAEAVK.Q

YP_618032 Sala_2994 peptidase M24 83.72% 33 R.GTLYLVDSGGQYADGTTDITR.T
R.DQVDGSLFDYVGVPQSSVAEWLGSHVSAGQR.V
R.MAWLTGFGGSAGTAAVLPEK.A
R.GEDVSHTPVGLAFALLHADATADLFIAPEK.I
R.VGYDPWLHGIDWVR.G
R.SAFEGALAGLAGK.K
K.WMEEVAPQGGLDELGAAAK.L
R.DLVDVALLSSAEADWLDAYHAAVFEK.L
R.AVAAIFTALENAGVQVER.H
R.GSQLDILAR.Q
K.GASLVAVDKNPVDAAWDDQPAPSNAPVSVYDTALAGQSAVEK.R
R.GLDGFIVPISDEHMSEYVGAYAQR.M
K.VAVDPDRAVAAIFTALENAGVQVER.H
K.NQVELSGTR.A
R.TIAIGAPSAEMR.R
R.QYLWADGVDYAHGTGHGVGTYLAVHEGPQR.I
R.IAKPAGGQAGTEEPLHAGMILSNEPGYYK.A
K.GLDTTVMTALDSIAWTFNIR.G
K.GHIALATAR.F
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R.SAFEGALAGLAGKK.V
R.EAGGALKDLSFDTISAAGPNGALPHYK.V
K.PAGGQAGTEEPLHAGMILSNEPGYYK.A
K.KVAVDPDR.A
K.DLSFDTISAAGPNGALPHYK.V
R.IENLVIVVPQEIDGAEEEMLGFETITFAPIAR.D
R.HRDPAVLPK.A
K.NPVDAAWDDQPAPSNAPVSVYDTALAGQSAVEK.R
K.DLSFDTISAAGPNGALPHYKVDETTNR.R
R.IAKPAGGQAGTEEPLHAGMILSNEPGYYK.A
R.GLDGFIVPISDEHMSEYVGAYAQR.M
R.DWLAAACAPLDR.T
K.WMEEVAPQGGLDELGAAAK.L
K.LSPGMDEAMRDWLAAACAPLDR.T

YP_618033 Sala_2995 Oligopeptidase B 64.06% 27 K.VQEIPSGYDSQQYITEWVSLPSR.D
K.TLSDPWFWLR.D
K.AAFDYMLSYSPYDNVAAK.A
R.IATASIDKPGEWTTLIPGSDHSYITGLSIFR.D
R.TNTFNDFIDVAK.G
R.TNDSLLLLR.T
R.DPGYPTIDDADILDYVK.A
R.RYDAPLTPGR.I
R.LAEVSVSPDGK.L
R.EDGLDQVDVR.R
R.WGALREDAEEYAFVLTQLGVEK.
R.GMIYAIAHVR.G
K.EADIGFGVGIGK.T
R.IKEADSSVPQK.D
R.DYFVLEAR.E
R.YDAPLTPGR.I
K.LDGSAPMHLYAYGSYGYR.V
K.AENAYFDAAMKPHADLVETLFQEMK.G
R.LDYESMVTPDTVYDYDVASGTLETLK.V
R.IRFPEATYVAGLGDNPEYHQDK.L
R.EGILYIHTNDEHPNFR.I
R.NLETGELLPDVIPGTLSSLVWTANNDAILYGLANENWR.T
R.KPVAGGETQLILDEVAMSDGKDYFR.L
K.AYPPMLVSAGLNDPR.V
R.VPPGFSTTR.L
K.TAADNYIVIATGDNETSEVYLLPADNPEAPMQLVSPR.R
K.LMAFSFDDNGSER.F

YP_618035 Sala_2997 HAD-superfamily hydrolase subfamily IA, variant 3 41.38% 6 R.FGIDPAGALFIDDVAANVAGAETAGIAGHR.F
R.FNETIPGPIPGSLELVER.L
R.VLFDWDLR.H
R.FVDAAALER.E
R.FRDIIVSGTEK.M
R.LIDAYAAR.F

YP_618037 Sala_2999 RNA polymerase, sigma 54 subunit, RpoN 10.95% 4 R.FGGSPVQAVVPDLYVR.R
R.YYNELAAGAAAK.S
K.LSAEGFDIAR.R
K.AWLSEQLAGANWLVR.A

YP_618038 Sala_3000 ABC transporter related 67.16% 13 R.AADDDHGVAEHR.A
R.AILGLGYLPQETSIFR.G
R.ALAANPSIILLDEPFAGIDPLSISDIR.D
R.RLEELLDEFGLTR.L
R.GIGVLITDHNVR.E
R.EDAATGNGLAVISIAK.S
K.VLLAGSPAELVADPEVR.R
R.LRDAAAMALSGGER.R
R.VVLSDVSLSVGK.G
R.VVLSDVSLSVGKGEVVGLLGPNGAGK.T
R.GMTVAQNIEAVLELAEPDKVAR.E
R.ALAANPSIILLDEPFAGIDPLSISDIRDLVADLK.T
R.LEELLDEFGLTR.L

YP_618039 Sala_3001 Phosphomannomutase 56.52% 24 R.ASNTQDVLVAR.A
R.YYGYDDAPYAAVR.L
K.FAIVDEVLDR.L
R.IGWDAGNGAAGPVIEK.L
R.GVVGDTLSEKDAYAIGR.S
R.LVEGFVGGAFR.I
R.VMTDDGWWLLR.A
R.IGEMAAAGDWEAGEGTAER.I
R.LLVAIDEQLAQSGVAR.G
R.IDIVDAYVDR.L
K.ASQALFDR.V
R.AEAVDEAALAR.L
R.IGAIDGQGR.V
R.LIEAATK.L
R.VAQLGGTPLMWK.T
R.IDIVDAYVDRLVEGFVGGAFR.I
R.GGMAPMVNTPEMR.F
K.SLDFGVAFDGDGDR.I
R.VMTDDGWWLLR.A
R.VIWGDQLLQIYAAAVLTDLPGATVIADVK.A
R.KFAIVDEVLDR.L
R.IGWDAGNGAAGPVIEKLTAR.L
R.IGEMAAAGDWEAGEGTAERIDIVDAYVDR.L
R.FQVDEVRK.F

YP_618040 Sala_3002 ATPases involved in chromosome partitioning-like protein 37.88% 9 R.VGEALGQLSR.R
R.LTEGADYFIADTPGRDDVFAR.H
R.VAGIDLDPR.Q
R.TIDWIILR.N
R.ELFPAGLTLLDK.A
R.RVGEALGQLSR.R
R.LQHVDAHNMR.R
R.DIELPTPQFEVFEGSTIEELDTQVAR.L
K.AHLGGMGIGHVVAR.Q

YP_618041 Sala_3003 pantoate--beta-alanine ligase 36.56% 7 K.AIADGADVAETLAR.A
R.AEAAIVGGGFDSVDYVALADADSLER.L
R.NAYLSAEQR.T
R.VADHVVVSIFVNPTQFGPNEDFAAYPR.D
R.EADGLALSSR.N
R.DLDFGIDILGAPIAR.E
K.RVADHVVVSIFVNPTQFGPNEDFAAYPR.D

YP_618044 Sala_3006 Endoribonuclease L-PSP 79.87% 8 K.LGVFVNSAPGFTDQAK.V
R.AAVGVAVLPLGAAVEADAIVAVRPA.
K.IAELGLELPK.P
R.VALMLVAQIGQALGGDWAR.V
R.DGQVVTGR.L
K.VANGASELFEKLFGEVGR.H
K.VANGASELFEK.L
K.IAELGLELPKPAAPVAAYVPAVEHGGMVYVSGQLPFR.D

YP_618045 Sala_3007 hypothetical protein 60.56% 9 R.LIEQYRPPVAVFIDDLAGHHR.S
R.LHFVGEPAIAGK.I
R.IEDASFANALK.R
R.IDQLALHDFHAPVIGSR.G
R.LAEKIPAPAPQPV.
R.SVAEEAPEVWR.L
K.IAASPHAHAR.I
R.QYPIPGALAAMAAIGAEADIVVLTNVGPEHQQAR.I
R.QYPIPGALAAMAAIGAEADIVVLTNVGPEHQQAR.I

YP_618048 Sala_3010 acyl-CoA dehydrogenase-like protein 48.06% 12 R.IYEGTTQIQQLVIAK.N
R.YITNAPFADVILVMAR.T
K.SILGFGTEQQK.A
K.NAHVSAFLVPR.D
R.ELAYAAPAYR.S
R.DAPGVSIGKPDGK.M
K.AFGEPIASFQLIQAMLADSK.A
R.VVQIHGGAGYLK.E
R.LSVAAASVGYAK.R
K.MGQAGSQIADVILEDVHVDGDALLGGEEGIGFR.A
R.LIPAEDQLEELGRVPDDILAEMR.D
R.AAMQSLDNGR.L

YP_618049 Sala_3011 Aspartyl/Asparaginyl beta-hydroxylase 14.73% 4 R.AFADHLLGQLR.S
R.SGFDWAEAVEAATDAIR.A
R.AEQFLADTER.A
R.GNVAALLAMAELKR.R
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YP_618050 Sala_3012 UvrD/REP helicase 17.27% 10 R.AVAASNTVTR.A
R.STPQILAAASALIAQNSDR.L
R.LVQSSADDLAFER.I
R.ITETDELTPQAR.R
K.VGELSHPELTQLILDESGYTAMLQADR.S
R.LENLSELVR.A
R.IGEELETLQHR.G
R.FIAIGLPYR.I
R.FEKDFPGATVIR.L
K.QLIQAEGLDEK.R

YP_618052 Sala_3014 single-stranded-DNA-specific exonuclease RecJ 17.86% 6 R.LDESPDAAVHGNLAAVGVAFLLGAALLR.T
R.EEPALIELLDLVALGTVADVAR.L
R.SAETVLGQTLLGAR.G
R.ALGTTVGAYIPDR.L
R.SISGVDLGAAILAAK.E
R.IVESGIVGTDHVR.L

YP_618054 Sala_3016 beta-lactamase-like protein 24.50% 10 R.SFVSAIPTAVFFDALATR.F
R.DALASAYDQLGYQAESGAWR.N
R.TGWIVVDPLLSEEAAAASWK.L
R.LNAVHGLFEVVPGK.I
R.NYYLAAAASLR.G
R.GATLHELADATVEAPVQASDFSTR.G
R.YFGWWDGNPANFNPLPPEQSAPK.Y
R.EAPDTVNPSLWR.Q
R.AAIASGDYR.W
K.LFADTIEAK.E

YP_618055 Sala_3017 multimeric flavodoxin WrbA 29.63% 3 R.AAAEGAGGAALR.V
R.VADPVIVNTDAQTPEAILAPK.T
R.DLGAALAEGLAAGIF.

YP_618056 Sala_3018 DNA polymerase III, delta subunit 24.20% 4 R.VDLSGGGDDSLAAVEALLAAETAINPVIATGASVTAK.S
R.DAVTAQLHIWDSLR.I
R.ALVGIAMAAAQDQGLR.L
R.AEVDGGAHPATVVSAR.S

YP_618057 Sala_3019 hypothetical protein 28.57% 5 R.LQATQGGDGAGKR.L
R.LEDSITGFGVR.A
R.LASGIADQIVSR.L
R.GGGQGAATPTPSPAGQ.
R.LQATQGGDGAGK.R

YP_618058 Sala_3020 leucyl-tRNA synthetase 66.08% 47 R.GADGATLIADGAPVEVGR.V
R.QGTSAEQLETAEK.L
R.IVELLGGAAPK.K
R.ETDTLDTFVDSSWYFLR.F
K.SQLPVTLPDDVDFSVPGNPLDR.H
K.NVVDPDAILDQYGADAVR.W
R.VIADGDETAQHFTGSEAYTGPGK.L
R.FGALAADAR.W
R.LFGETENVGDGGEDKGLAR.K
R.DLPWSEAGIEGAWR.F
R.RQGTSAEQLETAEK.L
K.AWEAANSFATTDSGQKPK.A
K.FAGGAPAFAVFTTRPDTLYGASFAAISPDHPLAEK.L
K.AYILEMFPYPSGR.I
K.AALEAAALAR.P
R.KLHQTIAGVAADIEALGFNK.A
K.ITDFADELLEGLGSLDKWPDK.V
R.DLDFAHKYELPVHR.V
K.LVNSHFLDGMSIDEAK.A
R.TTPMVADAAWPAADPALLIDDEVTIAIQMAGK.L
K.IHALANEIEK.A
R.LMQENWIGK.S
R.LGLAIDWSR.E
R.LFGETENVGDGGEDK.G
K.SQLPVTLPDDVDFSVPGNPLDRHPTWK.H
K.KVIVVPDR.L
R.FASAPTDKPFDPEVIR.R
K.SQGLEFSFK.F
K.KNVVDPDAILDQYGADAVR.W
R.WFMLSDSPPER.D
R.NYAMGDVLAR.F
R.AEHEGWGK.G
K.GADKAALEAAALAR.P
R.YWGTPIPFIHCAACGTVPVPK.S
R.FASAPTDKPFDPEVIRR.W
R.ELATCEPDYYGQEQALFLDLHAAGLVYR.K
K.LSQWFLK.I
K.KLSQWFLK.I
K.ITDFADELLEGLGSLDKWPDKVR.L
R.TTPMVADAAWPAADPALLIDDEVTIAIQMAGK.L
R.LMQENWIGK.S
K.LRDTMTVAK.G
K.LHQTIAGVAADIEALGFNK.A
K.ITDFADELLEGLGSLDK.W
K.ESYVNWDPVDMTVLANEQVIDGR.G
K.DSPELAAFIAECR.R
K.AALEAAALARPR.I

YP_618059 Sala_3021 hypothetical protein 41.18% 6 R.QVSQGGTWVDAPVQAATVQKLEEIILTR.A
R.ADLAASQVTTIGVNSYLWR.A
K.VTVSILDQDLRADALR.V
K.LEEIILTR.A
R.QVSQGGTWVDAPVQAATVQK.L
K.VTVSILDQDLR.A

YP_618062 Sala_3024 Protein of unknown function UPF0001 37.27% 8 R.LQSNKAEEAVALFDAIHSVDR.S
R.AELPDVVLHLIGR.L
R.LAEVQGHIADAAR.R
K.AEEAVALFDAIHSVDR.S
K.THDADAIRPLIVAGQR.H
R.SSLVQALAK.A
R.VGTALFGARD.
R.VGTALFGAR.D

YP_618066 Sala_3029 TonB-dependent receptor 67.14% 46 R.LGGSVTGPISDTLAAR.I
R.GIGTVGDNPGLESSVPVFIDGVYR.S
R.GQLLFEPTDALSIR.L
R.SQLLSDVPVAISAVSAETLQNSGANDIR.Q
K.WAVELWAQNLFNK.Q
R.VLADLGQPLSAFNQGYSR.D
R.SSQASDTDYGTVDILYR.A
R.QLNQVAPSLLVSSTGSEANGSAR.I
R.NSSAGLISIYSK.K
R.AQGFELEASLVPAR.N
K.YSTGPFSLSLSAFR.S
R.QIFSQFLAEPR.T
K.SPILPFGGQAGAQSLVGNLQFDPELVDAYEIGAK.Y
K.QYAQVAFNSPFQAGASSAPFTDPQFPGGR.Q
R.LIADYTFRDEK.C
R.SGIGLNELGEIDRVEVQR.G
R.MTSDYNTGSDLFPQKEQDGYALFNAR.L
K.NGDPLDAALR.K
K.LDWLVGGFFANEK.L
R.DATNNTDVNDR.D
R.LNGEAFDGKLDWLVGGFFANEK.L
K.EQDGYALFNAR.L
R.SEDEWTGTGILSYKPMDDLLLYASYSR.G
K.KPDFQFGASGEITYGNYDYWR.L
R.APDDDAYRQFHTFTQELR.L
K.DYGFSGQIDYDFGGATLTSITAYR.E
R.GPQGTLGGR.N
R.DATNNTDVNDRDR.Y
R.MTSDYNTGSDLFPQK.E
R.LIADYTFR.D
R.KLPGDNLSNAPELVATGSISWTPDIGSSGLTGLVYIDGR.M
R.IRGIGTVGDNPGLESSVPVFIDGVYR.S
K.AGGFNLDR.S
R.SGIGLNELGEIDR.V
R.SALKSPILPFGGQAGAQSLVGNLQFDPELVDAYEIGAK.Y
R.MTSDYNTGSDLFPQKEQDGYALFNAR.L
R.MAAGLTYAR.T
R.MAAGLTYAR.T
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R.LNGEAFDGK.L
K.DLVGNKNGDPLDAALR.K
R.TYGVTLR.G
R.QNGTNWALFTHNIVHITDQLDFTFGVR.Y
R.FGSQYGR.F
R.DISVTPGR.S
K.PMDDLLLYASYSR.G
K.CCAATYVDSSVNPFIGNLNNPGVPVTPTTNNIIR.V

YP_618067 Sala_3030 succinate dehydrogenase, cytochrome b subunit 17.01% 2 K.WTPAMAVSIFHR.V
R.HFVLDAGAGYELR.T

YP_618069 Sala_3032 succinate dehydrogenase, flavoprotein subunit 54.47% 26 R.LGSNSLIDLVVFGR.A
R.HASGGSPTAEVR.T
R.LKELLTPGAAQQPLPK.D
K.IIDHIYDTVVVGAGGSGLR.A
R.GEGGYLTNSEGER.F
R.EAPAAVYELEHAGVPFSR.N
R.SQAVVLATGGYGR.C
R.AGLPLQDMEFVQFHPTGIYGAGVLITEGAR.G
K.DSADLALAR.L
K.GSDWLGDQDAIEYMVR.E
R.TGHAMLHALYQQSLK.Y
R.MADIHVSDR.S
K.IFAGVDLTR.Q
K.HSVAWFDGWGGK.G
R.GVGPDADHIYLHLDHIDPAVLAER.L
K.ELLTPGAAQQPLPK.D
R.NADGTIYQRPFGGHMQNMGEGPPVQR.T
R.AMSAHAAVFR.T
R.TDELMAEGK.E
R.LPGITESGK.I
R.AGLPLQDMEFVQFHPTGIYGAGVLITEGAR.G
R.NADGTIYQRPFGGHMQNMGEGPPVQR.T
R.NADGTIYQR.P
R.LDYRPVHEYTLSDDAEYIKPK.A
R.GVIALCMEDGSIHR.F
R.GAHAHEDFPNR.D

YP_618070 Sala_3033 transcriptional regulator, LacI family 20.80% 6 R.AAQILVPDFLGPGAK.V
K.AIEQLGFVPNPQARALAFR.R
K.AIEQLGFVPNPQAR.A
R.AAQILVPDFLGPGAKVDDEDNVLPSTLVER.Q
K.VDDEDNVLPSTLVER.Q
K.GFLEALAEAGLTLPPELNAPGNYR.Y

YP_618071 Sala_3034 protein of unknown function DUF1124, sugar phosphate isomerase putative 36.87% 5 R.FADYFYANSQDEAISAYLTSLSAER.A
K.IALITENSQAAK.N
K.GFGWAAELNLQDVYAK.L
K.NVDQDLLR.A
K.ASLTYVMNGLLAGILLNSK.A

YP_618072 Sala_3035 2-deoxy-D-gluconate 3-dehydrogenase 45.42% 5 R.VALVTGANTGIGQGIAFALADAGADIAAAGR.S
K.GVNVNAIAPGYIATNNTAALQADETR.S
R.IDILVNNAGIIR.R
R.KADNFAADLSSVAAVQPLVDTVLAEFGR.I
R.WGDPADIGGAAVFLASR.A

YP_618073 Sala_3036 PfkB 21.05% 3 R.AGSSFAASGAGDYDWDALLDGAALLHLSGITPALGPR.S
R.DLSLVLGQVFSGEGEDR.R
R.AVLSELIGSADILYGNHR.D

YP_618078 Sala_3041 TonB-dependent receptor 21.27% 9 K.AGQPSGNTNAWIVPDLDAGTALIDLYNRPAVLQQGEQR.A
R.YNDLTENVDPR.L
R.NYENNHYGR.T
R.LAGLIAWTDADR.T
R.ITSGNPFLDPFR.A
R.GIDVSNYTIDEDNNLIAADLDNVYIRTER.Y
R.DSISAVDVIVAEDIAKFPDQNLAESLQR.I
K.SNVDYTIAGPLAYDPVDNRLEAQPAGVYTQPLLNLAK.R
K.FPVLSFGPGIEDPSSFVLAEFR.D

YP_618086 Sala_3049 methylmalonate-semialdehyde dehydrogenase 47.08% 18 R.FGDVFDPNNGGVQAR.V
R.VNVGMVGINVPIPVPVAYHSFGGWK.R
R.APDFETALELPSK.H
K.AAQPAWAATNPQR.R
R.VGVSTDTEAHYGPVVTEAHK.E
K.VIADSKGDIQR.G
K.NHGIVMPDADLDQVVNDLTGAAFGSAGER.C
K.GEYTQGAGPGIDVYSMR.Q
R.LVEANMNQLAEMLSSEHGK.V
R.VGVSTDTEAHYGPVVTEAHKEK.V
R.QIDHHIVGGAAGSAR.F
R.SAFGDTNQHGMEGVK.F
R.VNVGMVGINVPIPVPVAYHSFGGWK.R
R.GFTLQGHEK.G
R.APDFETALELPSKHQYGNGVAIFTR.N
R.VQAMGGAK.N
K.NHGIVMPDADLDQVVNDLTGAAFGSAGER.C
K.FWTKVKTVTAR.W

YP_618087 Sala_3050 hypothetical protein 56.21% 9 R.VDGDTIPPALR.G
R.FYESHGELVR.V
R.KGADLTALTIGATDLR.F
R.LTLELVDGGQALVR.R
R.RLTLELVDGGQALVR.R
R.FSGEGEEWDR.R
R.PAPAESPATAEAAASATDGAR.V
R.DAGEGAAADAMR.Y
K.GADLTALTIGATDLR.F

YP_618089 Sala_3052 Endoribonuclease L-PSP 23.08% 2 R.MYITDPADADLVGR.A
R.NHSSASPFEPVYGYSR.A

YP_618090 Sala_3053 Acyl-CoA dehydrogenase 64.30% 19 R.IVNDALQLFGGYGYLKDYPIER.F
R.IVNDALQLFGGYGYLK.D
R.DRQQFGQPVADFQNTQFMLADMATDLEAAR.A
R.ITPFAAEWDEASHYPVDVWK.A
K.VTANAPDKSR.F
R.FAMAGLDGGR.L
R.VHSILEGTNQVMR.M
R.VGAEGDGFR.F
K.AAGELGFGAIYVAEESGGIGLGR.L
K.VTANAPDK.S
K.IASYCLTEPGSGSDAAALK.T
R.LNIGACSLGGAQR.C
R.DGDHYVLNGTK.Q
R.CLDEAITYTR.D
R.ALLYMAAAK.V
K.RLATDNGSR.I
K.RDGDHYVLNGTK.Q
K.LGWNASPTAQVIFEDCRVPVENR.V
K.DTPGLSFGAPEKK.L

YP_618091 Sala_3054 Enoyl-CoA hydratase/isomerase 53.13% 13 R.IGGILGELSVAAPPAAITR.H
R.VGVFLALTGAR.L
R.ADDGIEAVTIEHSEGR.G
R.FAMPETGIGLFPDVGGGWYLPR.L
R.ALIIDKDNSPK.W
K.WRADDGIEAVTIEHSEGR.G
R.LFASDRYEDILAALEADGGEWAEK.E
R.VVQMHDFIEGVR.A
K.EGAVMHDFAAEMAQEYAIGSR.V
R.LDGAECLALGLATHYLPSEK.L
R.FAMPETGIGLFPDVGGGWYLPR.L
K.AIHALNLAMCQAMIDALLK.W
R.LNHLLFTYPK.P

YP_618092 Sala_3055 Enoyl-CoA hydratase/isomerase 62.31% 11 R.VVQHESLVDEAVK.T
K.AFAAGADIK.E
R.MMDAEEAER.S
K.LGVAPGMGGSQR.L
R.LFQILAATEDKAEGMAAFIEK.R
R.CAVLTGSGDK.A
R.LFQILAATEDKAEGMAAFIEKR.E
R.GAVTLVTLNRPQALNALNSGVLDDLIAAFAAFEADESQR.C
.MTYETLLVETR.G
K.EMADKPAADFYLEDFFSK.W
K.DMVNAAFETTLDQGLIYER.R

YP_618093 Sala_3056 3-hydroxyisobutyrate dehydrogenase 34.36% 7 K.AVIHAGDAGAGQAAK.I
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R.SNIEAATAK.G
R.ELYEAFVEADKDGR.D
K.GLVAVDAPVSGGIAAANAGTLTFMVGGTEEGFAR.A
R.ELYEAFVEADKDGRDFSAIIR.T
R.AYDLSEEALTR.A
K.GGFAAALMLK.D

YP_618094 Sala_3057 Inorganic diphosphatase 68.54% 9 R.YPANYGFIPHTLGDDGDPLDALVVAR.S
R.SPIVAGAVVK.C
K.ASGALFVDR.F
K.LNGWGDVDEAKR.I
R.IDLIPAGDSPPDSLNVLIEVPIGGEPVKYEFDK.A
R.IDLIPAGDSPPDSLNVLIEVPIGGEPVK.Y
K.LLCVPVNK.T
K.LNGWGDVDEAK.R
K.DVASYTDMPPIVLQQIEHFFTHYK.D

YP_618096 Sala_3059 cystathionine beta-lyase 44.75% 10 R.DFSGPSGLFGFTLK.G
R.LIFLESPGSLTFEVQDVPAITGVAR.A
R.LSIGLEDPADLIADLER.G
R.ASTILYDTVADLK.A
R.LGVTTTYYDPLVGAAIAELIRPETR.L
R.VLHPALAGDGGHAIWAR.D
R.LGGGIVNPPVWR.A
R.HGENGLVVANWLAAR.G
R.WTDPDPLVR.L
R.GVLTMIDNTWATPLLFPALAHGVDVAMMSLTK.Y

YP_618098 Sala_3061 3-mercaptopyruvate sulfurtransferase 59.14% 16 K.LFGAHDVALLDGGLAK.W
R.SLPHSELFNADGTWK.R
R.IVLYDDSPLK.S
.MDALVSTDWLER.E
R.MQSLGLGDGSR.I
K.DDVAVYDGSWLEWGADAATPK.A
R.AEYEAGHIPGAVFMDLADLTDTSSAIENMAPPAEK.F
.MDALVSTDWLERELGASDLR.V
R.TKEQMLANLDSGAEQVVDAR.P
R.SLPHSELFNADGTWKR.G
R.TKEQMLANLDSGAEQVVDARPAAR.F
R.TKEQMLANLDSGAEQVVDARPAAR.F
R.PGLAPGHIPGSR.S
R.MQSLGLGDGSR.I
.MDALVSTDWLERELGASDLR.V
.MDALVSTDWLER.E

YP_618099 Sala_3062 hypothetical protein 32.56% 8 R.VVPTQPDTASTPAPAPAR.R
R.AAPVGPALDEAPEAAPPPR.A
R.LQPEDDGRAPGVQGPADNGLPPVAPGER.R
R.FAADHVAVGFALNLLNQGSAEATGLMVR.I
R.RPAPAATDAPR.A
R.RGPPTPAPTPAPTSPATPPR.V
R.IALGQGSAMTEPVLGR.F
R.APGVQGPADNGLPPVAPGER.R

YP_618100 Sala_3063 GTP cyclohydrolase I 28.85% 3 R.GGIPIDVFWQSGPPPAGLWLPDQGVAPYR.G
R.IGGYWYPR.G
R.AGELYLVR.F

YP_618105 Sala_3068 3-hydroxyacyl-CoA dehydrogenase, NAD-binding 59.38% 41 R.ERPVFGDVAVIER.L
K.LLLEGATPAQVDK.V
K.HGFEIAPLLK.A
R.EITDQEIIER.T
R.LPFDEGLAFER.E
K.EMGLVDELAGEDSLAADAIAFAR.A
R.VAEIIEEFR.K
R.GGPMFWAGLEGTDK.I
R.ASDIDVVWIYGYGWPVYR.G
R.GGPMFWAGLEGTDKIVAALEK.H
K.LMFGSQSAAQR.H
K.LGLLPGAGGTQR.L
R.KNYDASAAK.G
R.IVGVEAAATMTSTGDPVPAPK.A
K.VGIIGAGTMGGGIMMNFLQK.G
K.RNPSESPR.V
K.AKEMGLVDELAGEDSLAADAIAFAR.A
K.AALADDSVK.A
R.VAEIIEEFRK.K
R.HIFFAER.Q
R.GPDFNAVLNSIEVASK.P
K.TAPDALATAMATGK.K
K.NYDASAAK.G
K.KQAGFYDYDEK.R
K.DGEIAVIIVNNPPVNALSWHVR.Q
R.GFEAPYANLACVEAATR.L
R.CAGATFIAGADISEFGKPPR.G
K.VAVVAGVCDGFIGNR.M
K.TAPDALATAMATGKK.I
K.REITDQEIIER.T
K.GIPCTIVEMAQDALDR.G
K.AALADDSVKAIVLR.C
R.LPFDEGLAFEREQFMK.L
R.IVGVEAAATMTSTGDPVPAPK.A
R.ILEEGKAQR.A
R.IENIRDALCAEGR.W
K.TAPDALATAMATGK.K
K.LLEVVRGEK.T
K.IVAALEK.H
K.EMGLVDELAGEDSLAADAIAFAR.A
K.AKEMGLVDELAGEDSLAADAIAFAR.A

YP_618106 Sala_3069 beta-lactamase 30.50% 9 R.DTGVFVAGGGNVPFLTRPPAQPVR.M
R.IEGKPFAEVLQER.I
R.IFGPLGMVDTGFK.V
K.VAADQQHR.L
R.IDDFDADYTMDSFIAALAK.I
R.PGEALKDDAIFR.I
R.LTDAHAFHPK.D
R.LDRIPAFLEAK.Y
R.HTAGLTYGFQER.T

YP_618107 Sala_3070 short-chain dehydrogenase/reductase SDR 9.36% 2 K.VAAQQLTGSGVR.V
K.VAIITGAGSGIGR.A

YP_618108 Sala_3071 short-chain dehydrogenase/reductase SDR 15.12% 2 R.FGEGTAIAVAANISSKDDLQNLVNETR.A
K.ATAEAMAEQGAK.V

YP_618109 Sala_3072 aminoglycoside phosphotransferase 13.40% 4 R.LIAFLPATLPEQTR.T
R.VIDGTASSAHAK.A
K.FAGGQSNPTYK.I
R.KPFGPLLPSAHAVDR.E

YP_618110 Sala_3073 Alcohol dehydrogenase, zinc-binding 20.94% 6 R.GLLDLDSIIAETIPLDR.I
K.LGATDVVDALSDDAAK.Q
R.IIAADPIPEKR.E
K.KLGATDVVDALSDDAAK.Q
K.GGVDHAIEAVGRPASASLAVASLR.R
R.LVDFYLR.G

YP_618111 Sala_3074 acyl-CoA dehydrogenase-like protein 52.68% 14 R.IADGPDEVHAR.A
K.HSPAADPGFSSGDIGVSR.
K.TIAEQSIWEQR.I
R.TIGVAEEALEK.M
R.IERDGDDYIINGTK.W
K.VQAPNMALQIIDDAIQAHGAGGVSEDFGLAK.A
K.VIQVVEDLKAEAK.A
K.WWSSGAGDPR.C
R.VNAEEAMLLGEGR.G
K.AAGIWNLFMPPR.S
R.SAFLMTEPAVASSDATNIETR.I
R.IGFASEVFNCSAPDTGNMEVFHR.Y
K.VRPAVPTYYEQDAAGDRWK.V
R.HAQQSMLVVPLDAPGVTIK.R

YP_618114 Sala_3077 acyl-CoA dehydrogenase-like protein 11.20% 3 R.SPLDSFGIWMLGPALLK.F
K.AYGGAGLTPER.T
K.FGTEEQKVHYLNQIAR.G

YP_618115 Sala_3078 acyl-CoA dehydrogenase-like protein 25.54% 7 R.NLTPSPFLSTSVGAVAALAK.A
K.AQQLLDEGSEGAK.L
R.WLPAIASGEAIVALAIDEGAK.H
K.TDGGITLFAVPK.D
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R.DSADATGFSR.D
R.LIGEFQGLQHR.A
K.AGGTQAGR.W

YP_618116 Sala_3079 short-chain dehydrogenase/reductase SDR 72.66% 16 K.SPFFLTQALHGLLK.A
K.TAQIEEAVADFETR.Y
R.KTAQIEEAVADFETR.Y
R.IGVPEDMAGAAIYLASK.A
R.LNPWETYSYHASK.A
R.LVTDHILVTAIAPGAFQSDMNK.A
K.AGDYVVGDTITVDGGLVHGDLK.T
R.EERLDILVNNAGAAWGEPFEGFPEAGWDK.V
.MNLTDMFGLDGR.I
R.DHGDAVAK.S
K.VINIGSIDGMR.L
R.LVTDHILVTAIAPGAFQSDMNK.A
R.LDILVNNAGAAWGEPFEGFPEAGWDK.V
K.AAILYLTK.R
K.MIVEGYLAAGAAR.V
K.AAGTHERPAK.V

YP_618117 Sala_3080 hypothetical protein 18.60% 2 K.VTTVDVNATEKDGLDNTTVK.L
K.VAADWMAAEFAK.K

YP_618118 Sala_3081 Phosphoenolpyruvate carboxylase 77.62% 61 R.VLAELFNISGVEADYLTLDEAAR.V
R.ITEQGEVIAAK.Y
K.LFVADEIDNALTYLR.D
R.IAEGIQLTINAIATALR.N
R.GIAGAEAIDPGLDALSLDDTIAFVR.G
R.AHDGLLEITGQTR.L
R.AIPWVFSWAQAR.T
R.YAGLASQIDGHDAIFGR.I
K.LKADGIDSAAVAALLNAALIAPVLTAHPTEVR.R
K.ADGIDSAAVAALLNAALIAPVLTAHPTEVR.R
R.IGSWIGGDRDGNPFVTAETLR.M
R.LLEKNPALEASIR.L
R.GLVYDTPAFR.D
R.DLVTIASGLSASGK.G
K.DAIVQWIISK.A
R.QGIAAEPEATVAAALEK.L
K.AESLSDLLEVHVLAR.E
R.FTAAMDALSDTAFAAYR.G
R.DAGLDETPEGDVVEDAIR.R
R.AMTPIAEIATLK.I
K.GQLAGIGALGR.L
R.QVVLLWQTR.P
R.GGGSAFAAIR.A
R.TMLPGWYGTGEAFAAFADK.A
R.LPYIEPLNLLQIELMK.R
R.LGKDAIVQWIISK.A
R.IRITEQGEVIAAK.Y
R.GFMLFSMLANLAEDR.Q
R.DGNPFVTAETLR.M
R.AVEVFGFHLATLDMR.Q
K.NPALEASIR.L
R.IGSWIGGDR.D
R.GHQEVMIGYSDSNK.D
R.LRLPYIEPLNLLQIELMK.R
R.EGGLWSAESR.D
R.DVFLPVVPK.L
K.YGTIDSAATNLEAMVSASLLASLEPEAMGAK.E
R.TKSTAIEDLR.A
R.DAGLDETPEGDVVEDAIRR.Q
K.ELGVNRPLAAPWHEWSEETAGELAIVHAAADVR.K
K.DGGYLTSTWGLHQASAALTPVFEQADTAMQLFHGR.G
R.TMLPGWYGTGEAFAAFADK.A
R.QNSAVHER.V
R.LSATYAAITGKPPPRPGALK.G
R.LSATYAAITGKPPPR.P
R.AYGGDKLFR.Q
R.AQPAGTVQGR.I
K.YGTIDSAATNLEAMVSASLLASLEPEAMGAK.E
K.STAIEDLR.A
K.SDMGIAAR.Y
K.GEPYAAPGDFR.R
R.MRDAGLDETPEGDVVEDAIR.R
R.ILGDVIR.A
R.GFMLFSMLANLAEDR.Q
R.GFMLFSMLANLAEDR.Q
R.FTAAMDALSDTAFAAYR.G
R.AVEVFGFHLATLDMRQNSAVHER.V
R.ALSGIYAR.L
K.YGTIDSAATNLEAMVSASLLASLEPEAMGAK.E
K.GEPYAAPGDFRR.D
K.ADGIDSAAVAALLNAALIAPVLTAHPTEVRR.K

YP_618119 Sala_3082 lipoprotein-related protein 23.40% 2 R.VEIALADVSLADAPSTTVAR.Q
R.QVPFAFSLTVDQR.Q

YP_618123 Sala_3086 cobalamin adenosyltransferase 58.03% 8 R.IQNELFDLGADLATPPDAER.G
R.ALNPLALTYLNR.L
K.SFILPGGSEAAAR.L
R.TGDDGTTGLVGGSR.I
R.LEEEIDAMNAALDALK.S
R.SAVAAAADR.A
R.LSDHLFVLAR.S
R.SINGAAGGDVLWKPGATR.

YP_618124 Sala_3087 protein of unknown function DUF323 20.57% 5 K.HLFAQNPLGPAVWPR.D
R.TDASTCSDPIEALTGR.F
R.PVTNGEWQQFIDDGGYR.T
R.DHVPGYALFDDRFPYLFNSYYEAEGPR.H
R.AAPGAVGEYNGK.F

YP_618125 Sala_3088 hypothetical protein 68.90% 18 K.TPLLLAAIDPAAYVPVDISGDFLR.D
R.QISEDDTGVDVAFR.A
R.AVVELGSGSSTK.T
K.GETIHSENSHK.Y
R.AYDDPAGVTAAFNLNLIER.I
R.LPVYPVEADFTQK.V
R.IKDIAVLER.A
R.ADVHAGLSQTPK.A
R.HAADIAATIGPGR.A
R.DSAEALAAR.F
R.AALGDGSLMLIGIDR.I
R.AGGWTPIATWDDADPAFALILAEATEFR.S
K.LGFFPGSTIGNMVAR.T
R.WFYDTTGSALFEDITALPEYYPTRSETDLLTR.H
R.WFYDTTGSALFEDITALPEYYPTR.S
R.AALGDGSLMLIGIDR.I
K.TPLLLAAIDPAAYVPVDISGDFLRDSAEALAAR.F
K.LGFFPGSTIGNMVAR.T

YP_618126 Sala_3089 3-hydroxybutyryl-CoA dehydrogenase 74.31% 14 K.FRPAPLLVQYVEAGWVGK.K
R.GLATSDDTLATVEAYGR.G
R.GFYDWTGDKPVPTR.
K.QIVHANDAPGFIVNR.V
R.VLQSGTGDPK.F
R.LAQAAPDPAR.F
R.ITPVADHAAFAPSDLVIEAATER.E
K.MAQSDADMLLAR.I
R.VLMPLINEAIFALGEGVATMQDIDAGCR.L
R.AIFASVGEHLSATAILASNTSSIPITR.L
R.VLMPLINEAIFALGEGVATMQDIDAGCR.L
R.PAPLLVQYVEAGWVGK.K
R.ITPVADHAAFAPSDLVIEAATEREEIKR.A
.MIVGVIGAGQMGAGIAQVSAGAGHDVLLADIDLAR.A

YP_618127 Sala_3090 hypothetical protein 43.90% 5 K.LLEIQEAPYSLAGLGR.C
R.VAGTIAGSVIPFR.G
R.EVQELDAVLGPDVNEQVDK.S
R.GLIGEITGANAER.R
R.YALAVYAGTVR.R

YP_618129 Sala_3092 hypothetical protein 33.00% 3 R.GPAVFIGEAKPNLGLAWPVNSVR.V
R.GNFAEFHTQPSAGNSR.V
R.GLTIQSIRPVGDDGGWNPHPPANDQSVR.G



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

YP_618131 Sala_3094 protein of unknown function DUF165 10.08% 2 R.ESAGTGTTWLAIR.G
R.LAAFDMILGQSPR.L

YP_618132 Sala_3095 acetylglutamate kinase 55.96% 16 K.SGALLTDLDR.A
R.FFLLTDVAGVLDK.S
R.IPHAMLLEIFTTR.G
R.VTDAATAEVAEMVLAGK.I
R.SEADPSSGIER.H
K.INKEIVGWIAGLGGR.A
K.EIVGWIAGLGGR.A
K.AETLVEALPYLQR.Y
K.RSEADPSSGIER.H
K.DANLVLAEK.V
R.YAGQTFVIK.Y
K.RFFLLTDVAGVLDK.S
K.QLGIESTFVGGLR.V
K.YGGHAMGDPEAQRDFAEDVVLLK.A
K.YGGHAMGDPEAQR.D
K.AVGINPVVVHGGGPQIGAMLK.Q

YP_618134 Sala_3097 Methylenetetrahydrofolate dehydrogenase (NADP+) 44.70% 9 R.APGLAVVLVGDDPASAVYVGSK.G
R.RADIVVAAVGR.A
R.LAATATQDEVEALLR.Q
R.LGDLSGKDAIVIGR.S
R.IADAVPAFR.A
R.LVGDVDYAAALGVADAITPVPGGVGPMTIACLLR.N
R.ADIVVAAVGR.A
K.GDWIKPGAIVIDVGINR.L
K.ATVAAGMASFEHR.L

YP_618135 Sala_3098 hypothetical protein 33.48% 5 R.NRPLAANPSAFVAAEIAFAR.L
R.WVLDHGDALATPRPAPDFIASK.Q
R.WVLDHGDALATPR.P
K.AQADPAEAVK.W
K.WQPHAVYVSCDGNAAATTGAWQK.G

YP_618138 Sala_3101 OmpA/MotB 74.78% 19 K.AAIGGVGGALGGYLLGDLIGGR.S
R.RAASVADYLAGR.G
R.AASVADYLAGR.G
R.SALDNVAATLAEYPSTYIDVYGHTDSTGSETYNQGLSER.R
K.IVGAGIGAVAGAGVGYYMDQQEK.K
R.TAGTGIDVER.Q
R.IAPVTQADVNAAG.
R.QGDQLVLNMPGDVTFDLNSAMVK.S
R.MATLGYGESQLK.C
R.ERTAGTGIDVER.Q
K.IVGAGIGAVAGAGVGYYMDQQEKK.L
R.SALDNVAATLAEYPSTYIDVYGHTDSTGSETYNQGLSERR.A
R.QGDQLVLNMPGDVTFDLNSAMVK.S
R.QGDQLVLNMPGDVTFDLNSAMVK.S
R.MATLGYGESQLK.C
K.IVGAGIGAVAGAGVGYYMDQQEKK.L
K.IVGAGIGAVAGAGVGYYMDQQEK.K
R.QGDQLVLNMPGDVTFDLNSAMVK.S
K.CAPERTEADYQCNR.R

YP_618139 Sala_3102 protein of unknown function DUF21 29.18% 9 K.IGAPLVWLLDR.S
R.LGIELPGDRDYATAAGHALAVLK.H
R.KDVDWIDISLDAR.G
R.VTAEELHLIVAEASK.S
R.QLASDPGR.F
R.GSVDEIVGVVQAR.D
R.DDGSLLIAGAMPADQMAERLGIELPGDR.D
K.VIHDQLDAMDALEALR.A
K.SGVIEESER.A

YP_618140 Sala_3103 hypothetical protein 49.73% 6 R.FQQIADWTDADVAR.I
R.DNLIDQASYLAR.G
R.IDAQLGAFQGR.I
K.LGALLNGLGITR.F
R.PRPVPPPVAEPAVEAAAIPAEPTVPPPPAPAPTAAK.A
K.ADNLQLLK.G

YP_618141 Sala_3104 phosphoribosylamine--glycine ligase 47.69% 13 R.FRGDLAALLHAAATGR.L
R.AHAIDFVVVGPEAPLVAGLADR.L
R.IADAEVGGVR.V
R.VLNVTATGK.S
R.RIADAEVGGVR.V
R.IIRPTVGTLAAEATPYVGVLFAGLMLTAEGPK.L
R.VGDGDTGPNTGGMGAYSPAPVLTPDLEVAVMER.I
R.GDLAALLHAAATGR.L
R.AEPPTFAHDYALTVVMAAK.G
R.TLVAAGGR.V
R.CTSADEALAALDGFDVPVVIK.A
R.ASIPTAAYVR.C
R.AIGVPVFGPSAAAAR.L

YP_618142 Sala_3105 exodeoxyribonuclease VII, large subunit 13.05% 6 R.TIGVVTSPTGAVIR.D
R.DAGGAIVTSAAK.A
R.QRLDDVGER.L
R.PDLVIVAR.G
R.LAFRPEDGIEVIATGK.L
K.VARPDLVIVAR.G

YP_618144 Sala_3107 peptidase M23B 13.86% 3 R.VRHDLVLTGAAEQGAVITGR.A
R.IVRPITVAAGR.W
R.GGATSDADFAR.R

YP_618145 Sala_3108 TonB-dependent receptor 68.82% 56 R.YSDYSIEGAGGYDTWTWK.A
R.VDLNNIPLALIER.V
R.VDALTGAAVTTYGADAITGVVNFVTKR.D
R.RNPITGGLDGDPSTTPGLFGLTNNQGR.L
R.KYTAQQASDLLAK.T
R.FSGTRPLDPVTGQPSTDPTVANGGLR.Q
K.AGGSWEPGAGVK.F
R.VDALTGAAVTTYGADAITGVVNFVTK.R
R.NPNLEQSTPVNVTTADTIELK.Q
R.ISDYQTTFFDYR.V
R.AIVSGDLGFASPGAVQPIGFALGGEYR.K
K.YTAQQASDLLAK.T
K.FNANVANPDSLNR.E
K.AQHYFDLTAR.F
R.NPITGGLDGDPSTTPGLFGLTNNQGR.L
R.FNMSIDYYNIK.I
R.ELPGVVANIGSAVNNGNSGASYVDLR.G
R.AIVSGDLGFASPGAVQPIGFALGGEYRK.Y
R.PFSNDTLDSYSNQFIGSGTSVPSR.F
R.NIVLLNGNR.V
R.FNIYAQANYEVSDSVEVYTR.G
R.DFAGLEVTASNQITEEGDGHIFR.V
K.VDLSLLWR.W
K.ADTWTIGLVWQPDFLPR.F
K.QSNVAEEVLR.E
R.VDATIGANFDDGR.G
R.FTLGFDKVDLSLLWR.W
R.VAPSDVNGRVDLNNIPLALIER.V
R.RTPEVGPR.I
K.NTVSTIIAPSGSFGGTVTVNLNNPYLPSTLR.N
R.GNAVLSIGYQQADPVYQGAR.P
R.GGITDTIDWSVEGAYGESENIQTIQNYTLQSR.F
R.QVNAAGAAVPTFATYNFNPFNIFQTPFER.F
R.ECVGYYSVNCSFTGSIQPEFQFSNR.F
K.FNANVANPDSLNRECVGYYSVNCSFTGSIQPEFQFSNR.F
K.INDVLGTPLPGDIIAACFDNVTAASASDPACTSIR.R
R.VDATIGANFDDGRGNAVLSIGYQQADPVYQGAR.P
R.TDPNYREVTVTLNR.R
K.RDFAGLEVTASNQITEEGDGHIFR.V
K.INDVLGTPLPGDIIAACFDNVTAASASDPACTSIRR.N
R.VAPSDVNGR.V
R.TSLAQVR.A
R.TPEVGPR.I
K.FRGNYSR.A
R.NQFCAFNVAAAGSGLYTPR.F
R.FTPAECAAAATATGR.T
R.FNMSIDYYNIK.I
R.EVTVTLNR.R
R.SVKAQHYFDLTAR.F
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R.RYAVSAK.L
R.PLDPVTGQPSTDPTVANGGLR.Q
R.NPNLEQSTPVNVTTADTIELKQSNVAEEVLR.E
R.ISDYQTTFFDYRVGAR.G
R.FNIYAQANYEVSDSVEVYTRGMFSK.N
R.ELPGVVANIGSAVNNGNSGASYVDLRGLGSIR.N
K.QSNVAEEVLRELPGVVANIGSAVNNGNSGASYVDLR.G

YP_618146 Sala_3109 hypothetical protein 21.70% 5 R.IASLDSETLTRDPVAAIAAAMDHLGLAVDR.G
R.GFAAGEAVVVKPSNIFNPLAR.G
R.ELFENYLADGFVR.L
R.DPVAAIAAAMDHLGLAVDR.G
K.SGAAFAPGER.Q

YP_618147 Sala_3110 Aspartyl/Asparaginyl beta-hydroxylase 27.57% 6 R.YFASADASGYAVPR.
R.GAAFVASALGR.R
R.GHFPWFTEIEAQTDAIR.G
R.GELQALLADPGEALRPYVR.M
R.GIAALQAGDHEAAAQHFTAAIASDPHSGALQR.N
R.AVLIFDVWNPHMTAGER.E

YP_618150 Sala_3113 transcriptional regulator, TetR family 26.17% 3 R.HGHALTVDLPIDAPVPDVLR.N
R.AVQQFAGLCQSGLYQFAVLSLPESR.D
K.LTASPLLSLYR.L

YP_618151 Sala_3114 RND efflux system, outer membrane lipoprotein, NodT 15.37% 5 R.VGAEAGAGGVQQSR.N
R.AGLENQANQR.Q
R.TLIDALRDVADIVASR.A
R.AASATADVVALEEAIAATR.H
R.AALAAATSEAEAAR.V

YP_618152 Sala_3115 secretion protein HlyD 29.55% 7 R.GTTVDTAPEVAAAAAR.V
R.IGQPVELTSDYYGGDVVYR.G
R.IALADAEAALR.L
R.IAAGAPIMVIVPIATAYVDANFK.E
R.GSASGDLGAAEAVVR.G
R.ESIAGTGAVSAEELTAAR.A
R.APVDGIVTNR.Q

YP_618154 Sala_3118 ABC transporter related 23.61% 9 R.EFDGSIDDYVAFILGQGAGK.G
R.LIAIDAYTAPAR.A
R.IGYIAQDAPSGSATPFETVLAADAER.A
R.DAPHLLILDEPTNHLDVDAR.E
R.LVLVDGGTAR.E
R.EALVQALNGFDGAVLIVSHDR.H
R.SYPGQLVVISHER.D
R.DLLNNVVDHILHLEGGK.V
K.LAQQISAIDR.A

YP_618155 Sala_3119 4-hydroxyphenylpyruvate dioxygenase 50.69% 12 R.GILLDGSTTEGDPR.L
R.GIGGSIIYLIDR.Y
K.IRIPLNEEGAGGGGQIEEYLR.A
K.VIDHLTHNVYGGR.M
R.YGDDLSIYDIDFVYEEGVDRHPVGAGLK.V
R.YFDIKGEYTGLTSK.A
R.KKDEGFGEGNFTALFK.S
R.GAEPVETTPGPMELR.L
K.AYAEAIER.G
R.SKDVQLWR.Q
R.LPGHGEPVEELK.S
R.AYNGEGIQHIAFACDDLYAAWDR.L

YP_618156 Sala_3120 Glyoxalase/bleomycin resistance protein/dioxygenase 50.28% 6 R.VGSYDELIAAK.A
R.HADWLHAAANE.
K.AHLEANGVEVLGPTHHGIFK.S
R.VAPLMLEEWSR.T
K.SIYFFDPNGHRIELACDIGTDEQYAELR.R
K.LGGVHHAAYR.C

YP_618159 Sala_3123 phosphoribosylaminoimidazolecarboxamide formyltransferase/IMP cyclohydrolase 64.49% 27 K.AGLADLAAALVR.H
R.LLLTGDLPDPAR.G
R.GIAQAEQVQGK.E
R.APTEEELADALFAWTVAK.H
K.ELSYNNINDADAALELVAEFR.E
R.HGVELVSTGGTAK.A
K.VVTDRAPTEEELADALFAWTVAK.H
R.YGENPHQK.A
R.LAATAFAHTATYDGTIASWFAFADQGK.L
K.TIAGGWLAQSR.D
K.AALYLPAGPAGR.G
K.TLHPAVHGGILAVR.D
R.EAAESHGWASPR.T
K.GGATAGIGAGQMNR.R
K.AGLAMVFTGMR.H
K.SNAIVYAK.G
K.GAARDEIIENIDIGGPAMVR.S
R.EAGHSVLDVADLTGFPEMMDGR.V
R.HVAAMDAHGIGAIDLVVVNLYPFAATVAK.G
K.NHAFVGIVTEPEDYAAVIAEMDANGGAMTLDLR.K
K.AREAAESHGWASPR.T
R.DEIIENIDIGGPAMVR.S
R.DDEVIAAANK.A
R.ALLSVSDKAGLADLAAALVR.H
K.RLAATAFAHTATYDGTIASWFAFADQGK.L
K.HANPCGVATAASLSQAYDAALK.C
K.GGATAGIGAGQMNR.R

YP_618160 Sala_3124 3-phytase 13.74% 3 R.ADAADDPAVWVDPANPNR.A
R.YLIASSQGDNAYAVFR.L
R.LDGAKPAITALGR.V

YP_618163 Sala_3127 Heparinase II/III-like protein 30.57% 12 R.ADGAPIAEAVVR.H
R.LGGGPLWQFR.T
K.VLETSFYADGGNISR.S
R.LLILSPNGR.E
K.LLGVPADPVPGDPR.A
R.TTAAHSTLTLADSNSTAILPGGALGK.G
R.NISASLTADGLGALLR.L
R.KVLETSFYADGGNISR.S
R.ILFWAAHAPLILSSSDLVYR.S
R.HWLGTHGETVSEPAWR.A
K.LPLGDLDFASLTVAPAFADYLHSFAWLR.D
K.AVLLADAAPPPIAR.V

YP_618164 Sala_3128 Ribulose-phosphate 3-epimerase 30.04% 5 K.QAGVSLNPATPAK.M
R.LEVDGGIDAATAPR.A
R.IAPSILSADFAK.L
K.GGPGAYADNIR.R
R.AISAGADVLVAGTATFK.G

YP_618168 Sala_3132 Squalene/phytoene synthase 7.65% 2 R.DVAEDAAADR.C
R.AVIDDIVAGFDLDAR.D

YP_618169 Sala_3133 conserved hypothetical protein 730 52.85% 5 R.GIGVVYGGGR.L
K.PVGLLNAAGFYNDLIAFNR.R
R.LGLMGAVADSALEAGGEVIGIIPEALVGAEVAHR.G
R.LAVYCGSATPDDPVYIETAR.H
R.PAHAGILIVDAGLDDLLDK.M

YP_618170 Sala_3134 amine oxidase 7.72% 3 R.LGDAVTAIHTAGDR.A
R.SVYSIVSSYVQDER.L
K.LGATAFLDFR.A

YP_618174 Sala_3138 apolipoprotein N-acyltransferase 6.98% 3 R.ATPTGISAVIDADGR.I
R.LAPGDIDFWPGPGPR.T
R.AIEEGLPVVR.A

YP_618175 Sala_3139 Methionine adenosyltransferase 84.98% 27 K.GVFEDGEWAPGALDEIEATVR.R
R.FEIGGPDGDAGLTGR.K
R.EIGYEQAGFHWNR.F
K.YVLGVIADVLPAELLTANTVYHINPTGR.F
R.THLGLNKPIYR.Q
K.VADQISDSIVDLFLAKDPEAR.V
K.AGIAPFLEPDAK.S
K.VADQISDSIVDLFLAK.D
R.NSFLFTSESVSEGHPDKVADQISDSIVDLFLAK.D
R.KYVLGVIADVLPAELLTANTVYHINPTGR.F
R.KAGIAPFLEPDAK.S
R.YANERPVEATAIVVSTQHAPGYYFHNGEGDEAK.Y
R.NSFLFTSESVSEGHPDK.V
R.IEAVLPQLVR.L
R.FEIGGPDGDAGLTGRK.I
R.TDLVDKLK.A
K.GVFEDGEWAPGALDEIEATVRR.T
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K.NIVAAGLAR.R
R.QADGDAFPWER.T
R.SAAYITR.Y
K.IIVDTYGGASPHGGGAFSGKDPTK.V
K.IIVDTYGGASPHGGGAFSGK.D
R.VACETLTTTQLVVLAGEIR.C
R.QTAAYGHFGR.Q
K.IIVDTYGGASPHGGGAFSGKDPTKVDR.S
R.FENNLHGQSPQIAQGVDEGAGK.D
K.DEGAGDQGIMFGYASDETPDFMPATLDYSHK.I

YP_618176 Sala_3140 tRNA (guanine-N(7)-)-methyltransferase 27.80% 5 R.RIPDGALAFVYLLHPDPWPK.A
R.AGQQDLVDTLLPQIAVPLDGEVTAR.R
R.IPDGALAFVYLLHPDPWPK.A
R.MMNDGPLDLIAAKLK.P
K.ARAQGHEVWYFR.W

YP_618178 Sala_3142 transcriptional regulator, LysR family 29.87% 6 R.SVGLTQAGEMFFER.A
R.SFSAAAADLGVSPSAISQTIK.A
R.AFIDYVRDNLPDDITR.
R.MGESLDADVVAVR.L
R.FVVAGAPSYFAR.H
R.AAPAYSGLADAYEAAR.N

YP_618179 Sala_3143 protein of unknown function DUF81 25.49% 3 R.NIDWPLFLR.L
R.IHVVEIFTTGASGLSHLFHR.N
K.VVAPLAAVGGFLDAAGGGGWGPVVTSNLLVQGGEPR.K

YP_618181 Sala_3145 3-oxoacyl-(acyl-carrier protein) synthase 46.30% 13 K.NAAAIAAGEMEELTESSVEFIEK.A
R.ISNEELVASFNR.Y
R.THGGIDQSGPK.T
R.DRDSHFIFGDVATAILVEDR.A
R.AIAPDGHWDILGTR.L
K.TDKLFVQEGR.K
R.LWLHQANVNMNR.L
K.EVVPMVASMIVGEMEK.L
R.NNFGFLNR.T
R.GNGELSILAEIGVAAAK.D
R.DSHFIFGDVATAILVEDR.A
R.AGRDAGDVDAVLCAASNMQR.A
K.AGILDPEHMAPR.L

YP_618182 Sala_3146 imidazoleglycerol phosphate synthase, cyclase subunit 23.92% 5 R.KPTGIDAVEHAVR.L
K.VAVNSAAVARPELVADIADR.F
R.DAGDPVEAAR.A
R.GTLLDLVSR.T
R.DGYDLALTR.A

YP_618183 Sala_3147 Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase 33.61% 5 R.ATVYGDDPAAQAR.R
R.ALYDGRLDLAEAIAAGAA.
R.RFEDAGVAALLFTDVGR.D
R.VIIGTAALKDPEFVK.S
.LAALTIFPAIDLKAGQVVR.L

YP_618184 Sala_3148 imidazole glycerol phosphate synthase, glutamine amidotransferase subunit 23.76% 3 K.SQAYGLATLER.F
R.SVHNALVAAGADTVAVTADPDAVAR.A
K.DNVVGVQFHPEK.S

YP_618185 Sala_3149 Imidazoleglycerol-phosphate dehydratase 17.44% 4 R.KGDAIPSTK.G
R.YGEAHAPMDETLTR.C
R.HSLIDISMQVK.G
R.YGEAHAPMDETLTR.C

YP_618186 Sala_3150 protein of unknown function DUF1321 40.00% 4 K.TQAPGVDIPAHLVAK.F
R.DSLIPYDEIVQDALR.A
R.VLSQVEGTDSLPGEHHFYITFK.T
K.FPDEMTIVLQNR.F

YP_618188 Sala_3152 fumarate hydratase, class II 38.64% 8 R.LLPSLIALTDALDAK.A
R.NKFEALASNDGLVFFSGALNTLAVALTK.I
R.YDDQFPLAIWQTGSGTQSNMNANEVIAGLANEALAGTR.G
R.TESDSIGAIEVPADAYWGAQTER.S
R.MPVPIIHALARIK.G
R.AGLGELDLPANEPGSSIMPGK.V
K.LAQGGTAVGTGLNAPAGFDAAIAAELSR.A
K.LADAIAEAADAVAAGR.Y

YP_618189 Sala_3153 hypothetical protein 27.87% 2 R.YALLAATVAGAYLTR.K
R.GNHPIAGTIIGAGTLMAAR.R

YP_618191 Sala_3155 Guanylate kinase 41.82% 8 R.GTDSDEVIAAR.M
R.GVLFVLSSPSGAGK.T
R.ARGTDSDEVIAAR.M
R.APVEELLAAGK.D
R.VFVLPPTMEELER.R
R.APVEELLAAGKDVLFDIDWQGAQQLYQEAGPDVVR.V
K.MAADGAFLEWAHVFGHR.Y
K.DVLFDIDWQGAQQLYQEAGPDVVR.V

YP_618193 Sala_3157 short-chain dehydrogenase/reductase SDR 62.02% 14 R.VNTILPGIFDTPLLAGAPQNVR.D
R.GAIVNTASVAAEDGQIGQAAYSASK.G
K.VAIFDLQEEKGK.A
K.GGVVGMTLPIAR.D
R.DALGASVLNPK.R
K.VAIFDLQEEK.G
R.MKLDSTVSAVVTGGASGLGAATAR.A
K.LDSTVSAVVTGGASGLGAATAR.A
R.MKLDSTVSAVVTGGASGLGAATAR.A
R.ILVNCAGTGNAIK.T
R.DLASENIR.V
K.SAAGMLTLDPMADGER.G
R.SKEDGSIK.H
K.AIAEELGGIFCECNVTDDASVDAAFEK.A

YP_618194 Sala_3158 Acetyl-CoA C-acetyltransferase 45.24% 10 K.LAGVHPVDLGAAVFDAIAAR.N
R.LNQHGGAIALGHPLGASGTK.L
R.EIVPIEIETPEGR.E
R.NAVLASNLPDSIPAVTIDR.Q
K.LMATLLGVLDATGGR.Y
R.VPMGSVATLFIK.E
R.IHHVSVTAGDPVIMLEEPLFATEK.A
K.HGFTKDDLDAFALESHR.R
R.AGMTIADIDAYEVNEAFAPVPLAWMK.Y
K.AATEAGKFER.E

YP_618195 Sala_3159 acyl-CoA dehydrogenase-like protein 25.78% 8 R.TAYTDDHEAFR.S
K.EVAPNQAQWAEDGIVPK.S
R.VTTGFSLQSDIVTNYIVR.Y
K.LQVGWAHLDWALAR.H
R.YGSEEQKK.H
R.AFDDTVEYTR.E
K.IGQDEADTSELFFNDVR.V
R.NLDKIGQDEADTSELFFNDVR.V

YP_618196 Sala_3160 Senescence marker protein-30 (SMP-30) 69.20% 14 R.ALLGESPFWHAAEAR.L
R.LDPDGTLTEIFGGLMTSNGAAFSPDGR.I
R.LWVGSLTSDKPK.R
R.LSPAGELLHTVDLPVQRPTMIAFGGADLK.T
R.IFYHADTPTHSIHAYDVDPATGALGGK.R
R.IFYHADTPTHSIHAYDVDPATGALGGKR.L
R.PFGPPVLADKPR.Q
R.TDPATGTDAVMELAEQVGCIAPR.A
R.LYWVDIEGCK.I
R.FAEGEGRPDGAAVDAEGCYWSALWDGWR.V
K.RDAALYR.L
R.TDPATGTDAVMELAEQVGCIAPR.A
R.LSPAGELLHTVDLPVQRPTMIAFGGADLK.T
K.TAFVTSAGK.N

YP_618197 Sala_3161 Peptidyl-dipeptidase Dcp 55.91% 35 R.DGANLSPADKEK.L
K.TNENVGVFYLDNFAR.D
K.FNQGFETVEYLASAIVDMK.L
R.SSAQPVLQNATNR.K
R.LTTFYTELFLDPK.L
R.GDNGDANDTNATIAEILK.L
R.DFVEYPSQVNENWLMTPEVLSK.Y
K.LEGLFSAFSSK.L
K.SNDRVEEIDAEWSPR.L
R.VFAMWGVQTSNK.S
R.TILLMTGNETDRAEAYR.A
K.YDLDESEVKPYLQLDK.L
R.VKEEVADMQAIADAEAR.A
R.HTSGLDAQQIR.I
K.YPALAGVPR.D



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

K.TVPAGQNPLLQPWTGPYQGVPPWDKLDPELFPDAFQK.A
K.ITIEPWDYR.Y
R.LYDLGFRENTGQIPVFDPK.V
R.ENTGQIPVFDPK.V
R.SSAQPVLQNATNRK.L
K.LVDGMFWAAGR.L
R.SQQSLGGER.N
R.TFEVYNLK.T
R.AELLGFPTHAHYR.M
K.AEVQAVIDNPAEPTFENTHVPMMLAGETMER.V
R.AFVGRGDNGDANDTNATIAEILK.L
R.TILLMTGNETDR.A
R.TGEPMPQVLVDK.I
R.SGAWMTTYR.S
R.LYDLGFR.E
R.ETLAEIGMPK.E
R.DFVEYPSQVNENWLMTPEVLSK.Y
K.TPPTDVDRFER.E
K.FNQGFETVEYLASAIVDMK.L
K.AKYDLDESEVKPYLQLDK.L

YP_618201 Sala_3165 Rieske (2Fe-2S) region 6.87% 3 R.INRQVNAEDTALITR.V
R.QVNAEDTALITR.V
R.LEHAPAAGWSNK.

YP_618202 Sala_3166 FAD dependent oxidoreductase 15.21% 6 R.LVGGEEIAAAR.V
R.DAEVLPAYYDALENVAELLR.D
R.MNVALSELPR.F
R.FAGLSLEQQR.D
R.DVVGGAAVTEEFAPGFR.N
R.DHGVEISLESPVAK.V

YP_618204 Sala_3168 TonB-dependent receptor 52.08% 27 K.NYNDVDTYGAR.L
R.TYPTSDITQDNAALVEK.N
R.STAVSDDLQTVQYNPENSKDR.W
K.FLPSVTIQTAAPGFSQVYFR.G
R.HDAGYIDNIAGSR.T
R.GTLPPYGPDTLDNYEFGWK.T
R.FIGGLFWQR.Q
R.VEALAGPQGTLYGASSMAGTIK.L
K.LGNWDLTVTGGHLR.R
K.FSDDALVYATWSR.G
K.REENLQDVPLAITAIGNER.L
K.LVTNRPDPSGTYGSVGLELNSVAHGDVGGVAEGFVNAPLGER.A
R.STAVSDDLQTVQYNPENSK.D
R.QSHNIEQNYIIDNLTDLFTVTGTDSNIWLTK.Q
K.FDNSLVGFFGYNANFSSR.T
R.RGTLPPYGPDTLDNYEFGWK.T
R.EENLQDVPLAITAIGNER.L
R.WIQAALTIEGK.L
R.GVASGENANHSASLPTVGTYLDEMPITTIQGALDIHAYDLAR.V
R.TYPTSDITQDNAALVEKNYNDVDTYGAR.L
R.LALGIDLDDDWTIRPTLMGQVQK.T
R.VASPADAR.I
R.IANDSFDCTLPGSDGADNALLAPK.G
K.TNGSFAQER.S
R.GIEIDLGYR.R
R.GFRPGGINR.R
K.GTSLPVTPK.F

YP_618205 Sala_3169 Tetratricopeptide TPR_2 34.77% 13 K.LPNNWLYAPLIR.L
R.LKEDPTDVAAIR.M
R.GLDAEPGLGEIWWSLANLK.T
R.VIHEALLSDPETEVR.A
R.IGGYDEAIALYAELVER.F
R.YAEAVETLDAVLTDDPDNPAHANLK.A
R.ALELAPGFGAAR.A
R.AILAAVPASAAAHR.I
R.LSDMGAYYR.D
K.AYDDAGAPDAAFR.H
R.LMAHLDAVQPGR.V
R.DGEAADAALAAVGAAVHDEAMIAAALALAENR.L
R.AGQGDPSGDPVFILGMPR.A

YP_618206 Sala_3170 DSBA oxidoreductase 34.58% 13 K.SEVETVVADYIR.A
R.ANPQIIPEALEAQR.G
R.DAAIMALAAAR.Q
R.AGVVTDGSADATANEALFQR.E
K.APAAPDLPLFAGDAAIPLTTKPTPK.T
R.GEPLVRPEAIK.A
R.RASEFASR.T
K.ASSESLRESIGDAATR.L
R.RGAEAFADWTIGIGER.A
R.GAIAAAAER.A
R.EEPAPPPSGLEQLLAR.E
K.YDAFHHAMFAASSLDR.G
K.AGTASLWNQLR.R

YP_618207 Sala_3171 peptidase M48, Ste24p 22.70% 5 R.VQESTADAAGAQYLSK.A
R.YGIKQDDDQAYGR.T
R.SQPLIAATLGHALIATEEPAHYAEAEK.V
R.DAETEALFQDMMDPLLVAAGLQPGQVR.V
K.TAVALDNQNPFAWYQLGIVYANK.G

YP_618208 Sala_3172 ribonuclease, Rne/Rng family 63.00% 41 R.ARDESDTDGEGR.K
R.TASSAGLSALR.L
R.ASQEATFYLLNEK.R
R.VEPSLQAAFVEYGGNR.H
R.RSDEEDGESR.M
K.AALAAEAAAEAEAAEAPVTDAPAEAAEPAPK.K
R.YGVEDQLAGMLNPVVQLK.S
R.EEAEHAAAAAQR.A
R.HGFLAFSEIHPDYYQIPK.E
K.GAALTTYLSLAGR.Y
K.AVAAEATSEAATQSAAEPVAADAGETGEAADGEPR.R
R.LIEEEAAR.G
R.EHNIEQTALSTNLEAAAEIAR.Q
R.SFAPIEPIEDDEDDIPEEEDEEESDEDASDSRAPAR.A
R.EALLREEAEHAAAAAQR.A
K.KAVAAEATSEAATQSAAEPVAADAGETGEAADGEPR.R
K.GNRIEEFDFESAEHK.Q
R.MAIEVGGPPPTQR.R
K.QYADPVSLYQR.Y
R.VKQYADPVSLYQR.Y
R.IEEFDFESAEHK.Q
K.TLASSAPALIHSDSDLIK.R
R.SFAPIEPIEDDEDDIPEEEDEEESDEDASDSR.A
R.SDEEDGESR.M
R.ELHEIEELYGVSVEILPDGETEGAR.M
R.DIYHKDIEEVLVEGDEGYK.A
R.DESDTDGEGR.K
K.DIEEVLVEGDEGYK.A
R.QVMLVQVVKEER.G
R.DEEGTEGAEDAPSAVDDVQETAGDAEAASTTDEAPGTDAEAEPAAK.K
K.TLASSAPALIHSDSDLIKR.A
R.HREETR.V
K.VTRVEPSLQAAFVEYGGNR.H
K.SGGYLVINPTEALVSIDINSGR.S
R.TGVLEASTRPCPHCEGTGLVR.T
R.HGFLAFSEIHPDYYQIPKEDR.E
R.DMAGLIVIDFIDMDHGSNVR.K
R.DFDYLAR.L
R.AIRDIYHK.D
K.EALKNDR.A
K.AVAAEATSEAATQSAAEPVAADAGETGEAADGEPRR.G

YP_618210 Sala_3174 FAD-linked oxidoreductase 10.07% 3 R.LPFLTPFLQR.L
R.AVGLETLEEVVGWIR.R
R.AAIARPQSEDELAALIR.G

YP_618211 Sala_3175 threonine aldolase family protein 17.85% 3 R.TGVASAEAAVALAQTIDALPGLAWR.G
R.TDYLQGVIAALADAGFAPPIVTGSGTGTHR.I
R.LDVIIDIDPGIAR.T

YP_618212 Sala_3176 glycosyl transferase, family 51 31.62% 18 R.LASSFIGIDYDNWR.I
R.PVGASTITQQVAK.N
R.DGEGKPVHSYAR.E



Accession Locus tag Description Sequence coverage No. peptides identified List of peptides identified

K.TGGSAFSALRPGDLIAVK.S
R.VQLDYSEYPPLLVR.A
R.LRDLGVPLFGK.T
R.AYFDKDVDELALHEMAFLAILPK.A
R.SFGVQAASR.A
R.RSDSEFLEDR.G
R.NFGNSGGSGEHTMR.W
R.IEDALTKEQILELYLNEIPLGR.R
R.SDSEFLEDRGGII.
R.QDAPVQQTPGR.R
R.LASSFIGIDYDNWRIAAVLSK.S
R.IYAMQGGFDVR.L
R.IAAVLSKSAGAARIGFADGDTGTLPASAATMGYR.K
K.STGGSSYALR.N
K.DFALEALADRQPIPFAAPK.G

YP_618213 Sala_3177 peptide chain release factor 2 65.07% 20 R.ITHIPTGIVVASQNDR.S
R.EAAASGEYQAK.T
R.TGVTSTAPGDVLDGALDPFMAAALSQK.V
R.SYVLQPYQLVK.D
K.VTGEKVEVEDID.
K.VEDPTLWDNPK.A
R.AEALDHIDKITAALALLR.R
R.RLDELNAK.V
R.RLDEAITATR.A
K.VELIEYQAGEQAGIK.S
K.TEIGWGHQIR.S
K.GENAYGYAK.T
R.LDEAITATR.A
R.HTSFSSVWVYPVIDDNIEIEINEGDLK.I
R.GMKVELIEYQAGEQAGIK.S
K.ALLAGEADGNDAYIEVHAGAGGTESQDWAEMLQR.M
R.TGVTSTAPGDVLDGALDPFMAAALSQKVTGEK.V
R.RRLDEAITATR.A
R.LYEAELQKR.E
R.LDELNAKVEDPTLWDNPK.A

YP_618214 Sala_3178 Methyltransferase type 11 27.20% 4 R.VLAQDIIPEVIER.L
R.EGGQVIVVDGDRPIAQHGTPFR.L
K.LVSYDDKQHAGGYLAR.F
R.FVPEGDRPAPDAIK.V

YP_618215 Sala_3179 hypothetical protein 19.01% 2 R.LFLQGDAAALLR.A
R.APAGFAGDDAR.R

YP_618216 Sala_3180 UBA/THIF-type NAD/FAD binding fold 14.06% 3 R.ALSGWGTPLVGR.L
R.INPHVEAIAVAER.L
K.AMVAADAAWR.I

YP_618217 Sala_3181 deoxyuridine 5'-triphosphate nucleotidohydrolase (dut) 47.09% 4 R.GAGGFGSTGIESDAADETANAAGLASLSGIK.L
K.VILANLGDENFEVK.R
R.ATFAEVDRLDDTAR.G
R.HAVATGFAMAIPLGYEVQVRPR.S

YP_618218 Sala_3182 phosphopantothenoylcysteine decarboxylase/phosphopantothenate--cysteine ligase 37.14% 8 R.RPPLLIGFAAETNDVIAHAEAK.L
R.VPPLALAENPDILASVAQSSR.R
R.ILITAGPTHEPIDPVR.Y
R.AGEQFVTPLTLAALSENK.V
R.AAESQAQK.I
K.IADELDQR.A
R.MAAGIADDLATTLLLATDKPVLAAPAMNVR.M
K.QGFAIAAAAAEAGAEVLLIAGPVPLPTPPGVIR.V

YP_618219 Sala_3183 putative CcdB-like protein 26.53% 2 R.VVVPLMPVAEVEPIPR.L
R.YDVYPGAPGR.G

YP_618221 Sala_3185 2-polyprenylphenol 6-hydroxylase 52.92% 14 K.LGQTLATRPDLVGEEAAR.N
R.IPDYAAAFQAIGPAAVK.L
K.LAANLVHAFLR.Q
R.NLLTLQDALPPVAFAR.I
R.VAEIHFEAQYVPDYHNVDEFATALR.A
R.TLALIPDIIR.R
R.DIETYEWAAAHLEALGGEASR.L
K.EWIRDELGPEAALADGLR.E
R.YALSALIGAAAGAAALNWLG.
R.IREEIEATFEAPLESLYSEFDPDPVGSASIAQVHR.A
R.GKPVSELSVGQMLDGLFAITR.D
R.EAASASELSDAMAAIPEYEVPAIDWDR.T
K.GAAPPAPPLPDVTLMWER.G
K.ADGTIAAVDFGIMGR.I

YP_618222 Sala_3186 ubiquinone/menaquinone biosynthesis methyltransferases 39.22% 8 R.NVTDIPAALSEAHR.V
K.LIAGDEESYR.Y
R.GIDSLVWSEQNAEK.L
R.AGEAILDMAGGTGDIAFR.M
R.FFDAYTIAFGIR.N
K.VEPILGGLVAIHSGWK.A
K.TAMVGEVFSR.V
K.LTFPDRFFDAYTIAFGIR.N

YP_618224 Sala_3188 ribosomal protein S20 33.33% 2 K.VEAAVAAGDKDAAATALK.A
K.KVEAAVAAGDK.D



Supplemental Table SIV. Quantified proteins from all 10ºC vs 30ºC metabolic labeling experiments (A-F)

1172 proteins were quantified using RelEx (v 0.92) and are shown below. 

The quantitation parameters used were: 4 scans before; 4 scans after; 0.15 threshold factor; apply Savitsky-Golay filter with 7 points; apply S/N filer at 5; apply regression filter with 0.8 minimum correlation at 1, 0.7 minimum correlation at 10; 99% incorporation of 15N. Only proteins with two or more peptides were considered for quantitation.

The following is shown for each quantified protein: locus tag; RefSeq accession number; protein description; averaged 14N:15N fold change ratio (log2FC); the number of experiments in which the protein was quantified (N). Three statistical tests were performed: the Student's t-test, the Student's t-test accounting for replicate correlation and buffers using linear modeling, and an empirical Bayes moderated t-test. For each of the statistical tests, 

the the T-value, p-value unadjusted for multiple testing (p-value), Bonferroni adjusted p-value (p-value(BON)), Storey-Tibshirani FDR adjusted q-value (q-value(ST)) (where these exist) for each protein are shown.

The experimental averaged 14N:15N ratio (where these exist across experiments A-F); mean across all experiments; and standard deviation for each experiment is also shown

T-value p-value p-value(BON) q-value(ST) T-value p-value p-value(BON) q-value(ST) T-value p-value p-value(BON) q-value(ST) A1_1 A1_2 A2_1 A2_2 B1_1 B1_2 B2_1 B2_2 C1_1 C1_2 C2_1 C2_2 D1_1 D1_2 D2_1 D2_2 E_1 E_2 F_1 F_2

Sala_2718 YP_617756 Aspartate-semialdehyde dehydrogenase, USG-1 related 1.323 19 13.005 0.000 0.000 0.000 8.810 0.000 0.001 0.000 8.257 0.000 0.000 0.000 1.110 1.659 1.832 1.640 1.628 1.249 1.223 0.593 0.327 0.999 0.938 0.925 1.010 1.188 1.108 1.472 1.423 1.764 1.908 1.263 0.423
Sala_0588 YP_615642 bacterioferritin 2.076 13 10.281 0.000 0.000 0.000 8.879 0.000 0.004 0.000 9.160 0.000 0.000 0.000 2.892 3.220 2.746 2.670 1.663 1.751 1.361 1.591 1.497 1.974 1.091 1.402 2.907 2.059 0.722
Sala_1951 YP_616996 outer membrane chaperone Skp (OmpH) 0.993 20 13.012 0.000 0.000 0.000 7.136 0.000 0.004 0.000 6.540 0.000 0.001 0.000 1.197 1.062 1.221 1.357 1.214 1.152 0.854 0.835 0.793 0.947 1.251 1.287 0.553 1.219 1.202 1.221 0.314 0.126 1.466 1.238 1.025 0.352
Sala_1319 YP_616366 glyceraldehyde-3-phosphate dehydrogenase, type I -1.025 20 -10.950 0.000 0.000 0.000 -6.808 0.000 0.007 0.001 -6.410 0.000 0.002 0.000 -0.460 -0.296 -0.914 -0.929 -1.125 -0.940 -1.564 -0.896 -0.455 -0.665 -0.882 -0.286 -1.544 -1.228 -0.830 -1.359 -1.201 -1.200 -1.289 -1.553 -0.981 0.401
Sala_3101 YP_618138 OmpA/MotB 1.244 20 11.290 0.000 0.000 0.000 6.163 0.000 0.020 0.001 6.278 0.000 0.002 0.000 1.857 1.890 1.883 1.917 1.754 1.742 1.624 1.484 0.095 1.218 1.481 1.402 1.555 1.137 0.744 1.043 1.094 1.145 0.488 0.604 1.308 0.518
Sala_0801 YP_615854 two component transcriptional regulator, winged helix family 0.769 20 16.391 0.000 0.000 0.000 7.922 0.000 0.001 0.000 6.168 0.000 0.003 0.000 0.623 0.768 0.756 0.649 0.717 1.073 0.971 0.502 0.559 0.633 0.860 0.959 0.712 0.789 1.082 0.718 1.097 1.037 0.422 0.477 0.770 0.210
Sala_0100 YP_615158 hypothetical protein 1.303 13 6.054 0.000 0.055 0.001 5.977 0.000 0.275 0.010 6.194 0.000 0.012 0.001 1.210 1.752 1.589 1.367 1.454 1.416 0.487 0.553 -0.186 0.182 1.173 2.120 1.710 1.141 0.679
Sala_0504 YP_615558 Phasin 1.288 19 11.155 0.000 0.000 0.000 5.180 0.000 0.147 0.006 5.491 0.000 0.017 0.002 1.831 0.629 1.288 1.370 1.360 1.639 1.003 1.368 0.105 1.067 1.744 2.041 1.789 1.357 1.095 0.636 0.783 1.756 1.800 1.298 0.507
Sala_0617 YP_615671 phosphoserine aminotransferase -0.862 17 -11.402 0.000 0.000 0.000 -5.689 0.000 0.117 0.005 -5.299 0.000 0.036 0.002 -0.933 -1.153 -1.293 -0.802 -1.194 -0.437 -0.993 -0.608 -0.783 -0.700 -1.104 -0.868 -0.146 -1.094 -1.194 -0.675 -0.579 -0.856 0.310
Sala_1229 YP_616277 polyhydroxyalkote synthesis repressor, PhaR 1.298 11 6.757 0.000 0.048 0.000 5.972 0.002 1.000 0.029 6.007 0.000 0.030 0.002 1.615 0.842 1.263 0.604 0.634 0.315 0.873 1.975 2.113 1.380 1.416 1.185 0.581
Sala_1913 YP_616958 TonB-dependent receptor 0.706 20 8.195 0.000 0.000 0.000 6.017 0.000 0.026 0.002 5.146 0.000 0.035 0.002 0.915 1.544 1.099 0.827 0.700 0.673 0.469 0.761 0.387 0.646 0.436 0.364 0.054 0.205 0.155 0.431 1.038 0.959 0.796 0.954 0.671 0.366
Sala_2845 YP_617883 transcription termition factor Rho 0.778 20 6.963 0.000 0.001 0.000 5.247 0.000 0.103 0.005 4.916 0.000 0.062 0.004 0.590 0.193 0.114 0.498 0.434 0.697 0.423 0.558 0.481 0.679 0.777 1.046 0.580 0.117 0.539 0.610 1.001 0.966 1.617 1.855 0.689 0.442
Sala_1146 YP_616195 Entericidin EcB -5.068 1 -9.623 0.000 0.108 0.006 -5.068 -5.068
Sala_2255 YP_617297 Acetoacetyl-CoA reductase -0.599 20 -13.362 0.000 0.000 0.000 -5.685 0.000 0.047 0.003 -4.621 0.000 0.131 0.007 -0.867 -0.323 -0.571 -0.224 -0.581 -0.320 -0.780 -0.650 -0.300 -0.562 -0.582 -0.708 -0.673 -0.550 -0.478 -0.946 -0.502 -0.568 -0.756 -0.836 -0.589 0.197
Sala_1223 YP_616271 Carbamoyl-phosphate synthase L chain, ATP-binding 0.867 19 8.109 0.000 0.000 0.000 4.593 0.001 0.418 0.012 4.605 0.000 0.150 0.007 1.121 1.684 1.426 0.756 0.514 0.705 0.856 1.204 0.364 0.330 0.667 0.702 -0.277 0.883 0.503 0.980 0.945 0.948 1.216 0.817 0.439
Sala_0252 YP_615308 GrpE protein -0.759 17 -6.862 0.000 0.004 0.000 -4.926 0.000 0.375 0.012 -4.622 0.000 0.177 0.008 -1.109 -1.239 -0.375 -0.491 -0.662 -0.554 -0.254 -0.959 -1.015 -1.582 -0.318 -0.023 -0.306 -1.332 -1.231 -0.514 -0.718 -0.746 0.448
Sala_1480 YP_616526 colDNA-shock DNA-binding domain protein 4.563 1 8.665 0.000 0.191 0.008 4.563 4.563
Sala_1566 YP_616612 DNA-dependent epimerase/dehydratase 0.840 18 5.884 0.000 0.017 0.000 4.505 0.001 0.598 0.015 4.498 0.000 0.214 0.008 0.893 1.312 1.084 0.815 0.735 0.523 0.315 0.396 0.660 -0.246 0.085 0.505 0.235 0.559 1.092 1.019 1.708 1.891 0.755 0.544
Sala_3034 YP_618071 protein of unknown function DUF1124, sugar phosphate isomerase putative 1.004 10 8.829 0.000 0.010 0.000 6.018 0.001 0.788 0.017 5.042 0.000 0.223 0.008 1.180 1.258 1.157 0.960 1.490 1.304 0.764 0.201 0.954 0.839 1.011 0.362
Sala_2471 YP_617511 hypothetical protein 2.204 3 2.699 0.114 1.000 0.141 30.835 0.021 1.000 0.121 6.709 0.000 0.377 0.013 3.661 3.752 0.701 2.705 1.736
Sala_0973 YP_616023 beta-Ig-H3/fasciclin -0.647 14 -7.006 0.000 0.009 0.000 -5.474 0.001 0.491 0.014 -4.401 0.000 0.416 0.014 -0.763 -0.555 -0.848 -0.572 -0.446 -0.464 -0.477 -0.480 -1.039 -0.425 -0.218 -0.051 -1.204 -1.045 -0.613 0.328
Sala_2830 YP_617868 heat shock protein Hsp20 -2.957 2 -25.755 0.025 1.000 0.047 -12.311 -6.598 0.000 0.416 0.014 -2.842 -3.072 -2.957 0.162
Sala_0409 YP_615464 hypothetical protein 0.809 19 5.348 0.000 0.042 0.000 4.086 0.001 1.000 0.021 4.144 0.000 0.470 0.014 1.404 1.249 1.125 1.277 1.317 1.169 1.332 0.382 0.481 0.484 0.134 1.045 1.058 0.683 0.451 1.765 1.632 -0.475 -0.732 0.831 0.677
Sala_1444 YP_616490 NusG antitermition factor 0.739 16 6.506 0.000 0.009 0.000 4.828 0.001 0.576 0.015 4.247 0.000 0.474 0.014 0.230 0.054 0.476 0.248 0.616 0.502 0.523 0.943 0.514 0.576 0.549 0.754 0.819 1.077 1.418 1.635 0.683 0.420
Sala_0452 YP_615506 chaperonin GroEL 0.621 20 5.297 0.000 0.039 0.000 4.276 0.001 0.638 0.016 3.977 0.001 0.665 0.017 0.495 0.319 0.396 0.435 0.484 0.508 0.508 0.520 0.320 0.156 0.389 0.367 0.142 -0.007 0.580 0.560 0.658 0.428 2.014 1.507 0.539 0.455
Sala_0616 YP_615670 D-3-phosphoglycerate dehydrogenase -0.564 19 -8.644 0.000 0.000 0.000 -4.678 0.000 0.295 0.010 -4.000 0.001 0.670 0.017 -0.684 -0.980 -0.784 -0.761 -0.743 -0.754 -0.692 -0.598 -0.527 -0.149 -0.496 -0.345 0.202 -0.162 -0.492 -0.689 -0.768 -0.726 -0.478 -0.559 0.282
Sala_1317 YP_616364 Fructose-bisphosphate aldolase -0.932 14 -8.080 0.000 0.002 0.000 -4.003 0.003 1.000 0.039 -4.219 0.001 0.621 0.017 -0.415 -1.382 -1.280 -1.462 -0.884 -0.175 -0.627 -0.921 -0.938 -1.343 -0.926 -1.438 -1.260 -0.260 -0.951 0.440
Sala_2015 YP_617059 protein-export protein SecB 0.839 14 5.288 0.000 0.140 0.001 4.095 0.003 1.000 0.036 4.169 0.001 0.694 0.017 1.307 1.437 1.049 1.193 0.315 0.614 0.260 0.250 0.200 0.176 0.454 0.841 0.629 1.847 0.755 0.534
Sala_2230 YP_617272 malate dehydrogenase, NAD-dependent -0.856 19 -6.799 0.000 0.002 0.000 -3.845 0.002 1.000 0.029 -3.997 0.001 0.674 0.017 -0.679 -0.689 -0.712 -0.518 -0.660 -0.968 -1.011 -0.864 -0.843 -0.996 -0.887 -0.821 -1.000 -0.141 0.701 -0.832 -0.778 -1.658 -1.787 -0.797 0.511
Sala_3035 YP_618072 2-deoxy-D-glucote 3-dehydrogenase 1.210 7 5.046 0.002 1.000 0.009 4.779 0.009 1.000 0.076 4.815 0.001 0.674 0.017 1.617 2.145 2.032 0.974 0.353 0.741 1.099 1.280 0.671
Sala_0406 YP_615461 ATPase AAA-2 0.634 20 8.025 0.000 0.000 0.000 4.125 0.001 0.856 0.018 3.910 0.001 0.787 0.018 0.334 1.314 0.694 0.856 0.892 0.789 0.831 0.818 0.516 0.742 -0.169 0.429 0.473 0.173 0.568 0.530 1.122 0.997 0.294 0.324 0.626 0.349
Sala_1625 YP_616671 Twin-arginine translocation pathway signal 2.375 2 1.726 0.334 1.000 0.281 6.377 0.001 0.964 0.022 3.750 0.999 2.375 1.946
Sala_0485 YP_615539 protein of unknown function DUF152 2.108 3 11.226 0.008 1.000 0.021 4.177 0.150 1.000 0.359 5.540 0.001 1.000 0.025 1.764 2.410 2.130 2.101 0.324
Sala_0408 YP_615463 hypothetical protein -3.182 1 -6.043 0.001 1.000 0.027 -3.182 -3.182
Sala_0179 YP_615236 electron transfer flavoprotein, alpha subunit -0.464 19 -8.165 0.000 0.000 0.000 -4.800 0.000 0.288 0.010 -3.692 0.001 1.000 0.029 -0.709 -0.541 -0.625 -0.383 -0.578 -0.958 -0.471 -0.443 -0.632 -0.782 -0.666 -0.360 -0.573 -0.162 -0.341 -0.574 -0.607 0.087 0.032 -0.489 0.261
Sala_0281 YP_615337 beta-ketoacyl synthase -0.668 19 -7.924 0.000 0.000 0.000 -3.563 0.003 1.000 0.041 -3.567 0.002 1.000 0.038 -0.724 -0.868 -0.936 -0.835 -0.932 -0.813 -0.326 -0.984 -0.960 0.148 -0.770 -0.856 0.149 -0.750 -0.134 -0.622 -0.784 -1.131 -0.592 -0.669 0.368
Sala_0543 YP_615597 3' exoribonuclease 0.699 20 4.577 0.000 0.197 0.001 3.501 0.004 1.000 0.041 3.558 0.002 1.000 0.038 0.998 -0.216 0.642 0.723 0.744 0.535 0.520 0.499 0.148 0.310 0.296 -0.125 -0.036 0.486 0.523 0.271 0.802 0.714 2.019 2.014 0.593 0.580
Sala_0404 YP_615459 heat shock protein DJ-like protein 0.845 8 5.051 0.001 1.000 0.006 4.563 0.045 1.000 0.207 3.932 0.002 1.000 0.042 0.473 0.432 0.708 0.958 1.536 1.474 0.374 0.619 0.822 0.460
Sala_1110 YP_616160 Glucokinase -0.864 17 -4.062 0.001 0.865 0.004 -3.281 0.007 1.000 0.068 -3.529 0.002 1.000 0.042 -0.307 0.114 -0.384 -1.281 -1.082 -0.717 -0.511 -0.512 0.119 0.312 -0.973 -0.018 -0.356 -1.251 -1.546 -2.390 -1.978 -0.751 0.762
Sala_1219 YP_616267 hypothetical protein 0.721 13 6.236 0.000 0.041 0.000 3.587 0.007 1.000 0.067 3.613 0.002 1.000 0.042 0.957 0.767 0.868 1.080 1.225 0.924 1.025 0.618 0.461 1.296 1.062 1.218 -0.567 0.841 0.486
Sala_1340 YP_616387 Uncharacterized conserved protein UCP033924 0.566 16 6.764 0.000 0.006 0.000 3.866 0.003 1.000 0.039 3.536 0.002 1.000 0.042 0.992 0.902 0.863 0.372 0.540 0.454 0.775 0.048 0.071 0.067 0.438 1.054 0.961 0.820 0.559 0.350 0.579 0.342
Sala_1911 YP_616956 GTP cyclohydrolase I -0.764 7 -6.405 0.001 0.651 0.004 -6.632 0.022 1.000 0.127 -4.032 0.002 1.000 0.042 -0.690 -0.792 -0.744 -0.097 -1.003 -0.933 -0.937 -0.742 0.307
Sala_2091 YP_617133 TonB-dependent siderophore receptor -1.474 15 -3.100 0.008 1.000 0.021 -3.050 0.014 1.000 0.101 -3.540 0.002 1.000 0.042 -0.434 0.023 -0.826 0.263 -0.436 -0.797 0.275 -0.943 -0.696 -0.266 -0.514 -2.845 -3.173 -4.502 -4.180 -1.270 1.587
Sala_2887 YP_617925 histidinol-phosphate aminotransferase 0.588 19 4.912 0.000 0.107 0.001 3.575 0.003 1.000 0.041 3.451 0.002 1.000 0.042 0.370 0.319 0.436 0.538 0.574 0.652 0.009 0.383 0.372 0.093 0.404 0.623 0.284 0.917 0.170 0.282 0.267 1.954 1.479 0.533 0.473
Sala_0574 YP_615628 carboxyl-termil protease 0.882 7 7.094 0.000 0.376 0.002 4.432 0.011 1.000 0.089 3.907 0.003 1.000 0.048 1.067 1.097 1.368 0.717 0.949 1.350 0.327 0.982 0.366
Sala_0085 YP_615144 short-chain dehydrogenase/reductase SDR -0.996 6 -4.828 0.005 1.000 0.015 -3.883 0.030 1.000 0.164 -3.935 0.003 1.000 0.052 -1.447 -1.362 -1.428 -0.307 -0.846 -0.519 -0.985 0.500
Sala_1211 YP_616260 DNA topoisomerase 0.612 18 5.839 0.000 0.019 0.000 3.388 0.005 1.000 0.055 3.351 0.003 1.000 0.052 0.620 0.186 0.644 0.603 0.505 0.366 0.100 0.280 0.954 -0.321 0.055 0.549 0.480 0.683 1.056 0.985 1.238 0.974 0.553 0.402
Sala_2488 YP_617528 DNA repair protein RadC -2.590 1 -4.919 0.003 1.000 0.052 -2.590 -2.590
Sala_0106 YP_615164 protein of unknown function DUF336 2.563 1 4.867 0.003 1.000 0.054 2.563 2.563
Sala_2734 YP_617772 hypothetical protein 0.798 7 4.523 0.004 1.000 0.014 4.174 0.053 1.000 0.223 3.777 0.003 1.000 0.054 0.944 0.947 -0.230 0.887 1.131 1.154 1.354 0.884 0.517
Sala_1222 YP_616270 biotin synthase 0.802 16 8.063 0.000 0.001 0.000 3.165 0.008 1.000 0.075 3.331 0.003 1.000 0.056 0.920 1.332 0.754 0.072 0.783 1.238 0.847 0.847 0.972 0.767 0.570 1.706 0.302 0.587 0.584 0.505 0.799 0.396
Sala_0581 YP_615635 gamma-glutamyl phosphate reductase 0.771 14 6.117 0.000 0.035 0.000 3.239 0.009 1.000 0.076 3.371 0.003 1.000 0.056 1.627 1.683 0.695 1.092 1.015 0.196 0.283 0.321 0.250 0.600 0.927 0.739 0.722 0.593 0.767 0.469
Sala_1112 - aminotransferase class-III 1.598 4 4.277 0.023 1.000 0.045 3.206 0.085 1.000 0.275 4.069 0.004 1.000 0.057 2.103 1.250 0.576 1.454 1.346 0.629
Sala_1359 YP_616406 acetylornithine and succinylornithine aminotransferases -0.512 19 -5.410 0.000 0.037 0.000 -3.441 0.004 1.000 0.048 -3.215 0.004 1.000 0.057 0.363 -0.268 0.145 -0.250 -0.049 -0.480 -0.822 -0.839 -0.487 -0.489 -0.507 -0.424 -0.696 -0.713 -0.513 -0.502 -0.418 -0.963 -1.390 -0.490 0.394
Sala_1476 YP_616522 PpiC-type peptidyl-prolyl cis-trans isomerase 0.532 19 6.262 0.000 0.006 0.000 3.388 0.005 1.000 0.051 3.223 0.004 1.000 0.057 -0.052 0.418 0.974 0.772 0.600 0.440 0.552 0.465 0.256 -0.517 0.301 0.526 0.513 0.491 0.517 0.921 0.855 0.770 0.814 0.506 0.352
Sala_2343 YP_617385 3'-5' exonuclease 0.492 20 7.460 0.000 0.000 0.000 3.478 0.004 1.000 0.042 3.207 0.004 1.000 0.057 0.135 0.317 0.390 0.639 0.854 0.707 0.737 0.591 0.633 0.480 0.556 0.888 0.601 0.626 -0.312 0.171 0.686 0.617 0.023 0.567 0.495 0.297
Sala_2670 YP_617708 outer membrane lipoprotein carrier protein LolA 0.679 15 5.575 0.000 0.065 0.001 3.424 0.007 1.000 0.065 3.313 0.004 1.000 0.057 0.261 0.084 0.834 0.804 0.639 0.590 0.090 0.435 0.233 0.482 0.271 0.487 0.691 0.777 1.611 0.553 0.384
Sala_0178 YP_615235 electron transfer flavoprotein beta-subunit -0.584 20 -7.190 0.000 0.001 0.000 -3.146 0.007 1.000 0.067 -3.144 0.004 1.000 0.059 -0.647 -0.418 -0.605 -0.416 -0.685 -0.621 -0.905 -1.238 -0.814 -0.457 -0.130 -1.216 -1.360 -1.115 -0.373 -0.529 -0.559 -0.618 0.021 0.050 -0.632 0.393
Sala_0977 YP_616027 hypothetical protein -2.386 1 -4.531 0.004 1.000 0.059 -2.386 -2.386
Sala_1237 YP_616285 Dihydrolipoamide dehydrogenase -0.502 19 -5.829 0.000 0.015 0.000 -3.383 0.005 1.000 0.051 -3.157 0.004 1.000 0.059 -0.327 0.038 -0.145 0.165 -0.770 -0.889 -0.105 -0.841 -0.040 -0.740 -0.430 -0.501 -0.616 -0.332 -0.177 -0.605 -0.707 -1.001 -0.768 -0.463 0.346
Sala_1472 YP_616518 ketol-acid reductoisomerase -0.507 19 -7.648 0.000 0.000 0.000 -3.385 0.005 1.000 0.051 -3.170 0.004 1.000 0.059 -0.169 -0.701 -0.631 -0.787 -0.630 -0.671 -0.746 -0.846 -1.019 -0.492 -0.568 -1.250 -0.314 -0.296 -0.552 -0.459 -0.330 0.025 -0.103 -0.555 0.316
Sala_2033 YP_617077 hypothetical protein -1.900 2 -13.212 0.048 1.000 0.075 -6.315 0.000 0.331 0.011 -4.189 0.004 1.000 0.059 -1.756 -2.044 -1.900 0.203
Sala_3006 YP_618044 Endoribonuclease L-PSP -1.158 4 -4.577 0.020 1.000 0.040 -14.232 0.000 0.000 0.000 -3.963 0.004 1.000 0.059 -0.737 -0.710 -1.517 -1.670 -1.158 0.506
Sala_1092 YP_616142 membrane protein 0.948 17 4.022 0.001 0.940 0.005 2.864 0.015 1.000 0.105 3.176 0.005 1.000 0.060 3.318 2.536 1.634 1.808 1.641 1.052 0.441 1.077 1.180 0.560 1.261 0.353 0.803 -0.474 -0.197 0.080 -0.292 0.987 1.012
Sala_2837 YP_617875 sigma 54 modulation protein/ribosomal protein S30EA -0.774 20 -4.395 0.000 0.297 0.002 -2.919 0.011 1.000 0.089 -3.117 0.005 1.000 0.060 -1.544 -0.808 -0.791 -0.480 0.042 -1.120 -0.279 0.362 -0.643 0.010 -0.658 -0.225 -0.470 -0.889 -0.550 -0.113 -0.385 -0.527 -2.226 -2.340 -0.682 0.694
Sala_2997 YP_618035 HAD-superfamily hydrolase subfamily IA, variant 3 0.998 7 7.385 0.000 0.302 0.002 4.076 0.010 1.000 0.079 3.554 0.005 1.000 0.060 0.477 0.542 1.060 0.972 1.022 1.362 0.721 0.879 0.315
Sala_0047 YP_615106 branched-chain amino acid aminotransferase -0.606 16 -5.849 0.000 0.031 0.000 -3.052 0.012 1.000 0.092 -3.093 0.006 1.000 0.072 -0.474 -1.190 -0.512 -0.616 -0.552 -0.465 0.101 -1.120 -1.157 -0.490 -0.250 0.205 -0.774 -0.885 -0.531 -0.567 -0.580 0.396
Sala_0172 YP_615229 aminotransferase, class I and II -0.399 19 -7.766 0.000 0.000 0.000 -3.747 0.002 1.000 0.033 -3.035 0.006 1.000 0.072 -0.709 -0.500 -0.553 -0.109 -0.453 -0.518 -0.608 -0.179 -0.462 -0.059 -0.049 -0.344 -0.878 -0.357 -0.290 -0.553 -0.442 -0.253 -0.217 -0.397 0.223
Sala_3157 YP_618193 short-chain dehydrogenase/reductase SDR 0.507 18 5.709 0.000 0.024 0.000 3.228 0.007 1.000 0.065 3.049 0.006 1.000 0.072 0.264 0.366 0.137 0.310 0.588 0.653 0.575 -0.274 0.679 0.189 0.111 0.981 0.188 0.220 0.567 0.760 0.915 0.870 0.450 0.334
Sala_0237 YP_615294 OmpA/MotB -1.441 3 -5.892 0.028 1.000 0.050 -3.250 0.190 1.000 0.379 -3.905 0.006 1.000 0.072 -1.482 -0.914 -1.685 -1.360 0.400
Sala_0337 YP_615393 protein of unknown function DUF28 -0.659 13 -4.329 0.001 0.935 0.005 -3.011 0.017 1.000 0.110 -3.124 0.006 1.000 0.072 -1.264 -0.651 -0.416 -0.647 0.266 0.424 -0.512 -0.694 -1.130 -0.589 -0.909 -1.086 -0.490 -0.592 0.493
Sala_2824 YP_617862 peptidase T2, asparagise 2 -0.867 8 -3.655 0.008 1.000 0.022 -2.999 0.096 1.000 0.286 -3.320 0.006 1.000 0.072 -0.654 0.253 -1.400 -0.743 -0.612 -0.661 -2.064 -1.665 -0.943 0.730
Sala_3177 YP_618213 peptide chain release factor 2 0.485 17 6.090 0.000 0.015 0.000 3.310 0.007 1.000 0.067 3.044 0.006 1.000 0.072 0.842 0.556 0.560 0.651 0.766 0.806 0.454 0.762 -0.354 -0.005 1.116 0.124 0.588 0.750 0.765 0.394 0.268 0.532 0.360
Sala_2665 YP_617703 thioredoxin-related 0.547 19 3.251 0.004 1.000 0.015 2.993 0.010 1.000 0.083 2.977 0.007 1.000 0.076 -0.293 0.256 -0.514 0.866 0.827 0.623 0.570 0.218 -0.468 -0.416 -0.017 0.423 0.732 1.102 0.391 0.651 0.778 1.725 1.616 0.477 0.640
Sala_2938 YP_617976 flagellin-like protein -0.618 20 -4.549 0.000 0.209 0.001 -2.880 0.012 1.000 0.092 -2.971 0.007 1.000 0.076 -0.422 -0.324 -0.573 -0.577 -0.984 -1.104 -0.914 -1.326 -0.424 -0.168 -0.911 -0.781 -1.440 -1.160 -0.607 -0.891 -1.267 -1.522 0.981 0.870 -0.677 0.666
Sala_3061 YP_618098 3-mercaptopyruvate sulfurtransferase 0.535 18 6.252 0.000 0.008 0.000 3.053 0.009 1.000 0.077 2.987 0.007 1.000 0.076 0.504 1.075 0.912 0.657 0.343 0.624 0.886 0.271 0.384 1.096 0.771 0.503 0.406 -0.023 0.956 0.715 -0.115 -0.047 0.551 0.374
Sala_0610 YP_615664 NusA antitermition factor 0.389 20 6.163 0.000 0.006 0.000 3.537 0.003 1.000 0.040 2.936 0.007 1.000 0.079 0.568 0.218 0.562 0.418 0.237 0.307 0.259 0.326 0.323 -0.018 0.520 0.560 -0.244 0.094 0.351 0.240 0.361 0.362 0.760 0.921 0.356 0.259
Sala_0612 YP_615666 translation initiation factor IF-2 0.647 18 4.062 0.001 0.774 0.004 2.828 0.015 1.000 0.105 2.958 0.007 1.000 0.079 0.256 0.731 0.709 0.273 1.232 -0.194 -0.043 0.137 0.710 0.011 0.249 0.399 -0.094 0.021 1.254 1.174 1.410 1.517 0.542 0.566
Sala_1230 YP_616278 Proline--tRNA ligase 0.580 14 6.343 0.000 0.024 0.000 3.014 0.015 1.000 0.102 3.008 0.008 1.000 0.080 0.654 0.815 0.863 0.611 0.152 0.000 1.154 -0.062 0.755 0.723 0.727 0.512 0.467 0.761 0.581 0.343
Sala_1485 YP_616531 DNA-directed RNA polymerase, subunit beta-prime 0.351 20 5.907 0.000 0.010 0.000 3.894 0.002 1.000 0.025 2.912 0.008 1.000 0.080 0.706 0.553 0.446 0.420 0.478 0.294 0.252 0.305 0.217 0.189 0.239 0.406 0.327 0.089 0.346 0.108 0.069 -0.214 0.941 0.748 0.346 0.262
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Sala_2675 YP_617713 transcriptional regulator, HxlR family 1.073 4 10.714 0.002 1.000 0.007 7.507 3.579 0.008 1.000 0.080 0.958 1.338 1.308 0.953 1.139 0.213
Sala_2247 YP_617289 Peptidase S1C, Do -0.371 20 -5.697 0.000 0.016 0.000 -3.617 0.003 1.000 0.037 -2.901 0.008 1.000 0.081 -0.446 -0.214 -0.694 -0.325 -0.189 -0.514 -0.463 -0.138 -0.080 -0.335 -0.311 -0.258 -0.234 0.097 -0.076 -0.001 -0.415 -0.384 -1.024 -0.656 -0.333 0.261
Sala_2942 YP_617980 ribose-phosphate pyrophosphokinase -0.503 14 -4.285 0.001 0.848 0.004 -3.131 0.014 1.000 0.101 -2.933 0.009 1.000 0.091 -1.494 -0.889 -0.639 -0.372 0.186 0.375 -0.409 -0.566 -0.708 -0.838 -0.751 -0.514 -0.336 -0.338 -0.521 0.455
Sala_1928 YP_616973 polysaccharide export protein 2.029 1 3.854 0.009 1.000 0.091 2.029 2.029
Sala_0785 YP_615838 copper resistance B precursor 2.001 2 4.718 0.133 1.000 0.156 2.255 0.266 1.000 0.443 3.600 0.009 1.000 0.092 1.576 2.425 2.001 0.600
Sala_1164 YP_616213 DNA gyrase, A subunit 0.482 17 5.815 0.000 0.025 0.000 3.013 0.012 1.000 0.091 2.861 0.009 1.000 0.092 0.373 0.292 0.319 0.188 0.295 0.125 0.796 0.610 1.211 0.245 0.244 0.301 0.081 0.446 0.513 0.976 0.997 0.471 0.334
Sala_2673 YP_617711 response regulator receiver protein -0.473 13 -5.229 0.000 0.202 0.001 -3.340 0.010 1.000 0.083 -2.913 0.010 1.000 0.095 -0.377 -0.330 -0.310 -0.823 -0.222 -0.701 -0.160 -0.338 0.118 -0.283 -0.909 -0.844 -0.603 -0.445 0.307
Sala_0559 YP_615613 hypothetical protein -4.436 2 -0.543 0.683 1.000 0.429 -3.767 0.010 1.000 0.096 0.572 -1.932 -0.680 1.771
Sala_1159 YP_616208 gid protein 1.471 2 1.941 0.303 1.000 0.261 3.747 0.010 1.000 0.096 1.902 0.609 1.255 0.914
Sala_1550 YP_616596 NUDIX hydrolase -0.771 7 -3.514 0.013 1.000 0.030 -3.149 0.051 1.000 0.223 -3.106 0.010 1.000 0.096 -1.107 -0.194 -0.370 -1.107 0.096 -1.136 -1.076 -0.699 0.526
Sala_2707 YP_617745 putative signal-transduction protein with CBS domains -1.941 1 -3.685 0.011 1.000 0.102 -1.941 -1.941
Sala_2312 YP_617354 Membrane dipeptidase 0.546 15 6.411 0.000 0.016 0.000 2.802 0.021 1.000 0.121 2.812 0.011 1.000 0.103 0.019 1.164 1.072 0.339 0.629 0.890 0.759 0.095 0.753 0.204 0.353 0.517 0.448 1.025 0.545 0.588 0.355
Sala_1235 YP_616283 Dihydrolipoamide acetyltransferase, long form -0.529 19 -4.997 0.000 0.089 0.001 -2.714 0.017 1.000 0.110 -2.735 0.012 1.000 0.107 -0.655 -0.991 -0.543 -0.459 -1.003 -0.436 -0.208 -0.811 0.323 -0.177 0.048 -0.109 0.394 -0.617 -0.851 -0.699 -0.667 -0.832 -0.817 -0.479 0.418
Sala_2261 YP_617303 protein-L-isoaspartate(D-aspartate) O-methyltransferase -0.542 7 -8.382 0.000 0.150 0.001 -5.605 0.005 1.000 0.051 -3.020 0.012 1.000 0.107 -0.284 -0.675 -0.765 -0.456 -0.766 -0.503 -0.507 -0.565 0.178
Sala_0639 YP_615693 thiamine pyrophosphate enzyme-like TPP-binding 1.895 1 3.599 0.012 1.000 0.107 1.895 1.895
Sala_3011 YP_618049 Aspartyl/Asparaginyl beta-hydroxylase 1.899 1 3.605 0.012 1.000 0.107 1.899 1.899
Sala_0946 YP_615997 PepSY-associated TM helix -1.857 5 -1.489 0.211 1.000 0.208 -2.025 0.292 1.000 0.457 -3.121 0.013 1.000 0.109 1.246 -0.932 -0.286 -3.943 -3.134 -1.410 2.117
Sala_1988 YP_617032 OmpA/MotB 0.386 20 5.337 0.000 0.036 0.000 3.055 0.009 1.000 0.076 2.696 0.013 1.000 0.109 0.658 0.759 0.529 0.623 0.841 0.584 0.513 0.535 0.059 0.644 0.287 -0.016 0.325 0.638 0.339 0.119 0.740 0.710 -0.182 -0.439 0.413 0.346
Sala_2059 YP_617101 Chaperone DJ -1.560 2 -7.621 0.083 1.000 0.112 -3.643 0.171 1.000 0.368 -3.330 0.013 1.000 0.112 -1.765 -1.355 -1.560 0.289
Sala_2995 YP_618033 Oligopeptidase B -0.601 13 -3.511 0.004 1.000 0.014 -2.639 0.030 1.000 0.163 -2.765 0.013 1.000 0.112 -0.699 0.225 -0.542 -0.125 -0.474 0.119 -0.910 -0.575 -0.199 0.180 -1.194 -1.192 -1.142 -0.502 0.516
Sala_1438 YP_616484 acetyl-CoA carboxylase, biotin carboxyl carrier protein 0.456 10 6.684 0.000 0.086 0.001 4.555 0.004 1.000 0.044 2.828 0.014 1.000 0.113 0.377 0.665 0.512 0.184 0.155 0.395 0.645 0.419 0.910 0.605 0.487 0.230
Sala_0619 YP_615673 conserved hypothetical protein 730 0.486 19 4.587 0.000 0.218 0.001 2.671 0.019 1.000 0.119 2.653 0.014 1.000 0.118 0.439 0.963 0.444 0.955 0.879 0.277 0.678 -0.058 0.514 0.566 0.135 -0.521 0.053 -0.107 0.563 0.271 0.432 0.955 1.081 0.448 0.426
Sala_3057 YP_618094 Inorganic diphosphatase -0.518 14 -4.303 0.001 0.819 0.004 -2.846 0.017 1.000 0.111 -2.709 0.014 1.000 0.118 -1.117 -0.734 -0.832 -0.645 -0.938 -0.862 -0.796 0.405 -0.335 0.120 0.149 -0.307 -0.796 -0.898 -0.542 0.471
Sala_3108 YP_618145 TonB-dependent receptor 0.368 20 4.339 0.000 0.337 0.002 3.039 0.009 1.000 0.076 2.635 0.015 1.000 0.118 0.585 0.769 0.227 0.446 0.302 0.328 0.223 0.148 0.103 0.218 0.132 0.098 -0.219 -0.420 0.279 0.236 0.615 0.557 0.812 0.862 0.315 0.325
Sala_2382 YP_617424 alpha-2-macroglobulin-like protein -1.809 1 -3.436 0.015 1.000 0.119 -1.809 -1.809
Sala_1544 YP_616590 beta-lactamase -0.541 13 -4.478 0.001 0.721 0.004 -2.779 0.021 1.000 0.125 -2.698 0.015 1.000 0.121 -0.552 -0.117 -0.243 -0.271 -0.977 -0.239 -0.367 -0.659 -0.028 -0.379 -0.461 -1.373 -1.302 -0.536 0.431
Sala_2514 YP_617554 Abi-like protein -1.794 1 -3.407 0.015 1.000 0.121 -1.794 -1.794
Sala_1090 YP_616140 putative beta-lactamase -1.787 1 -3.394 0.016 1.000 0.121 -1.787 -1.787
Sala_1521 YP_616567 Glu/Leu/Phe/Val dehydrogenase, dimerisation region -0.691 11 -3.378 0.007 1.000 0.020 -2.517 0.040 1.000 0.199 -2.719 0.016 1.000 0.124 -0.621 -0.003 -0.772 -0.132 0.391 -0.486 -1.147 -0.583 -0.249 -1.406 -1.330 -0.576 0.566
Sala_0947 YP_615998 TonB-dependent siderophore receptor -0.908 16 -3.040 0.008 1.000 0.022 -2.314 0.043 1.000 0.204 -2.626 0.016 1.000 0.124 -0.467 -0.323 -1.108 0.130 -0.281 0.783 -0.265 0.248 0.104 -0.464 -1.056 -1.416 -1.587 -1.749 -3.471 -1.961 -0.805 1.059
Sala_1746 YP_616792 hypothetical protein 1.041 4 2.166 0.119 1.000 0.146 2.901 3.031 0.017 1.000 0.128 0.883 1.563 0.254 0.141 0.710 0.656
Sala_1356 YP_616403 hypothetical protein -1.746 1 -3.315 0.017 1.000 0.128 -1.746 -1.746
Sala_1130 YP_616179 Flp pilus assembly CpaB 1.741 1 3.306 0.017 1.000 0.129 1.741 1.741
Sala_2374 YP_617416 OsmC-like protein -0.936 4 -1.788 0.172 1.000 0.184 -4.158 -3.009 0.017 1.000 0.129 0.145 -0.229 -1.938 -1.723 -0.936 1.047
Sala_0149 YP_615206 glutamine synthetase, type I -0.400 19 -6.036 0.000 0.010 0.000 -2.786 0.015 1.000 0.102 -2.559 0.018 1.000 0.129 -0.820 -0.795 -0.669 -0.308 -0.887 -0.306 -0.563 -0.191 -0.031 0.002 0.159 -0.607 -0.078 -0.500 -0.519 -0.410 -0.459 -0.549 -0.226 -0.408 0.295
Sala_0939 YP_615990 hypothetical protein -0.646 10 -4.738 0.001 1.000 0.005 -2.433 0.072 1.000 0.251 -2.687 0.018 1.000 0.130 -0.698 -1.049 0.038 -0.228 -1.267 -0.451 -0.731 -0.234 -1.201 -0.735 -0.656 0.438
Sala_1585 YP_616631 polysaccharide biosynthesis protein CapD 1.719 1 3.265 0.018 1.000 0.131 1.719 1.719
Sala_0029 YP_615088 TonB-dependent receptor -0.891 18 -2.650 0.017 1.000 0.036 -2.275 0.042 1.000 0.200 -2.550 0.018 1.000 0.131 1.100 -0.131 -0.003 -0.741 0.367 -0.665 -0.165 -0.597 -0.543 -0.432 -0.338 -0.529 0.090 -0.045 -2.038 -2.059 -2.075 -3.580 -0.688 1.101
Sala_0523 YP_615577 Phosphopyruvate hydratase -0.284 20 -6.636 0.000 0.002 0.000 -3.743 0.002 1.000 0.030 -2.516 0.019 1.000 0.132 -0.612 -0.037 -0.374 -0.283 -0.210 -0.429 -0.144 -0.352 0.020 -0.041 -0.128 -0.187 -0.270 -0.323 -0.155 -0.280 -0.183 -0.209 -0.570 -0.594 -0.268 0.181
Sala_1948 YP_616993 carbohydrate kinase, FGGY 2.537 4 0.692 0.539 1.000 0.373 3.191 0.193 1.000 0.379 2.945 0.019 1.000 0.132 1.503 -0.313 -0.520 0.618 0.322 0.930
Sala_2184 YP_617226 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen -3.797 2 -3.760 0.165 1.000 0.179 -3.224 0.019 1.000 0.132 -1.550 -2.673 -2.112 0.794
Sala_2839 YP_617877 Dephospho-CoA kinase -1.696 1 -3.220 0.019 1.000 0.132 -1.696 -1.696
Sala_2828 YP_617866 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase 0.333 19 4.470 0.000 0.282 0.002 3.057 0.009 1.000 0.077 2.502 0.020 1.000 0.137 0.501 0.156 0.404 0.314 0.313 0.159 0.026 0.177 0.365 0.548 -0.130 0.135 0.103 -0.011 0.092 0.277 0.251 0.857 1.016 0.292 0.285
Sala_1105 YP_616155 acyl-CoA dehydrogenase-like protein 0.593 7 3.912 0.008 1.000 0.021 3.166 0.087 1.000 0.277 2.719 0.020 1.000 0.138 0.411 0.709 0.657 -0.189 0.682 1.090 0.947 0.615 0.416
Sala_1394 YP_616441 diguanylate cyclase -1.663 1 -3.158 0.021 1.000 0.139 -1.663 -1.663
Sala_0585 YP_615639 peptidase M16-like protein -0.653 12 -4.603 0.001 0.726 0.004 -2.382 0.044 1.000 0.206 -2.563 0.021 1.000 0.140 -0.694 -1.953 -0.714 -1.087 -0.552 -0.454 -0.082 -0.017 -0.532 -0.687 -0.372 -1.045 -0.682 0.514
Sala_0024 YP_615083 protein of unknown function DUF583 -1.640 1 -3.114 0.022 1.000 0.143 -1.640 -1.640
Sala_0938 YP_615989 3-hydroxybutyrate dehydrogenase 0.546 13 5.795 0.000 0.081 0.001 2.575 0.033 1.000 0.173 2.522 0.022 1.000 0.143 0.391 0.795 0.993 0.783 0.589 0.267 0.048 0.589 1.519 0.946 1.010 1.034 0.029 0.692 0.430
Sala_1172 YP_616221 Triosephosphate isomerase -0.464 16 -5.291 0.000 0.086 0.001 -2.572 0.024 1.000 0.136 -2.467 0.023 1.000 0.143 -0.340 -0.857 -0.617 -0.832 -0.433 -0.685 -0.552 -0.145 0.270 -0.409 0.138 -0.465 -0.157 -0.637 -0.961 -0.781 -0.466 0.353
Sala_2104 YP_617146 ATP12 ATPase -3.680 2 0.100 0.937 1.000 0.509 -3.125 0.022 1.000 0.143 1.395 -1.142 0.127 1.794
Sala_2595 YP_617634 hypothetical protein 0.956 3 1.031 0.411 1.000 0.317 6.811 2.963 0.022 1.000 0.143 1.501 -0.362 0.526 0.555 0.932
Sala_2846 YP_617884 Integral membrane protein TerC 1.147 2 6.109 0.103 1.000 0.132 3.080 0.023 1.000 0.143 0.959 1.335 1.147 0.265
Sala_2984 YP_618022 NADH:flavin oxidoreductase/NADH oxidase -0.490 19 -5.599 0.000 0.025 0.000 -2.394 0.031 1.000 0.165 -2.440 0.023 1.000 0.143 -0.116 -0.878 -0.584 -0.559 -0.577 -0.642 0.036 -0.775 -0.794 -0.475 -1.137 -0.802 -1.273 -0.580 -0.656 -0.290 -0.916 -0.888 0.772 -0.586 0.456
Sala_3155 YP_618191 Guanylate kinase 0.793 9 4.550 0.002 1.000 0.007 2.234 0.089 1.000 0.280 2.591 0.023 1.000 0.143 1.062 1.704 0.204 0.383 0.277 0.893 0.404 0.677 1.066 0.741 0.489
Sala_3158 YP_618194 Acetyl-CoA C-acetyltransferase 0.724 12 5.097 0.000 0.330 0.002 2.249 0.055 1.000 0.224 2.528 0.023 1.000 0.143 0.396 2.021 0.255 0.990 0.480 0.284 0.261 0.600 1.066 0.666 0.961 0.856 0.736 0.500
Sala_0176 YP_615233 succinyl-CoA synthetase, beta subunit -0.361 20 -6.073 0.000 0.007 0.000 -2.684 0.018 1.000 0.113 -2.429 0.023 1.000 0.143 -0.087 -0.944 -0.444 -0.519 -0.468 -0.449 -0.386 -0.597 -0.074 -0.514 0.434 -0.236 -0.435 -0.530 -0.423 -0.234 -0.422 -0.442 -0.286 -0.223 -0.364 0.268
Sala_2274 YP_617316 hypothetical protein -0.671 11 -2.186 0.054 1.000 0.082 -2.301 0.070 1.000 0.249 -2.525 0.024 1.000 0.144 -0.937 -0.725 -0.854 -0.068 0.617 0.288 -0.289 -0.071 -0.085 -1.810 -1.865 -0.527 0.800
Sala_0169 YP_615226 AMP-dependent synthetase and ligase -1.119 2 -2.410 0.250 1.000 0.233 -2.410 -2.889 0.024 1.000 0.148 -0.655 -1.584 -1.119 0.657
Sala_2288 YP_617330 ATP synthase F1, beta subunit -0.327 20 -4.785 0.000 0.123 0.001 -2.809 0.014 1.000 0.101 -2.393 0.025 1.000 0.151 -0.561 -0.134 -0.508 -0.321 -0.629 -0.708 -0.652 -0.682 -0.313 -0.415 -0.372 -0.541 -0.507 -0.813 -0.331 -0.377 -0.486 -0.444 0.567 0.543 -0.384 0.359
Sala_0158 YP_615215 helicase -0.789 5 -4.860 0.008 1.000 0.022 -3.236 0.191 1.000 0.379 -2.695 0.025 1.000 0.151 -0.967 -0.900 -0.606 -0.691 -0.186 -0.670 0.308
Sala_1728 YP_616774 Endothelin-converting enzyme 1 -0.427 19 -3.635 0.002 1.000 0.007 -2.426 0.031 1.000 0.165 -2.387 0.026 1.000 0.153 -0.742 -0.380 -0.687 -0.507 -0.503 -0.385 -0.615 -0.645 0.334 -0.403 0.187 0.024 0.471 0.227 -0.583 -0.312 -0.441 -1.279 -1.141 -0.389 0.466
Sala_1405 YP_616452 Cytochrome-c oxidase 0.637 15 2.763 0.015 1.000 0.033 2.188 0.056 1.000 0.230 2.409 0.026 1.000 0.156 0.645 0.450 0.329 0.229 1.143 -0.193 0.544 -0.250 0.234 0.383 0.283 -0.006 0.225 2.157 2.756 0.595 0.834
Sala_2952 YP_617990 Ectoine hydroxylase -0.477 19 -3.447 0.003 1.000 0.011 -2.322 0.037 1.000 0.190 -2.375 0.026 1.000 0.156 -0.389 -0.512 -0.743 -0.884 -0.904 -0.767 -0.955 -0.726 -0.930 -1.325 -0.907 -0.492 -0.689 -0.802 -0.381 -1.112 -1.043 1.599 1.097 -0.572 0.723
Sala_1661 YP_616707 aldo/keto reductase 1.553 1 2.949 0.027 1.000 0.157 1.553 1.553
Sala_1890 YP_616935 protein of unknown function UPF0040 0.940 3 1.736 0.225 1.000 0.218 456.799 2.812 0.027 1.000 0.157 -0.143 1.483 1.480 0.940 0.938
Sala_1796 YP_616841 acetyl-CoA carboxylase, carboxyl transferase, alpha subunit 0.476 9 2.721 0.026 1.000 0.048 2.862 0.064 1.000 0.237 2.491 0.027 1.000 0.157 -0.515 -0.219 0.602 0.994 0.663 0.580 0.428 0.780 0.696 0.446 0.491
Sala_1705 YP_616751 Small GTP-binding protein domain 0.917 9 3.618 0.007 1.000 0.020 2.136 0.086 1.000 0.275 2.482 0.028 1.000 0.159 1.663 0.608 0.338 0.458 0.806 0.411 -0.230 1.546 1.598 0.800 0.663
Sala_1486 YP_616532 DNA-directed RNA polymerase, beta subunit 0.336 20 3.952 0.001 0.816 0.004 2.635 0.020 1.000 0.119 2.333 0.028 1.000 0.160 0.420 0.508 0.410 0.361 0.610 0.330 0.234 0.229 0.112 0.150 0.425 0.336 0.379 0.254 0.414 0.314 -0.093 -0.784 1.074 1.080 0.338 0.383
Sala_1615 YP_616661 GumN 0.736 7 3.279 0.017 1.000 0.036 2.154 0.120 1.000 0.321 2.532 0.028 1.000 0.160 1.336 0.148 1.093 -0.052 0.618 0.968 0.362 0.639 0.516
Sala_2291 YP_617333 Methyltransferase type 11 -0.423 19 -3.094 0.006 1.000 0.019 -2.361 0.034 1.000 0.178 -2.336 0.029 1.000 0.161 -0.310 -0.115 -0.630 -0.294 0.029 -0.335 0.600 -0.469 -0.062 -0.215 -0.093 -0.269 0.199 -0.022 -0.393 -0.731 -0.528 -1.294 -1.419 -0.334 0.471
Sala_0495 YP_615549 Argininosuccinate synthase -0.467 18 -4.840 0.000 0.146 0.001 -2.356 0.034 1.000 0.175 -2.338 0.029 1.000 0.161 -0.311 -0.131 -0.610 0.252 -0.196 -0.464 -0.566 -0.294 -0.660 -0.044 0.264 -0.772 -0.925 -1.273 -0.559 -0.711 -0.425 -0.532 -0.442 0.387
Sala_1868 YP_616913 Glycine dehydrogenase (decarboxylating) -1.119 6 -3.304 0.021 1.000 0.043 -1.897 0.154 1.000 0.363 -2.555 0.029 1.000 0.161 -1.115 -1.589 -0.169 -0.866 -0.280 -2.151 -1.028 0.762
Sala_0565 YP_615619 DNA-directed RNA polymerase, alpha subunit 0.348 19 3.276 0.004 1.000 0.014 2.582 0.023 1.000 0.130 2.325 0.029 1.000 0.161 -0.011 0.309 0.325 0.284 0.318 -0.036 0.422 0.068 -0.090 0.147 0.133 -0.034 -0.300 0.370 0.239 0.515 0.362 1.044 1.280 0.281 0.374
Sala_0039 YP_615098 hypothetical protein 0.431 12 4.699 0.001 0.621 0.004 2.537 0.039 1.000 0.197 2.383 0.030 1.000 0.162 0.310 0.967 0.482 0.509 0.803 1.045 0.593 0.412 -0.465 0.800 0.486 0.415 0.530 0.391
Sala_0955 YP_616006 amidohydrolase 0.714 9 2.745 0.025 1.000 0.047 2.093 0.081 1.000 0.269 2.445 0.030 1.000 0.162 0.549 0.521 1.982 0.887 -0.018 0.108 -0.245 0.677 1.670 0.681 0.744
Sala_2163 YP_617205 Carboxymuconolactone decarboxylase 1.508 1 2.864 0.030 1.000 0.162 1.508 1.508
Sala_0220 YP_615277 AMP-dependent synthetase and ligase 0.875 4 5.067 0.015 1.000 0.033 2.638 0.119 1.000 0.320 2.570 0.031 1.000 0.164 1.391 0.736 1.190 0.569 0.971 0.383
Sala_0519 YP_615573 hypothetical protein -1.304 2 -5.359 0.117 1.000 0.144 -2.561 0.024 1.000 0.133 -2.714 0.031 1.000 0.164 -1.060 -1.547 -1.304 0.344
Sala_0642 YP_615696 Cobalt chelatase, CobT subunit 1.056 2 1.072 0.478 1.000 0.345 2.835 0.031 1.000 0.164 0.071 2.041 1.056 1.393
Sala_1417 YP_616464 integration host factor, alpha subunit 0.810 4 2.934 0.061 1.000 0.089 3.876 0.061 1.000 0.232 2.629 0.031 1.000 0.164 1.099 1.435 0.245 0.462 0.810 0.552
Sala_2227 YP_617269 2-oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase -0.538 14 -5.193 0.000 0.165 0.001 -2.229 0.050 1.000 0.222 -2.326 0.032 1.000 0.167 -1.204 -1.111 0.142 -0.443 -0.683 -0.504 -1.174 -0.026 -0.412 -0.508 -0.584 -0.450 -0.319 -0.396 -0.548 0.395
Sala_0526 YP_615580 Transketolase, central region -0.418 20 -5.587 0.000 0.021 0.000 -2.269 0.040 1.000 0.199 -2.263 0.033 1.000 0.168 -0.525 -0.165 -0.927 -1.053 -0.489 -0.462 -0.359 -0.578 -0.759 -0.410 0.209 0.040 -0.573 -0.215 -0.093 -0.748 -0.391 -0.561 -0.667 0.187 -0.427 0.342
Sala_1174 YP_616223 anthranilate synthase component I 0.877 6 3.659 0.015 1.000 0.032 2.114 0.102 1.000 0.297 2.482 0.033 1.000 0.168 0.744 1.411 1.136 1.350 0.368 0.022 0.838 0.561
Sala_1715 YP_616761 preprotein translocase, YajC subunit 0.778 4 12.325 0.001 1.000 0.005 4.845 0.001 0.759 0.017 2.589 0.033 1.000 0.168 0.867 0.663 0.906 0.677 0.778 0.126
Sala_2988 YP_618026 single-strand binding protein 0.480 20 5.278 0.000 0.041 0.000 2.193 0.046 1.000 0.207 2.270 0.033 1.000 0.168 0.689 0.488 0.277 0.505 0.585 0.534 0.707 1.192 0.410 -0.228 1.179 1.126 0.536 0.639 -0.126 -0.366 0.641 0.288 0.419 0.306 0.490 0.415
Sala_1085 YP_616135 3-isopropylmalate dehydrogenase -0.561 14 -3.464 0.004 1.000 0.014 -2.121 0.067 1.000 0.243 -2.305 0.033 1.000 0.169 -0.825 -1.205 -0.164 -0.213 0.443 -0.433 -0.841 0.243 0.267 -1.005 -0.792 -0.992 -0.474 -1.027 -0.501 0.541
Sala_0191 YP_615248 6-phosphoglucote dehydratase -0.404 19 -4.569 0.000 0.227 0.002 -2.266 0.041 1.000 0.200 -2.239 0.035 1.000 0.173 -0.098 -0.451 -0.295 -0.446 -0.390 -0.144 -0.574 0.041 -0.763 -0.232 0.049 -0.340 0.213 0.071 -0.924 -0.416 -0.422 -1.055 -0.819 -0.368 0.351
Sala_0385 YP_615441 hypothetical protein -1.492 3 -1.708 0.230 1.000 0.221 -1.252 -2.629 0.035 1.000 0.173 0.026 -2.998 -1.503 -1.492 1.512
Sala_0792 YP_615845 sugar-phosphate isomerases, RpiB/LacA/LacB family -0.778 4 -9.222 0.003 1.000 0.010 -4.098 0.001 1.000 0.024 -2.550 0.035 1.000 0.173 -0.529 -0.887 -0.816 -0.880 -0.778 0.169
Sala_1431 YP_616478 Acetyltransferases including N-acetylases of ribosomal proteins-like protein 0.602 5 3.108 0.036 1.000 0.060 11.403 2.491 0.035 1.000 0.173 0.205 0.908 1.004 0.329 0.240 0.537 0.387
Sala_3120 YP_618156 Glyoxalase/bleomycin resistance protein/dioxygenase 1.166 2 17.071 0.037 1.000 0.062 8.160 0.001 1.000 0.021 2.639 0.035 1.000 0.173 1.235 1.098 1.166 0.097
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Sala_0104 YP_615162 hypothetical protein 1.014 2 1.895 0.309 1.000 0.266 2.724 0.036 1.000 0.174 1.550 0.479 1.014 0.757
Sala_0823 YP_615874 Phosphate transport system permease protein 1 3.207 2 -0.079 0.950 1.000 0.513 2.724 0.036 1.000 0.174 1.011 -1.185 -0.087 1.553
Sala_1722 YP_616768 glutathione S-transferase-like protein 0.481 15 4.285 0.001 0.720 0.004 2.167 0.058 1.000 0.232 2.260 0.036 1.000 0.174 0.502 1.641 0.928 0.791 0.403 0.835 0.021 0.962 0.129 0.459 0.762 0.457 0.402 -0.387 0.116 0.535 0.483
Sala_1971 YP_617016 FAD-dependent pyridine nucleotide-disulphide oxidoreductase -0.767 17 -3.838 0.001 1.000 0.006 -1.986 0.073 1.000 0.251 -2.236 0.036 1.000 0.174 -2.024 0.733 -1.050 -0.258 -0.385 -1.121 -0.808 -0.920 -1.098 -1.176 -0.157 0.599 0.377 -0.998 -1.110 -1.040 -1.109 -0.679 0.730
Sala_2180 YP_617222 exodeoxyribonuclease III (xth) 0.825 8 1.751 0.123 1.000 0.150 2.079 0.092 1.000 0.281 2.362 0.036 1.000 0.174 1.505 1.418 0.028 1.084 -0.329 0.154 0.419 -0.463 0.477 0.770
Sala_0459 YP_615513 hypothetical protein -0.578 11 -4.177 0.002 1.000 0.007 -2.232 0.061 1.000 0.232 -2.293 0.037 1.000 0.174 -0.052 -0.558 -0.522 0.224 -0.352 -0.548 -1.142 -0.232 -1.157 -0.768 -0.930 -0.549 0.436
Sala_1732 YP_616778 Lytic transglycosylase, catalytic 0.445 9 1.680 0.131 1.000 0.156 2.721 0.042 1.000 0.200 2.331 0.037 1.000 0.174 0.896 0.831 0.811 0.797 0.913 -0.276 -0.143 -0.497 -0.257 0.342 0.610
Sala_1122 YP_616171 aminotransferase class-III -1.418 1 -2.694 0.037 1.000 0.175 -1.418 -1.418
Sala_1127 YP_616176 response regulator receiver protein -1.419 1 -2.694 0.037 1.000 0.175 -1.419 -1.419
Sala_1297 YP_616344 proton-translocating NADH-quinone oxidoreductase, chain M -1.412 1 -2.682 0.038 1.000 0.175 -1.412 -1.412
Sala_2096 YP_617138 aconitate hydratase 1 0.457 20 2.767 0.012 1.000 0.029 2.132 0.051 1.000 0.223 2.199 0.038 1.000 0.175 0.189 0.226 0.300 0.194 0.400 0.262 0.127 -0.021 -0.225 0.073 1.129 0.277 0.226 -0.058 0.253 -0.358 0.373 0.190 1.969 1.735 0.363 0.587
Sala_0472 YP_615526 acriflavin resistance protein -0.474 16 -3.420 0.004 1.000 0.013 -2.108 0.061 1.000 0.232 -2.202 0.040 1.000 0.179 0.261 -0.044 -0.384 0.073 -0.932 -0.878 -0.688 -0.494 -0.730 -0.249 -0.523 0.273 0.114 -0.334 -1.434 -1.510 -0.468 0.547
Sala_0945 YP_615996 hypothetical protein -0.298 17 -4.796 0.000 0.189 0.001 -2.729 0.020 1.000 0.119 -2.191 0.040 1.000 0.179 -0.376 -0.410 -0.135 0.169 -0.264 -0.450 -0.388 -0.201 -0.091 -0.032 -0.492 -0.233 -0.351 -0.022 -0.150 -0.736 -0.804 -0.292 0.251
Sala_1832 YP_616877 DEAD/DEAH box helicase-like protein 0.596 6 2.851 0.036 1.000 0.060 4.781 0.041 1.000 0.200 2.368 0.040 1.000 0.179 0.498 0.611 0.095 -0.129 0.829 0.713 0.436 0.375
Sala_1839 YP_616884 Alcohol dehydrogenase, zinc-binding -0.313 13 -4.214 0.001 1.000 0.005 -3.111 0.017 1.000 0.110 -2.230 0.040 1.000 0.179 0.224 -0.154 -0.357 -0.147 -0.091 -0.157 -0.267 -0.501 -0.672 -0.122 -0.451 -0.369 -0.527 -0.276 0.236
Sala_3123 YP_618159 phosphoribosylaminoimidazolecarboxamide formyltransferase/IMP cyclohydrolase -0.530 19 -3.833 0.001 1.000 0.005 -2.047 0.060 1.000 0.232 -2.180 0.040 1.000 0.179 -0.538 -0.140 -0.770 -1.217 -0.710 -0.832 -1.602 -0.413 -0.275 -0.153 -0.691 0.280 0.144 0.743 -0.348 -0.494 -1.128 -1.310 -0.213 -0.509 0.579
Sala_3172 YP_618208 ribonuclease, Rne/Rng family 0.510 19 3.151 0.006 1.000 0.017 2.053 0.061 1.000 0.232 2.177 0.040 1.000 0.179 0.245 0.200 0.150 0.237 1.593 0.507 0.128 -0.075 0.322 0.396 0.283 0.636 0.638 0.350 0.324 -0.857 0.266 1.872 1.903 0.480 0.664
Sala_0184 YP_615241 alpha amylase, catalytic region -0.548 10 -3.521 0.007 1.000 0.019 -2.082 0.082 1.000 0.271 -2.244 0.042 1.000 0.181 -0.382 -1.204 -1.032 -0.024 -0.618 -0.054 -0.042 -0.120 -1.173 -1.262 -0.591 0.531
Sala_0672 YP_615726 acetyltransferase, GT family -0.786 4 -1.291 0.287 1.000 0.251 -2.822 0.017 1.000 0.110 -2.440 0.041 1.000 0.181 -0.013 0.516 -1.854 -1.794 -0.786 1.218
Sala_0810 YP_615863 Homoserine dehydrogenase -0.706 12 -4.562 0.001 0.777 0.004 -1.966 0.078 1.000 0.265 -2.219 0.042 1.000 0.181 -0.402 -0.690 -0.221 -0.547 -0.805 -0.876 -0.385 -0.617 0.050 -1.998 -0.957 -0.544 -0.666 0.506
Sala_1915 YP_616960 maf protein 0.546 6 3.556 0.016 1.000 0.035 2.944 0.060 1.000 0.232 2.346 0.042 1.000 0.181 0.847 0.284 0.448 0.029 0.834 0.358 0.467 0.321
Sala_2225 YP_617267 Dihydrolipoamide dehydrogenase -0.560 16 -3.849 0.002 1.000 0.007 -2.002 0.071 1.000 0.250 -2.178 0.042 1.000 0.181 -0.599 -0.715 -0.464 -0.685 -0.106 -1.133 0.010 -1.471 0.299 -0.216 -0.251 -0.641 0.161 -0.378 -0.273 -1.333 -0.487 0.506
Sala_3148 YP_618184 imidazole glycerol phosphate synthase, glutamine amidotransferase subunit 0.680 4 5.734 0.011 1.000 0.026 5.973 0.106 1.000 0.299 2.435 0.042 1.000 0.181 0.679 0.483 0.864 0.391 0.604 0.211
Sala_2712 YP_617750 hypothetical protein 0.587 7 2.561 0.043 1.000 0.068 2.227 0.156 1.000 0.363 2.302 0.042 1.000 0.182 0.138 -0.057 0.120 0.454 0.727 0.661 1.476 0.503 0.519
Sala_2953 YP_617991 amino acid-binding ACT -0.575 18 -3.171 0.006 1.000 0.017 -2.011 0.064 1.000 0.237 -2.156 0.042 1.000 0.182 -0.704 -0.539 -0.802 -0.971 -0.350 -0.752 0.043 -0.586 -1.648 -0.805 -1.089 -0.934 0.873 1.318 0.138 -0.613 -1.462 -1.466 -0.575 0.769
Sala_2303 YP_617345 GTP-binding protein TypA 0.365 18 2.490 0.023 1.000 0.045 2.257 0.042 1.000 0.200 2.153 0.043 1.000 0.182 0.146 0.427 0.251 -0.109 0.047 0.257 -0.013 0.624 0.350 0.587 0.629 -0.432 -0.506 0.066 0.021 0.296 0.618 1.438 0.261 0.445
Sala_2879 YP_617917 acyl-CoA dehydrogenase-like protein -0.414 19 -3.547 0.002 1.000 0.009 -2.125 0.052 1.000 0.223 -2.141 0.043 1.000 0.183 -0.598 -0.636 -0.094 -0.124 -0.491 0.046 -0.121 -0.207 0.133 -0.170 0.039 -0.500 -0.977 0.303 0.057 -0.141 -0.886 -0.907 -0.930 -0.327 0.401
Sala_2442 YP_617482 putative copper efflux system periplasmic protein CusF -0.811 3 -2.211 0.158 1.000 0.173 -11.148 0.000 0.000 0.000 -2.470 0.044 1.000 0.186 -0.101 -1.568 -1.475 -1.048 0.821
Sala_0625 YP_615679 DNA polymerase I 0.562 9 2.219 0.057 1.000 0.086 2.031 0.098 1.000 0.289 2.227 0.045 1.000 0.188 1.768 -0.353 0.218 0.340 0.630 0.767 0.059 0.141 0.389 0.440 0.595
Sala_1198 YP_616247 Orn/DAP/Arg decarboxylase 2 -1.339 1 -2.543 0.046 1.000 0.188 -1.339 -1.339
Sala_1753 YP_616799 Ppx/GppA phosphatase 1.338 1 2.541 0.046 1.000 0.188 1.338 1.338
Sala_2162 YP_617204 Acetyl-CoA C-acyltransferase 0.356 15 3.848 0.002 1.000 0.007 2.345 0.044 1.000 0.204 2.147 0.045 1.000 0.188 0.843 0.441 0.990 0.476 0.880 0.797 -0.671 0.239 0.070 0.072 0.053 0.702 0.668 0.493 0.381 0.429 0.432
Sala_3145 YP_618181 3-oxoacyl-(acyl-carrier protein) synthase -0.946 2 -1.238 0.433 1.000 0.327 -2.540 0.046 1.000 0.188 -0.182 -1.710 -0.946 1.080
Sala_1203 YP_616252 hypothetical protein -0.481 6 -3.296 0.022 1.000 0.043 -2.766 0.110 1.000 0.307 -2.280 0.046 1.000 0.190 -0.447 -0.257 -0.603 -0.233 -0.162 -1.088 -0.465 0.345
Sala_2809 YP_617847 ribosomal protein S17 0.698 4 1.910 0.152 1.000 0.171 6.243 2.365 0.047 1.000 0.190 -0.037 0.176 1.324 1.327 0.698 0.731
Sala_1563 YP_616609 UDP-glucose 6-dehydrogenase -0.778 4 -2.640 0.078 1.000 0.107 -2.920 0.100 1.000 0.293 -2.362 0.047 1.000 0.190 -0.504 -0.549 -0.103 -1.170 -0.582 0.441
Sala_1963 YP_617008 Phosphatidylserine decarboxylase-related protein 0.791 10 3.125 0.012 1.000 0.029 1.801 0.115 1.000 0.315 2.175 0.048 1.000 0.192 1.269 0.524 0.903 -0.098 -0.037 0.559 0.846 2.135 -0.148 1.047 0.700 0.708
Sala_1124 YP_616173 fumarylacetoacetate (FAA) hydrolase -0.425 14 -3.993 0.002 1.000 0.006 -2.182 0.054 1.000 0.224 -2.125 0.048 1.000 0.192 -0.005 -0.031 -0.351 -0.676 0.081 -0.862 -0.406 -1.118 -0.100 -0.349 -0.385 0.039 -0.690 -0.629 -0.392 0.367
Sala_1573 YP_616619 DegT/DnrJ/EryC1/StrS aminotransferase 0.456 8 4.025 0.005 1.000 0.016 2.418 0.060 1.000 0.232 2.198 0.049 1.000 0.195 0.928 0.718 0.963 0.251 0.474 0.566 -0.139 0.388 0.519 0.364
Sala_1449 YP_616495 Hydrophobe/amphiphile efflux-1 HAE1 -0.731 11 -2.875 0.017 1.000 0.035 -1.833 0.126 1.000 0.326 -2.142 0.049 1.000 0.195 0.840 -0.960 -0.573 -0.519 -0.593 -0.232 0.199 -1.180 -0.964 -1.951 -1.743 -0.698 0.805
Sala_1867 YP_616912 Glycine dehydrogenase (decarboxylating) -0.578 15 -3.447 0.004 1.000 0.014 -1.936 0.079 1.000 0.266 -2.100 0.050 1.000 0.195 -0.290 -0.428 -0.216 -0.195 -0.869 0.086 0.002 -0.627 -1.390 -0.144 0.117 -0.732 -1.265 -0.866 0.181 -0.442 0.497
Sala_2750 YP_617788 ribosomal protein L28 0.693 4 1.418 0.251 1.000 0.233 5.244 0.000 0.103 0.005 2.331 0.049 1.000 0.195 -0.252 -0.046 1.461 1.607 0.693 0.977
Sala_1293 YP_616340 beta-lactamase-like protein 0.410 16 5.264 0.000 0.091 0.001 2.139 0.054 1.000 0.224 2.088 0.050 1.000 0.196 1.217 0.779 0.603 0.423 0.475 0.358 0.619 0.209 0.063 0.243 1.084 0.048 0.088 0.157 0.431 0.479 0.455 0.346
Sala_2872 YP_617910 PfkB -0.344 18 -4.320 0.000 0.443 0.003 -2.198 0.047 1.000 0.209 -2.074 0.050 1.000 0.196 -0.011 -0.295 -0.369 -0.628 -0.458 -0.797 -0.735 -0.270 0.129 0.042 -0.182 -0.876 -0.818 -0.097 -0.081 -0.731 -0.800 0.243 -0.374 0.367
Sala_1327 YP_616374 protein of unknown function DUF11 -0.755 7 -3.275 0.017 1.000 0.036 -1.775 0.151 1.000 0.360 -2.201 0.051 1.000 0.196 -0.635 -0.270 0.000 -1.548 -0.759 -0.333 -1.253 -0.685 0.554
Sala_0773 YP_615826 aldehyde dehydrogenase -0.680 3 -7.639 0.017 1.000 0.036 -12.036 0.053 1.000 0.223 -2.371 0.051 1.000 0.197 -0.692 -0.789 -0.496 -0.659 0.149
Sala_1064 YP_616114 tryptophan synthase, beta subunit 0.700 4 1.711 0.186 1.000 0.191 2.598 2.292 0.052 1.000 0.201 1.191 0.174 0.508 -0.036 0.459 0.537
Sala_1216 YP_616265 glutathione reductase 0.383 19 4.660 0.000 0.186 0.001 2.040 0.062 1.000 0.233 2.042 0.053 1.000 0.203 0.827 0.829 -0.157 0.386 0.482 0.390 0.797 0.645 0.409 -0.484 0.252 0.367 0.062 0.912 0.498 0.616 0.508 0.026 0.057 0.391 0.366
Sala_0700 YP_615754 lipolytic enzyme, G-D-S-L -0.544 11 -3.277 0.008 1.000 0.022 -1.910 0.105 1.000 0.298 -2.092 0.054 1.000 0.207 0.085 0.453 -0.596 0.176 -1.190 -1.078 -0.824 -0.636 -0.458 -1.123 -1.207 -0.582 0.589
Sala_0130 YP_615187 Endoribonuclease L-PSP 1.032 2 9.909 0.064 1.000 0.093 4.736 2.312 0.055 1.000 0.208 0.928 1.136 1.032 0.147
Sala_0185 YP_615242 alpha-glucosidase -0.772 17 -3.180 0.006 1.000 0.018 -1.776 0.103 1.000 0.297 -2.017 0.057 1.000 0.208 -0.916 -1.651 -0.383 0.206 1.762 -0.618 -0.919 -0.227 0.115 -0.620 0.016 -1.777 -1.191 -1.187 -1.219 -1.953 -1.464 -0.707 0.917
Sala_0496 YP_615550 Threonine aldolase -0.689 4 -5.477 0.012 1.000 0.029 -3.483 0.178 1.000 0.373 -2.249 0.056 1.000 0.208 -0.878 -0.844 -0.329 -0.705 -0.689 0.252
Sala_0702 YP_615756 hypothetical protein 0.539 19 4.067 0.001 0.690 0.004 1.860 0.084 1.000 0.274 2.012 0.056 1.000 0.208 0.558 0.500 0.464 0.514 0.426 0.933 0.512 -0.052 1.096 -0.140 2.185 0.474 0.500 0.530 0.110 -0.177 0.093 0.095 1.164 0.515 0.552
Sala_1675 YP_616721 cytochrome c oxidase, cbb3-type, subunit II 1.011 2 161.649 0.004 1.000 0.014 77.268 2.305 0.056 1.000 0.208 1.017 1.005 1.011 0.009
Sala_1727 YP_616773 periplasmic sensor hybrid histidine kinase 1.260 1 2.393 0.056 1.000 0.208 1.260 1.260
Sala_2063 YP_617105 PhoH-like protein 0.402 11 3.310 0.008 1.000 0.021 2.237 0.060 1.000 0.232 2.078 0.056 1.000 0.208 0.254 0.301 0.439 -0.105 -0.172 0.336 0.580 0.570 0.257 0.993 1.323 0.434 0.435
Sala_2115 YP_617157 short-chain dehydrogenase/reductase SDR -0.850 3 -3.033 0.094 1.000 0.122 -2.056 0.288 1.000 0.457 -2.296 0.057 1.000 0.208 -0.828 -1.346 -0.376 -0.850 0.485
Sala_2248 YP_617290 band 7 protein -0.329 19 -4.721 0.000 0.163 0.001 -2.113 0.054 1.000 0.224 -2.005 0.057 1.000 0.208 -0.302 -0.274 -0.048 -0.324 -0.912 -0.167 -0.061 -0.966 -0.602 -0.492 -0.625 -0.227 -0.420 0.165 -0.769 0.052 0.129 -0.527 -0.413 -0.357 0.330
Sala_2969 YP_618007 nitroreductase 0.567 7 7.674 0.000 0.244 0.002 2.763 0.040 1.000 0.199 2.135 0.057 1.000 0.208 0.621 0.416 0.622 0.854 0.505 0.302 0.831 0.593 0.204
Sala_1129 YP_616178 type II and III secretion system protein 0.634 5 2.445 0.071 1.000 0.101 2.028 0.180 1.000 0.373 2.157 0.060 1.000 0.216 0.809 0.874 1.172 1.503 -0.405 0.790 0.723
Sala_2436 YP_617476 glutaredoxin -0.787 9 -0.591 0.571 1.000 0.385 -1.674 0.169 1.000 0.367 -2.063 0.060 1.000 0.216 1.825 0.485 1.169 -0.468 -1.238 -0.277 -0.745 -0.531 -2.505 -0.254 1.289
Sala_2972 YP_618010 DNA gyrase, B subunit 0.443 18 2.721 0.015 1.000 0.032 1.894 0.081 1.000 0.268 1.986 0.060 1.000 0.216 2.247 0.584 0.592 0.131 0.234 0.353 -0.052 -0.135 0.196 -0.097 0.152 -0.047 0.009 0.037 0.096 0.706 0.627 0.793 0.357 0.557
Sala_3160 YP_618196 Senescence marker protein-30 (SMP-30) -0.392 12 -2.935 0.014 1.000 0.031 -2.074 0.072 1.000 0.251 -2.029 0.060 1.000 0.216 -0.763 -0.553 -0.574 -0.379 0.229 0.650 -0.011 -0.592 -0.522 -0.813 -0.476 -0.664 -0.372 0.439
Sala_1925 YP_616970 hypothetical protein 1.222 1 2.321 0.061 1.000 0.219 1.222 1.222
Sala_0305 YP_615361 TonB-dependent receptor 0.835 9 1.602 0.148 1.000 0.168 1.665 0.157 1.000 0.363 2.049 0.062 1.000 0.219 0.769 1.050 1.937 1.906 0.303 0.719 1.114 -0.343 -1.840 0.624 1.169
Sala_1523 YP_616569 protein of unknown function DUF541 0.293 19 5.781 0.000 0.017 0.000 2.197 0.045 1.000 0.207 1.963 0.062 1.000 0.220 0.179 0.358 0.483 0.439 0.527 0.365 0.403 -0.013 0.864 0.140 0.062 0.066 0.360 0.228 0.583 0.653 0.198 0.256 -0.072 0.320 0.241
Sala_1496 YP_616542 histone-like DNA-binding protein 0.857 2 2.094 0.284 1.000 0.250 2.303 0.063 1.000 0.221 1.267 0.448 0.857 0.579
Sala_2322 YP_617364 protein of unknown function DUF924 0.484 10 3.474 0.007 1.000 0.020 1.912 0.104 1.000 0.298 2.023 0.063 1.000 0.221 0.809 0.468 0.382 1.075 0.776 0.764 -0.423 0.535 0.055 0.296 0.474 0.431
Sala_3020 YP_618058 leucyl-tRNA synthetase -0.295 20 -4.492 0.000 0.238 0.002 -2.132 0.051 1.000 0.223 -1.948 0.063 1.000 0.221 -0.246 0.167 -0.190 -0.401 0.346 0.126 -0.353 -0.377 -0.743 -0.178 -0.465 -0.712 -0.244 -0.341 -0.277 -0.680 -0.232 -0.004 -0.445 -0.580 -0.291 0.290
Sala_3054 YP_618091 Enoyl-CoA hydratase/isomerase 0.412 12 2.419 0.034 1.000 0.059 1.953 0.092 1.000 0.281 1.999 0.063 1.000 0.221 0.665 -0.160 0.014 -0.363 1.010 1.184 0.001 1.200 0.309 0.158 0.149 0.241 0.367 0.526
Sala_2752 YP_617790 17 kDa surface antigen 1.206 1 2.290 0.064 1.000 0.221 1.206 1.206
Sala_0566 YP_615620 ribosomal protein S11 0.630 4 1.725 0.183 1.000 0.189 7.610 2.155 0.064 1.000 0.221 -0.076 0.076 1.239 1.283 0.630 0.731
Sala_2124 YP_617166 3-oxoacid CoA-transferase, subunit B 0.779 5 1.712 0.162 1.000 0.177 1.451 0.284 1.000 0.457 2.113 0.065 1.000 0.221 1.253 0.647 0.642 2.138 -0.705 0.795 1.038
Sala_2206 YP_617248 3-methyl-2-oxobutanoate hydroxymethyltransferase 0.550 10 3.939 0.003 1.000 0.012 1.813 0.130 1.000 0.329 2.010 0.064 1.000 0.221 0.437 0.385 0.972 0.810 1.166 -0.352 0.214 0.899 0.863 0.290 0.568 0.456
Sala_1325 YP_616372 Protein of unknown function DUF11 -1.195 1 -2.269 0.066 1.000 0.223 -1.195 -1.195
Sala_2842 YP_617880 protein of unknown function DUF299 1.194 1 2.268 0.066 1.000 0.223 1.194 1.194
Sala_3050 YP_618087 hypothetical protein -1.192 1 -2.263 0.066 1.000 0.224 -1.192 -1.192
Sala_1800 YP_616845 3-dehydroquite synthase -0.817 4 -4.465 0.021 1.000 0.042 -1.720 0.228 1.000 0.418 -2.121 0.068 1.000 0.229 -0.849 -0.640 -1.276 -0.438 -0.801 0.359
Sala_0784 YP_615837 Copper-resistance protein CopA 1.179 1 2.239 0.068 1.000 0.230 1.179 1.179
Sala_2802 YP_617840 ribosomal protein L18 0.616 4 1.575 0.213 1.000 0.210 7.868 0.000 0.185 0.008 2.109 0.069 1.000 0.231 -0.014 -0.105 1.232 1.351 0.616 0.782
Sala_0464 YP_615518 asparagise -1.170 1 -2.222 0.070 1.000 0.232 -1.170 -1.170
Sala_1374 YP_616421 transcriptional regulator, MarR family -1.215 2 -2.731 0.223 1.000 0.218 -1.305 0.214 1.000 0.404 -2.146 0.070 1.000 0.232 -1.660 -0.770 -1.215 0.629
Sala_2355 YP_617397 hypothetical protein 0.576 6 1.543 0.183 1.000 0.189 2.434 0.248 1.000 0.439 2.035 0.070 1.000 0.232 -0.534 -0.222 0.703 0.716 0.817 0.752 0.372 0.591
Sala_2778 YP_617816 glutathione S-transferase-like protein 0.356 17 4.106 0.001 0.788 0.004 1.925 0.078 1.000 0.265 1.909 0.070 1.000 0.232 0.282 0.561 0.649 0.148 -0.016 -0.035 -0.169 0.388 1.407 0.659 0.392 0.232 0.135 0.199 0.623 0.502 0.231 0.364 0.366
Sala_2859 YP_617897 hypothetical protein -0.735 3 -3.420 0.076 1.000 0.106 -2.080 0.285 1.000 0.457 -2.124 0.073 1.000 0.239 -0.819 -0.362 -1.143 -0.775 0.392
Sala_1221 YP_616269 methylmalonyl-CoA mutase 0.414 18 4.220 0.001 0.549 0.003 1.797 0.097 1.000 0.289 1.884 0.073 1.000 0.239 0.318 -0.001 1.423 0.127 -0.389 0.539 0.731 0.550 0.796 0.309 0.096 0.181 0.654 0.463 0.832 0.776 -0.021 0.142 0.418 0.420
Sala_0240 YP_615297 peptide methionine sulfoxide reductase -0.576 6 -2.946 0.032 1.000 0.056 -2.025 0.180 1.000 0.373 -1.994 0.075 1.000 0.243 -0.491 -0.248 -0.488 -0.026 -1.303 -1.256 -0.636 0.528
Sala_1817 YP_616862 preprotein translocase, SecA subunit 0.253 20 4.602 0.000 0.186 0.001 2.191 0.046 1.000 0.207 1.862 0.075 1.000 0.243 0.030 0.035 0.433 0.309 0.526 0.578 0.370 0.268 0.119 0.222 -0.049 -0.088 0.782 0.508 0.237 -0.025 0.448 0.434 -0.111 0.130 0.258 0.251
Sala_2228 YP_617270 2-oxoglutarate dehydrogenase, E1 component -0.550 18 -3.404 0.003 1.000 0.012 -1.696 0.116 1.000 0.315 -1.868 0.075 1.000 0.243 -0.638 -0.002 -0.774 -0.731 -1.019 -1.055 -0.395 -0.784 -0.022 -0.357 1.110 -0.408 -1.431 0.566 -0.390 -0.550 -0.986 -1.475 -0.519 0.647
Sala_1542 YP_616588 short-chain dehydrogenase/reductase SDR -0.337 16 -3.969 0.001 1.000 0.005 -2.016 0.065 1.000 0.238 -1.874 0.076 1.000 0.244 -0.440 0.082 -0.561 -0.085 -0.202 -0.632 -0.491 -0.176 -0.363 -0.579 -1.062 -0.046 0.248 -0.413 -0.003 -0.455 -0.324 0.326
Sala_1966 YP_617011 peptidase M16-like protein 0.517 7 4.208 0.006 1.000 0.017 2.274 0.108 1.000 0.303 1.958 0.077 1.000 0.245 0.913 1.103 0.818 0.918 0.540 0.587 -0.177 0.672 0.422
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Experiment

Sala_1978 YP_617022 Prolyl oligopeptidase -0.366 20 -3.366 0.003 1.000 0.012 -1.820 0.090 1.000 0.281 -1.852 0.076 1.000 0.245 -0.598 -0.681 -0.739 -0.069 0.026 -0.377 -0.632 -0.441 0.807 -0.248 -0.280 -0.267 0.265 0.343 -0.278 -0.521 -0.540 -0.465 -0.753 -0.924 -0.319 0.423
Sala_2147 YP_617189 2-nitropropane dioxygenase, NPD -0.629 3 -3.509 0.072 1.000 0.103 -4.433 -2.080 0.078 1.000 0.246 -0.739 -0.356 -1.067 -0.720 0.356
Sala_2309 YP_617351 hypothetical protein 0.762 8 3.476 0.010 1.000 0.026 1.529 0.177 1.000 0.373 1.934 0.078 1.000 0.246 0.555 0.173 0.459 1.461 1.359 0.201 0.278 1.718 0.775 0.631
Sala_0202 YP_615259 hypothetical protein -1.112 1 -2.111 0.081 1.000 0.254 -1.112 -1.112
Sala_0270 YP_615326 peptidase S10, serine carboxypeptidase 1.112 1 2.112 0.081 1.000 0.254 1.112 1.112
Sala_1014 YP_616064 glycoside hydrolase, family 3-like protein 1.110 1 2.108 0.082 1.000 0.254 1.110 1.110
Sala_1606 YP_616652 AAA family ATPase, CDC48 subfamily -0.514 17 -2.842 0.012 1.000 0.028 -1.661 0.125 1.000 0.326 -1.828 0.082 1.000 0.254 -1.208 0.284 0.192 0.582 -1.030 -0.353 0.486 -0.422 -0.421 -0.096 0.201 -0.428 -0.546 -1.134 -1.110 -1.203 -1.260 -0.439 0.637
Sala_2194 YP_617236 Polyprenyl synthetase 0.590 11 1.994 0.074 1.000 0.104 1.628 0.155 1.000 0.363 1.866 0.082 1.000 0.254 -0.423 0.880 0.759 1.498 0.721 -0.243 -0.063 -0.410 1.239 0.099 0.339 0.400 0.665
Sala_2882 YP_617920 TonB-dependent receptor 0.497 14 2.289 0.039 1.000 0.064 1.664 0.131 1.000 0.331 1.848 0.081 1.000 0.254 -0.059 -0.160 0.207 0.049 0.323 -0.764 0.553 0.776 0.150 0.836 -0.274 1.179 1.194 1.553 0.397 0.650
Sala_2344 YP_617386 colDNA-shock DNA-binding domain protein 0.280 19 3.548 0.002 1.000 0.009 1.972 0.070 1.000 0.250 1.812 0.083 1.000 0.257 0.257 0.890 0.723 0.192 0.702 0.203 0.552 0.391 -0.359 0.124 0.005 0.237 0.198 -0.229 -0.139 0.405 0.413 0.124 0.271 0.261 0.321
Sala_0266 YP_615322 protein of unknown function DUF833 -1.096 1 -2.081 0.085 1.000 0.260 -1.096 -1.096
Sala_1137 YP_616186 hypothetical protein 0.267 17 4.465 0.000 0.373 0.002 2.069 0.063 1.000 0.234 1.804 0.086 1.000 0.262 0.126 0.605 0.302 -0.230 0.263 0.187 0.460 0.178 0.781 0.100 0.111 -0.046 0.274 0.298 0.386 0.185 0.304 0.252 0.233
Sala_1583 YP_616629 Protein-tyrosine kinase 0.315 14 2.344 0.036 1.000 0.060 1.942 0.088 1.000 0.278 1.820 0.086 1.000 0.262 1.044 -0.170 -0.093 0.181 -0.170 0.019 0.131 0.675 -0.100 -0.064 0.332 0.263 0.751 0.608 0.243 0.389
Sala_0776 YP_615829 2-nitropropane dioxygenase, NPD 0.302 14 4.397 0.001 0.689 0.004 2.126 0.059 1.000 0.232 1.812 0.087 1.000 0.265 0.867 0.296 0.488 0.800 0.594 0.442 0.105 0.112 -0.011 0.368 -0.103 0.007 0.438 0.566 0.355 0.302
Sala_0090 YP_615149 transcriptional regulator, MarR family -0.596 3 -2.581 0.123 1.000 0.150 -11.765 -1.998 0.087 1.000 0.265 -0.964 -0.170 -1.081 -0.738 0.495
Sala_2814 YP_617852 ribosomal protein S19 0.568 4 1.412 0.253 1.000 0.234 9.544 1.953 0.088 1.000 0.265 -0.071 -0.184 1.271 1.258 0.568 0.805
Sala_0017 YP_615076 alpha/beta hydrolase fold -0.519 10 -0.756 0.469 1.000 0.343 -1.748 0.131 1.000 0.331 -1.835 0.088 1.000 0.266 0.276 0.973 -0.068 0.155 -1.079 -0.176 0.068 0.037 -1.046 -0.636 -0.150 0.626
Sala_1279 YP_616326 Ci-like protein -0.398 9 -2.565 0.033 1.000 0.058 -1.825 0.142 1.000 0.346 -1.820 0.092 1.000 0.275 0.069 -0.320 -1.215 -1.170 -0.736 0.071 -0.099 -0.077 -0.376 -0.428 0.501
Sala_1741 YP_616787 hypothetical protein 0.477 16 2.329 0.034 1.000 0.059 1.612 0.135 1.000 0.337 1.770 0.092 1.000 0.275 0.948 0.886 1.505 1.076 0.671 0.295 -0.029 0.618 0.460 -0.629 0.039 -1.104 -0.661 1.293 0.648 0.855 0.430 0.738
Sala_2239 YP_617281 histidine triad (HIT) protein -0.559 4 -3.784 0.032 1.000 0.057 -8.233 0.077 1.000 0.265 -1.918 0.093 1.000 0.275 -0.291 -0.324 -0.748 -0.874 -0.559 0.296
Sala_3074 YP_618111 acyl-CoA dehydrogenase-like protein 0.392 12 1.627 0.132 1.000 0.156 1.786 0.108 1.000 0.303 1.797 0.092 1.000 0.275 0.674 0.746 0.945 0.276 0.450 -0.029 -0.225 -0.555 -0.465 0.206 -0.077 1.180 0.260 0.555
Sala_2286 YP_617328 ATP synthase F1, alpha subunit -0.280 19 -4.056 0.001 0.708 0.004 -1.887 0.080 1.000 0.268 -1.753 0.093 1.000 0.275 -0.690 -0.416 -0.496 -0.266 -0.667 -0.712 -0.691 -0.571 -0.418 -0.152 -0.094 -0.693 -0.442 0.292 0.018 -0.210 -0.580 -0.651 0.708 -0.354 0.381
Sala_3032 YP_618069 succinate dehydrogenase, flavoprotein subunit -0.295 20 -3.412 0.003 1.000 0.011 -1.805 0.093 1.000 0.281 -1.742 0.094 1.000 0.278 -0.672 -0.560 -0.068 -0.616 -0.813 -0.937 -0.722 -0.430 0.554 0.018 0.128 0.043 -0.933 0.059 -0.575 -0.893 -0.154 -0.172 -0.018 0.128 -0.332 0.435
Sala_0156 YP_615213 thioredoxin -0.548 4 -7.108 0.006 1.000 0.018 -12.934 0.000 0.011 0.001 -1.887 0.097 1.000 0.280 -0.458 -0.377 -0.681 -0.675 -0.548 0.154
Sala_0512 YP_615566 glutathione S-transferase-like protein 0.636 4 3.431 0.042 1.000 0.067 2.126 0.167 1.000 0.367 1.889 0.097 1.000 0.280 0.847 0.121 0.658 0.493 0.530 0.309
Sala_0542 YP_615596 ribosomal protein S15 0.555 4 1.614 0.205 1.000 0.206 5.535 0.001 0.725 0.017 1.889 0.097 1.000 0.280 -0.132 0.059 1.156 1.138 0.555 0.688
Sala_1305 YP_616352 NADH-quinone oxidoreductase, F subunit -0.358 10 -2.755 0.022 1.000 0.044 -1.960 0.091 1.000 0.281 -1.787 0.096 1.000 0.280 -0.557 -0.219 -0.231 -0.769 -0.864 0.240 -0.271 0.122 -0.562 -0.073 -0.318 0.365
Sala_3059 YP_618096 cystathionine beta-lyase 0.651 3 0.669 0.573 1.000 0.385 2.321 0.259 1.000 0.441 1.937 0.095 1.000 0.280 0.494 1.037 -0.579 0.317 0.822
Sala_3185 YP_618221 2-polyprenylphenol 6-hydroxylase 0.777 2 2.129 0.280 1.000 0.248 1.980 0.097 1.000 0.280 0.987 0.356 0.672 0.446
Sala_0374 YP_615430 hydro-lyases, Fe-S type, tartrate/fumarate subfamily, alpha region -0.450 15 -3.231 0.006 1.000 0.018 -1.620 0.133 1.000 0.334 -1.742 0.098 1.000 0.282 0.466 -0.550 -1.061 -0.627 -0.692 -0.407 -0.018 -0.255 -0.208 -0.438 -0.589 -0.347 0.534 -1.475 -1.228 -0.460 0.551
Sala_2785 YP_617823 UspA 0.598 5 1.047 0.354 1.000 0.290 2.144 0.121 1.000 0.321 1.845 0.099 1.000 0.284 -0.292 -0.052 0.186 0.290 1.164 0.259 0.553
Sala_0846 YP_615897 R methyltransferase TrmH, group 3 0.372 12 3.059 0.011 1.000 0.027 1.777 0.126 1.000 0.326 1.751 0.099 1.000 0.284 0.417 0.144 -0.374 0.436 0.204 -0.156 0.791 0.061 0.476 0.499 0.783 0.425 0.309 0.350
Sala_1347 YP_616394 Coproporphyrinogen oxidase -0.672 8 -2.878 0.024 1.000 0.045 -1.502 0.193 1.000 0.379 -1.787 0.100 1.000 0.284 -1.437 -0.603 0.058 -0.875 -0.144 -0.676 0.107 -1.489 -0.632 0.622
Sala_0044 YP_615103 type I phosphodiesterase/nucleotide pyrophosphatase 0.275 17 3.492 0.003 1.000 0.011 1.858 0.088 1.000 0.278 1.708 0.103 1.000 0.288 -0.021 -0.061 0.494 -0.336 0.065 0.283 0.166 -0.067 0.036 0.690 0.449 0.069 0.509 0.365 0.635 0.463 0.404 0.244 0.288
Sala_2281 YP_617323 hypothetical protein -0.470 9 -3.665 0.006 1.000 0.019 -1.577 0.166 1.000 0.367 -1.761 0.102 1.000 0.288 -0.332 -1.262 -0.818 -1.102 -0.656 0.132 -0.497 -0.078 -0.391 -0.556 0.455
Sala_2389 YP_617431 Leucyl aminopeptidase -0.702 5 -3.106 0.036 1.000 0.060 -1.565 0.216 1.000 0.404 -1.807 0.102 1.000 0.288 -0.375 0.050 -0.992 -0.864 -0.920 -0.620 0.446
Sala_2945 YP_617983 glutamyl-tRNA synthetase 0.621 9 3.772 0.005 1.000 0.017 1.540 0.184 1.000 0.376 1.761 0.102 1.000 0.288 0.070 0.426 1.650 0.403 0.249 0.442 1.018 0.453 0.656 0.596 0.474
Sala_0629 YP_615683 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen 0.306 18 4.551 0.000 0.270 0.002 1.747 0.102 1.000 0.297 1.702 0.103 1.000 0.288 0.353 0.611 0.799 0.259 0.222 0.532 0.794 0.027 0.381 -0.190 0.499 0.655 0.153 0.645 0.183 0.547 -0.477 0.539 0.363 0.338
Sala_0190 YP_615247 glucose-6-phosphate 1-dehydrogenase -0.397 16 -3.496 0.003 1.000 0.012 -1.634 0.128 1.000 0.329 -1.706 0.104 1.000 0.289 -0.305 -0.709 0.454 0.213 -0.002 -0.601 -0.262 -0.464 -0.553 -0.171 -1.147 -0.515 -0.592 0.192 -0.625 -0.849 -0.371 0.425
Sala_1807 YP_616852 transaldolase, putative 0.323 19 3.352 0.004 1.000 0.012 1.667 0.119 1.000 0.320 1.682 0.106 1.000 0.294 0.347 0.311 0.552 0.584 0.398 0.499 -0.159 -0.889 0.291 0.140 0.191 0.106 0.033 0.549 0.967 0.355 0.168 0.533 0.663 0.297 0.386
Sala_2140 YP_617182 Glutamate synthase (ferredoxin) -0.429 20 -3.234 0.004 1.000 0.014 -1.568 0.139 1.000 0.343 -1.681 0.106 1.000 0.294 -0.348 -0.277 -0.581 -0.527 -0.579 -0.760 -0.756 -0.618 -0.704 -0.255 -0.307 -0.895 -1.563 -0.481 -0.587 -0.575 -0.199 -1.974 1.055 1.073 -0.493 0.682
Sala_2816 YP_617854 Ribosomal protein L25/L23 0.573 4 1.372 0.264 1.000 0.238 2.422 0.073 1.000 0.251 1.828 0.106 1.000 0.294 -0.201 -0.065 1.063 1.494 0.573 0.835
Sala_0453 YP_615507 chaperonin Cpn10 0.668 5 2.129 0.100 1.000 0.129 1.426 1.789 0.108 1.000 0.297 -0.247 0.315 0.590 1.620 1.357 0.727 0.764
Sala_0657 YP_615711 enoyl-acyl-carrier-protein reductase -0.657 8 -2.770 0.028 1.000 0.050 -1.389 0.214 1.000 0.404 -1.739 0.108 1.000 0.297 0.108 -1.461 -1.794 -1.367 -0.620 -0.546 0.162 -0.273 -0.724 0.739
Sala_1094 YP_616144 GcrA cell cycle regulator 0.480 10 2.361 0.042 1.000 0.068 1.560 0.170 1.000 0.367 1.713 0.109 1.000 0.299 -0.437 -0.149 0.855 0.359 0.469 0.041 0.524 0.209 1.474 1.666 0.501 0.671
Sala_0378 YP_615434 methionine aminopeptidase, type I 0.555 3 1.869 0.203 1.000 0.205 2.089 1.829 0.112 1.000 0.299 0.170 1.295 0.438 0.634 0.588
Sala_1031 YP_616081 peptidase M28 0.367 20 3.791 0.001 1.000 0.005 1.580 0.136 1.000 0.337 1.654 0.111 1.000 0.299 0.562 0.871 0.169 -0.047 0.604 0.516 0.412 0.229 0.114 0.158 0.021 0.304 1.631 -0.102 0.020 -0.070 0.618 0.848 0.119 0.153 0.357 0.421
Sala_2251 YP_617293 CoA-binding -0.605 3 -4.261 0.051 1.000 0.078 -6.422 -1.837 0.110 1.000 0.299 -0.361 -0.481 -0.789 -0.544 0.221
Sala_2378 YP_617420 uracil-DNA glycosylase 0.988 1 1.877 0.112 1.000 0.299 0.988 0.988
Sala_2632 YP_617671 histone-like DNA-binding protein -0.989 1 -1.879 0.111 1.000 0.299 -0.989 -0.989
Sala_2823 YP_617861 ribosomal protein S12 0.702 2 0.649 0.633 1.000 0.410 1.886 0.110 1.000 0.299 -0.379 1.783 0.702 1.529
Sala_3088 YP_618125 hypothetical protein -0.458 12 -2.979 0.013 1.000 0.030 -1.529 0.165 1.000 0.367 -1.685 0.112 1.000 0.299 0.083 -0.889 -0.082 -0.618 -0.792 0.331 0.237 -0.203 -0.957 -0.312 -1.006 -1.115 -0.444 0.516
Sala_0263 YP_615319 Protein of unknown function UPF0011 -0.883 2 -3.428 0.181 1.000 0.188 -1.638 0.152 1.000 0.363 -1.820 0.113 1.000 0.300 -1.141 -0.625 -0.883 0.364
Sala_1330 YP_616377 Transketolase, central region 0.543 3 2.205 0.158 1.000 0.174 28.087 1.825 0.112 1.000 0.300 0.220 0.844 0.265 0.443 0.348
Sala_3079 YP_618116 short-chain dehydrogenase/reductase SDR 0.290 18 3.730 0.002 1.000 0.007 1.697 0.115 1.000 0.315 1.652 0.113 1.000 0.300 0.218 0.397 -0.058 0.599 0.521 -0.258 -0.108 0.631 0.444 0.598 -0.125 0.554 0.489 0.518 0.729 0.500 -0.176 -0.126 0.297 0.338
Sala_0296 YP_615352 protein of unknown function DUF156 -0.897 2 -3.136 0.196 1.000 0.199 -1.499 0.178 1.000 0.373 -1.811 0.115 1.000 0.300 -0.611 -1.183 -0.897 0.405
Sala_0567 YP_615621 ribosomal protein S13 0.526 4 1.464 0.239 1.000 0.227 3.983 1.771 0.116 1.000 0.300 -0.076 -0.104 1.017 1.268 0.526 0.719
Sala_1238 YP_616286 amidohydrolase 0.289 10 3.458 0.007 1.000 0.020 2.220 0.068 1.000 0.245 1.675 0.116 1.000 0.300 0.237 0.593 0.270 0.317 0.002 0.948 0.536 0.649 0.005 -0.024 0.353 0.323
Sala_1395 YP_616442 glucose/galactose transporter 0.973 1 1.847 0.116 1.000 0.300 0.973 0.973
Sala_1595 YP_616641 heat shock protein HslVU, ATPase subunit HslU -0.367 7 -2.091 0.082 1.000 0.111 -1.867 0.159 1.000 0.363 -1.710 0.116 1.000 0.300 -0.439 -0.909 -0.931 0.036 -0.165 0.043 -0.013 -0.340 0.430
Sala_1599 YP_616645 ATP-dependent metalloprotease FtsH 0.289 15 2.373 0.032 1.000 0.057 1.749 0.114 1.000 0.315 1.658 0.114 1.000 0.300 0.719 -0.360 0.166 0.075 -0.154 0.824 0.214 0.491 -0.134 0.692 -0.055 0.185 0.457 0.047 0.059 0.215 0.351
Sala_1742 YP_616788 Pseudouridine synthase, RluD -0.628 2 -5.966 0.106 1.000 0.134 -5.966 -1.814 0.114 1.000 0.300 -0.523 -0.733 -0.628 0.149
Sala_1878 YP_616923 D-alanine--D-alanine ligase -0.641 7 -2.607 0.040 1.000 0.065 -1.414 0.252 1.000 0.441 -1.712 0.116 1.000 0.300 -0.191 -1.660 -0.717 -0.456 -0.240 -0.059 -0.407 -0.533 0.541
Sala_2854 YP_617892 glucose inhibited division protein A -0.798 3 -0.273 0.810 1.000 0.472 -1.003 -1.808 0.115 1.000 0.300 -1.308 1.519 -0.939 -0.242 1.537
Sala_2116 YP_617158 Succite-semialdehyde dehydrogenase (NAD(P)+) -0.543 8 -3.625 0.008 1.000 0.022 -1.519 0.203 1.000 0.390 -1.688 0.118 1.000 0.302 -0.314 -0.460 -0.863 -0.943 0.167 -0.181 -0.674 -1.076 -0.543 0.424
Sala_1547 YP_616593 thiamine pyrophosphate enzyme-like TPP-binding -0.536 12 -3.480 0.005 1.000 0.016 -1.432 0.190 1.000 0.379 -1.652 0.118 1.000 0.303 -0.287 -0.655 -0.590 -0.785 -0.637 -0.830 -0.051 -1.808 -0.824 0.652 -0.650 -0.423 -0.574 0.571
Sala_0684 YP_615738 Hydroxyacylglutathione hydrolase 0.402 8 1.392 0.207 1.000 0.206 1.612 0.168 1.000 0.367 1.677 0.120 1.000 0.306 0.570 0.049 0.029 0.290 0.345 -0.257 -0.296 1.308 0.255 0.518
Sala_2326 YP_617368 nitrogen regulatory protein P-II -0.782 2 -15.265 0.042 1.000 0.067 -7.297 0.000 0.003 0.000 -1.774 0.121 1.000 0.308 -0.833 -0.730 -0.782 0.072
Sala_1811 YP_616856 Acetate--CoA ligase -0.585 12 -3.700 0.004 1.000 0.012 -1.411 0.196 1.000 0.381 -1.632 0.123 1.000 0.310 -0.932 -1.229 -0.306 -0.641 -1.672 0.531 -0.901 -0.037 -0.335 -0.635 -0.526 -0.555 -0.603 0.565
Sala_2009 YP_617053 adenosine deamise -0.582 3 -0.702 0.555 1.000 0.378 -5.454 0.115 1.000 0.315 -1.765 0.122 1.000 0.310 0.211 0.075 -1.308 -0.341 0.840
Sala_1051 YP_616101 DEAD/DEAH box helicase-like protein 0.417 8 2.195 0.064 1.000 0.093 1.504 0.193 1.000 0.379 1.647 0.126 1.000 0.318 -0.481 -0.018 0.632 0.675 0.366 0.388 0.550 1.587 0.462 0.596
Sala_1474 YP_616520 dethiobiotin synthase -0.252 13 -2.867 0.014 1.000 0.032 -1.873 0.103 1.000 0.297 -1.604 0.127 1.000 0.319 -0.375 -0.056 -0.506 -0.866 -0.385 -0.443 0.288 -0.157 -0.406 -0.165 -0.132 0.176 -0.101 -0.241 0.303
Sala_1974 YP_617019 transcriptional regulator, AsnC family 0.579 3 2.775 0.109 1.000 0.137 3.771 0.002 1.000 0.029 1.739 0.127 1.000 0.319 0.850 1.046 0.209 0.702 0.438
Sala_0569 YP_615623 peptidase U62, modulator of DNA gyrase 0.231 17 3.860 0.001 1.000 0.006 1.831 0.094 1.000 0.284 1.581 0.129 1.000 0.322 0.508 0.182 -0.138 0.124 0.014 -0.001 0.384 0.687 0.407 0.131 0.263 0.065 -0.052 0.140 0.104 0.426 0.679 0.231 0.246
Sala_2857 YP_617895 parB-like partition proteins 0.433 4 2.034 0.135 1.000 0.157 7.508 0.084 1.000 0.274 1.698 0.129 1.000 0.322 0.702 0.069 0.046 0.723 0.385 0.379
Sala_0835 YP_615886 Indole-3-glycerol-phosphate synthase -1.212 2 -1.769 0.328 1.000 0.277 -0.846 0.553 1.000 0.631 -1.720 0.131 1.000 0.325 -1.898 -0.527 -1.212 0.969
Sala_0265 YP_615321 translation initiation factor IF-3 0.564 7 3.397 0.015 1.000 0.032 1.443 0.286 1.000 0.457 1.611 0.136 1.000 0.326 0.958 0.594 -0.011 0.690 0.709 0.714 -0.084 0.510 0.397
Sala_0279 YP_615335 Tetratricopeptide TPR_4 0.920 1 1.748 0.133 1.000 0.326 0.920 0.920
Sala_0339 YP_615395 hypothetical protein -0.915 1 -1.738 0.135 1.000 0.326 -0.915 -0.915
Sala_0347 YP_615403 D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding 0.507 7 3.836 0.009 1.000 0.022 1.516 0.204 1.000 0.390 1.622 0.134 1.000 0.326 0.536 0.686 1.144 0.662 0.042 0.578 0.120 0.538 0.371
Sala_0357 YP_615413 Glutaredoxin-related protein 0.492 4 6.045 0.009 1.000 0.023 4.527 0.002 1.000 0.029 1.668 0.135 1.000 0.326 0.561 0.662 0.281 0.462 0.492 0.163
Sala_0458 YP_615512 hypothetical protein -0.511 3 -3.215 0.085 1.000 0.113 -3.786 -1.690 0.136 1.000 0.326 -0.595 -0.270 -0.907 -0.591 0.318
Sala_0940 YP_615991 Peptidase M20D, amidohydrolase -0.453 18 -2.782 0.013 1.000 0.030 -1.417 0.182 1.000 0.373 -1.559 0.133 1.000 0.326 -1.743 -0.348 -1.104 0.192 -0.938 -0.560 -0.205 0.322 0.062 -0.289 -0.720 -0.107 0.533 0.531 -0.655 -0.188 -1.265 -1.108 -0.422 0.643
Sala_0976 YP_616026 YceI 0.332 19 2.850 0.011 1.000 0.026 1.488 0.161 1.000 0.366 1.547 0.136 1.000 0.326 0.541 0.889 0.516 0.774 1.165 1.118 0.604 0.636 0.494 0.768 0.136 0.104 0.724 0.512 1.096 0.321 0.403 -1.566 -0.911 0.438 0.670
Sala_1281 YP_616328 lipoic acid synthetase -0.633 7 -2.578 0.042 1.000 0.067 -1.277 0.292 1.000 0.457 -1.611 0.136 1.000 0.326 -1.212 -0.299 -0.154 -1.566 -1.231 -0.106 0.044 -0.646 0.663
Sala_1406 YP_616453 orotate phosphoribosyltransferase -0.560 4 -3.498 0.040 1.000 0.064 -1.682 0.235 1.000 0.422 -1.671 0.134 1.000 0.326 -1.039 -0.405 -0.368 -0.428 -0.560 0.320
Sala_2387 YP_617429 peptidase M16-like protein -0.314 20 -2.689 0.015 1.000 0.032 -1.509 0.153 1.000 0.363 -1.547 0.135 1.000 0.326 -0.300 0.074 -0.642 -0.527 -0.702 -0.462 0.228 -0.014 -0.190 -0.451 -0.306 0.062 -0.780 0.381 0.145 0.292 0.030 -0.017 -1.323 -0.974 -0.274 0.456
Sala_2725 YP_617763 OmpA/MotB -0.317 17 -1.204 0.246 1.000 0.231 -1.515 0.158 1.000 0.363 -1.555 0.135 1.000 0.326 0.106 0.116 -0.056 -0.294 0.290 0.024 0.175 -0.392 0.293 0.334 0.511 0.106 0.564 -1.271 -1.530 -1.286 -1.007 -0.195 0.668
Sala_2940 YP_617978 ribosomal protein L35 0.556 3 0.728 0.542 1.000 0.375 12.082 0.053 1.000 0.223 1.697 0.135 1.000 0.326 -0.094 -0.152 1.236 0.330 0.785
Sala_2975 YP_618013 Protein-methionine-S-oxide reductase -0.916 1 -1.739 0.135 1.000 0.326 -0.916 -0.916
Sala_0564 YP_615618 ribosomal protein L17 0.470 18 2.408 0.028 1.000 0.050 1.392 0.189 1.000 0.379 1.540 0.138 1.000 0.326 -0.109 -0.264 2.449 2.410 0.695 0.737 -0.583 -0.699 0.460 0.450 0.083 0.572 0.439 0.073 -0.140 -0.075 1.126 1.551 0.510 0.898



T-value p-value p-value(BON) q-value(ST) T-value p-value p-value(BON) q-value(ST) T-value p-value p-value(BON) q-value(ST) A1_1 A1_2 A2_1 A2_2 B1_1 B1_2 B2_1 B2_2 C1_1 C1_2 C2_1 C2_2 D1_1 D1_2 D2_1 D2_2 E_1 E_2 F_1 F_2
mean stdevN

Student's t-test Unmoderated t-test Empirical Bayes moderated t-test
Locus Tag Accession Description log2FC

Experiment

Sala_1039 YP_616089 ribosomal protein S21 0.493 4 1.244 0.302 1.000 0.261 3.577 0.023 1.000 0.132 1.656 0.137 1.000 0.326 -0.319 -0.055 1.168 1.178 0.493 0.793
Sala_1228 YP_616276 TonB-dependent receptor 0.213 20 2.522 0.021 1.000 0.042 1.782 0.096 1.000 0.287 1.536 0.138 1.000 0.326 0.973 0.464 0.428 0.541 0.387 0.342 0.082 0.265 -0.007 0.019 0.202 0.111 -0.146 0.005 0.059 0.236 0.838 0.790 -0.556 -0.532 0.225 0.399
Sala_2044 YP_617086 Twin-arginine translocation pathway signal -0.281 18 -2.030 0.058 1.000 0.087 -1.566 0.141 1.000 0.346 -1.542 0.137 1.000 0.326 -0.390 -0.345 0.297 -0.793 -0.451 -0.447 -0.141 0.014 0.276 0.125 0.301 0.619 -0.106 0.036 -0.571 -0.966 -0.840 -0.432 -0.212 0.443
Sala_1984 YP_617028 polyhydroxyalkanoate depolymerase, intracellular 0.552 3 2.266 0.152 1.000 0.171 6.891 0.092 1.000 0.281 1.680 0.138 1.000 0.326 0.086 1.070 0.967 0.708 0.541
Sala_0216 YP_615273 peptidase M20 0.286 17 3.440 0.003 1.000 0.012 1.605 0.133 1.000 0.333 1.538 0.139 1.000 0.326 0.604 0.090 0.458 -0.076 0.683 0.574 0.697 0.555 0.468 0.302 0.111 0.228 1.192 0.358 0.404 -0.448 -0.412 0.341 0.408
Sala_0370 YP_615426 protein of unknown function DUF481 -0.357 8 -2.048 0.080 1.000 0.109 -1.565 0.178 1.000 0.373 -1.576 0.142 1.000 0.330 -0.501 -0.998 -0.789 -0.419 0.014 0.581 -0.081 -0.929 -0.390 0.539
Sala_0402 YP_615457 Chaperone DK -0.390 20 -2.002 0.060 1.000 0.089 -1.409 0.181 1.000 0.373 -1.512 0.144 1.000 0.330 -1.074 -0.404 1.085 -0.065 -0.392 0.154 -0.278 -0.186 -0.501 0.237 -0.271 -0.114 -0.129 -0.080 0.250 -0.193 -0.130 -0.173 -1.725 -1.942 -0.297 0.662
Sala_0830 YP_615881 glutamyl-tRNA synthetase 0.259 18 4.223 0.001 0.546 0.003 1.666 0.118 1.000 0.320 1.528 0.141 1.000 0.330 0.228 -0.041 0.834 0.101 0.161 -0.152 0.165 0.538 0.170 0.160 0.204 0.070 0.498 0.454 0.467 -0.068 0.477 0.209 0.249 0.250
Sala_1344 YP_616391 cytochrome b/b6-like protein -0.298 13 -2.879 0.014 1.000 0.031 -1.621 0.140 1.000 0.343 -1.527 0.145 1.000 0.330 0.659 -0.352 -0.212 -0.012 -0.320 -0.119 -0.299 -0.494 -0.369 -0.711 -0.292 -0.359 -0.525 -0.262 0.328
Sala_1439 YP_616485 acetyl-CoA carboxylase, biotin carboxylase 0.361 15 3.576 0.003 1.000 0.011 1.460 0.172 1.000 0.369 1.531 0.142 1.000 0.330 -0.175 -0.001 0.981 0.710 0.149 0.290 0.361 0.222 0.819 0.219 0.262 -0.429 0.734 0.788 0.609 0.369 0.400
Sala_1467 YP_616513 N-acyl-D-amino-acid deacylase 0.510 10 2.628 0.027 1.000 0.050 1.342 0.216 1.000 0.404 1.554 0.143 1.000 0.330 0.666 0.488 0.841 0.521 0.654 -0.140 -0.556 1.169 -0.082 1.004 0.456 0.549
Sala_1580 YP_616626 N-acylneuramite-9-phosphate synthase 0.353 19 3.003 0.008 1.000 0.021 1.421 0.179 1.000 0.373 1.507 0.146 1.000 0.330 0.019 0.133 0.138 1.669 1.224 0.353 -0.008 1.088 0.430 0.069 0.047 0.031 0.222 -0.568 0.045 0.427 0.492 0.481 0.365 0.350 0.508
Sala_1609 YP_616655 putative secreted peptidyl prolyl cis-trans isomerase, cyclophilin type -1.982 2 -2.425 0.249 1.000 0.232 -1.683 0.145 1.000 0.330 -0.521 -1.251 -0.886 0.517
Sala_2081 YP_617123 DSBA oxidoreductase 0.473 7 3.096 0.021 1.000 0.043 1.359 0.267 1.000 0.443 1.586 0.142 1.000 0.330 1.076 0.443 1.277 0.598 0.100 0.090 0.257 0.549 0.469
Sala_2308 YP_617350 toxic anion resistance 0.298 16 2.728 0.016 1.000 0.034 1.499 0.162 1.000 0.367 1.516 0.145 1.000 0.330 1.455 0.929 0.343 0.053 0.249 0.529 0.425 -0.356 0.421 0.163 0.550 -0.039 0.044 0.446 -0.062 -0.250 0.306 0.449
Sala_2843 YP_617881 uroporphyrinogen decarboxylase 0.890 1 1.690 0.144 1.000 0.330 0.890 0.890
Sala_2878 YP_617916 hypothetical protein 0.266 16 2.109 0.052 1.000 0.080 1.577 0.143 1.000 0.347 1.516 0.145 1.000 0.330 -0.013 0.387 0.467 0.480 0.071 0.524 -0.487 -0.039 0.338 -0.237 0.213 0.106 -0.402 0.848 0.282 0.547 0.193 0.366
Sala_3086 YP_618123 cobalamin adenosyltransferase -0.295 15 -2.495 0.026 1.000 0.048 -1.525 0.162 1.000 0.367 -1.526 0.144 1.000 0.330 -0.061 -0.712 -0.789 -0.151 -0.357 0.293 -0.248 -0.559 -0.127 -0.009 0.401 -0.131 0.179 -0.893 -0.903 -0.271 0.421
Sala_0247 YP_615303 transcriptional regulator, CarD family 0.326 16 2.908 0.011 1.000 0.027 1.485 0.163 1.000 0.367 1.512 0.146 1.000 0.331 0.657 0.863 0.011 0.150 0.019 -0.044 -0.346 -0.264 0.725 0.974 0.238 -0.072 0.389 0.334 0.448 0.501 0.286 0.394
Sala_0538 YP_615592 Thymidine kinase -0.883 1 -1.676 0.147 1.000 0.331 -0.883 -0.883
Sala_0991 YP_616041 LemA -0.274 20 -1.932 0.068 1.000 0.099 -1.498 0.156 1.000 0.363 -1.492 0.149 1.000 0.332 -0.077 -0.102 0.477 -0.518 -0.319 0.038 -0.172 -0.046 -0.004 -0.539 -0.165 -0.052 -0.104 0.313 -0.350 -0.239 0.250 0.211 -1.616 -1.369 -0.219 0.507
Sala_1602 YP_616648 DNA-directed RNA polymerase, omega subunit 0.559 3 1.560 0.259 1.000 0.235 2.074 0.174 1.000 0.371 1.629 0.149 1.000 0.332 0.346 0.000 0.945 0.431 0.478
Sala_2144 YP_617186 aspartate kinase -0.295 19 -3.039 0.007 1.000 0.020 -1.468 0.166 1.000 0.367 -1.494 0.149 1.000 0.332 -0.623 -0.707 -0.142 0.075 0.557 -0.292 -0.356 0.633 -0.060 -0.361 -0.279 -0.065 -0.571 -0.609 -0.203 -0.488 -0.740 -0.648 -0.227 -0.269 0.386
Sala_2825 YP_617863 amidohydrolase -0.461 8 -2.391 0.048 1.000 0.075 -1.409 0.232 1.000 0.422 -1.546 0.149 1.000 0.332 -0.567 -0.765 0.051 -0.544 0.167 0.110 -1.148 -1.612 -0.538 0.637
Sala_1522 YP_616568 2OG-Fe(II) oxygenase -0.651 2 -0.404 0.756 1.000 0.451 -1.658 0.151 1.000 0.335 0.526 -1.239 -0.357 1.248
Sala_2358 YP_617400 riboflavin biosynthesis protein RibF -0.871 1 -1.654 0.151 1.000 0.336 -0.871 -0.871
Sala_1402 YP_616449 cytochrome c oxidase assembly protein CtaG/Cox11 0.868 1 1.648 0.153 1.000 0.337 0.868 0.868
Sala_1905 YP_616950 Sporulation related -0.865 1 -1.642 0.154 1.000 0.339 -0.865 -0.865
Sala_1825 YP_616870 transcriptional coactivator/pterin dehydratase -0.863 1 -1.638 0.155 1.000 0.340 -0.863 -0.863
Sala_1100 YP_616150 glutathione S-transferase-like protein -0.342 16 -2.429 0.028 1.000 0.051 -1.382 0.197 1.000 0.381 -1.474 0.156 1.000 0.342 0.333 -0.888 -0.242 0.309 0.031 0.171 -0.215 -0.632 -1.084 -0.833 -1.496 -0.002 -0.389 -0.152 0.049 -0.086 -0.321 0.528
Sala_1896 YP_616941 3-oxoacyl-(acyl-carrier-protein) reductase -0.258 18 -2.986 0.008 1.000 0.022 -1.510 0.157 1.000 0.363 -1.470 0.156 1.000 0.342 -0.557 0.338 -0.174 0.085 0.431 -0.004 -0.493 -1.167 -0.558 -0.642 -0.516 0.086 -0.374 0.055 -0.149 -0.548 -0.342 -0.500 -0.279 0.397
Sala_1900 YP_616945 ribosomal protein S6 0.462 4 1.651 0.197 1.000 0.200 4.181 0.001 0.766 0.017 1.569 0.157 1.000 0.342 -0.019 -0.014 0.836 1.047 0.462 0.560
Sala_1134 YP_616183 ribonuclease H 0.856 1 1.626 0.157 1.000 0.342 0.856 0.856
Sala_2817 YP_617855 ribosomal protein L4/L1e 0.292 12 1.233 0.243 1.000 0.230 1.670 0.146 1.000 0.351 1.483 0.158 1.000 0.343 -0.018 -0.070 -0.090 -0.014 -0.115 -0.153 -0.074 0.283 -0.014 -0.089 1.318 1.412 0.198 0.556
Sala_0254 YP_615310 ribonuclease PH 0.436 6 0.610 0.568 1.000 0.384 1.320 0.413 1.000 0.555 1.525 0.159 1.000 0.343 -0.290 -1.074 0.629 0.206 0.279 1.578 0.221 0.889
Sala_0990 YP_616040 protein of unknown function DUF477 -1.905 2 -1.163 0.452 1.000 0.335 -1.617 0.159 1.000 0.343 -0.075 -0.990 -0.532 0.647
Sala_0403 YP_615458 histidine kinase 0.422 14 2.547 0.024 1.000 0.046 1.333 0.219 1.000 0.408 1.463 0.161 1.000 0.347 -0.903 0.447 0.663 0.727 0.432 0.973 0.935 -0.120 0.120 0.824 1.134 0.905 -0.213 -0.249 0.405 0.596
Sala_0479 YP_615533 Mammalian cell entry related 0.447 13 1.459 0.170 1.000 0.183 1.300 0.235 1.000 0.422 1.465 0.161 1.000 0.347 1.432 0.345 -1.427 0.293 0.106 -0.091 0.128 0.240 -0.110 0.701 1.036 0.409 0.464 0.271 0.670
Sala_3095 YP_618132 acetylglutamate kinase -0.346 6 -2.367 0.064 1.000 0.093 -1.861 0.136 1.000 0.337 -1.513 0.162 1.000 0.347 -0.837 0.270 -0.355 -0.461 -0.438 -0.266 -0.348 0.360
Sala_1838 YP_616883 Glyoxalase/bleomycin resistance protein/dioxygenase -0.833 1 -1.582 0.167 1.000 0.356 -0.833 -0.833
Sala_0473 YP_615527 protein of unknown function DUF445 0.588 2 0.494 0.708 1.000 0.435 1.578 0.168 1.000 0.357 -0.603 1.778 0.588 1.684
Sala_2544 YP_617583 Heavy metal translocating P-type ATPase -1.860 2 -1.082 0.475 1.000 0.344 -1.580 0.167 1.000 0.357 -0.949 -0.037 -0.493 0.644
Sala_0174 YP_615231 Beta-lactamase -0.830 1 -1.575 0.168 1.000 0.357 -0.830 -0.830
Sala_2771 YP_617809 Glutamate dehydrogenase (DP+) -0.675 2 -39.226 0.016 1.000 0.035 -18.750 0.000 0.000 0.000 -1.539 0.169 1.000 0.358 -0.658 -0.692 -0.675 0.024
Sala_1027 YP_616077 inosine-5'-monophosphate dehydrogenase -0.325 18 -2.498 0.023 1.000 0.045 -1.369 0.192 1.000 0.379 -1.419 0.170 1.000 0.359 -0.305 -0.231 -0.050 -0.182 -0.534 -0.085 -0.491 0.661 -0.322 0.183 0.082 -0.520 0.159 -0.834 -0.230 0.087 -1.031 -1.199 -0.269 0.457
Sala_0778 YP_615831 Glycolate reductase -0.449 4 -2.466 0.090 1.000 0.119 -2.024 0.292 1.000 0.457 -1.489 0.172 1.000 0.360 -0.585 -0.898 -0.094 -0.221 -0.449 0.364
Sala_0807 YP_615860 MotA/TolQ/ExbB proton channel 0.211 20 2.872 0.010 1.000 0.025 1.547 0.144 1.000 0.349 1.406 0.173 1.000 0.360 -0.064 0.295 -0.006 0.118 0.166 0.321 -0.590 0.129 -0.114 0.036 0.477 0.084 0.002 0.288 0.486 0.108 0.549 0.589 0.305 0.324 0.175 0.273
Sala_1468 YP_616514 phosphoserine phosphatase SerB -0.821 1 -1.558 0.172 1.000 0.360 -0.821 -0.821
Sala_2262 YP_617304 Type I secretion outer membrane protein, TolC -0.387 16 -2.783 0.014 1.000 0.031 -1.290 0.223 1.000 0.415 -1.419 0.171 1.000 0.360 -0.957 -0.259 -0.262 -0.641 -0.739 -0.315 -0.196 0.881 -0.977 -0.127 0.565 -0.152 -0.956 -0.327 -0.595 -0.722 -0.361 0.519
Sala_2793 YP_617831 tmRNA-binding small protein A 0.446 6 1.057 0.339 1.000 0.282 1.536 0.367 1.000 0.519 1.474 0.172 1.000 0.360 -0.088 -0.611 0.640 0.741 0.656 0.055 0.232 0.539
Sala_0283 YP_615339 glucose sorbosone dehydrogenase -0.691 6 -1.002 0.362 1.000 0.295 -1.091 0.389 1.000 0.539 -1.469 0.173 1.000 0.361 0.258 0.020 1.096 -0.846 -1.781 -1.442 -0.449 1.098
Sala_0685 YP_615739 Glyoxalase/bleomycin resistance protein/dioxygenase -0.440 4 -2.422 0.094 1.000 0.122 -4.256 0.001 0.777 0.017 -1.497 0.174 1.000 0.361 -0.181 -0.086 -0.661 -0.834 -0.440 0.364
Sala_1749 YP_616795 protein of unknown function DUF344 0.812 1 1.542 0.176 1.000 0.365 0.812 0.812
Sala_0631 YP_615685 glutathione-dependent formaldehyde-activating, GFA 0.810 1 1.537 0.177 1.000 0.365 0.810 0.810
Sala_0926 YP_615977 excinuclease ABC, A subunit -0.260 18 -2.842 0.011 1.000 0.027 -1.401 0.186 1.000 0.379 -1.396 0.177 1.000 0.365 -0.529 -0.480 -0.555 -0.810 -0.499 0.364 0.350 -0.339 -0.133 -0.150 0.164 0.292 -0.610 -0.032 -0.382 -0.316 -0.206 -0.294 -0.231 0.346
Sala_2807 YP_617845 ribosomal protein L24 0.482 4 1.315 0.280 1.000 0.248 1.656 1.483 0.177 1.000 0.365 -0.210 -0.033 0.822 1.349 0.482 0.733
Sala_1068 YP_616118 adenylosuccinate lyase -0.318 20 -3.222 0.004 1.000 0.015 -1.317 0.209 1.000 0.397 -1.387 0.178 1.000 0.365 -0.384 -0.283 -0.387 -0.232 -0.431 -0.381 -0.078 -0.094 0.084 -0.868 -0.825 0.142 -0.596 -0.588 -0.666 1.032 -0.613 -0.674 -0.145 -0.145 -0.307 0.425
Sala_0315 YP_615371 type II and III secretion system protein 0.663 2 6.629 0.095 1.000 0.123 3.169 0.195 1.000 0.380 1.488 0.182 1.000 0.372 0.563 0.763 0.663 0.142
Sala_0341 YP_615397 Pyruvate kinase -0.388 13 -1.391 0.189 1.000 0.193 -1.258 0.244 1.000 0.435 -1.390 0.183 1.000 0.372 -1.396 -0.261 0.844 -0.221 0.719 -0.037 -0.318 0.361 -0.541 -0.067 -0.561 -0.694 -1.037 -0.247 0.639
Sala_0488 YP_615542 prolipoprotein diacylglyceryl transferase 0.796 1 1.511 0.184 1.000 0.373 0.796 0.796
Sala_0968 YP_616019 hypothetical protein 0.455 8 3.303 0.013 1.000 0.030 1.306 0.248 1.000 0.439 1.414 0.183 1.000 0.373 0.121 0.126 0.940 0.277 0.702 1.395 0.401 0.260 0.528 0.452
Sala_1349 YP_616396 hypothetical protein 0.396 8 3.558 0.009 1.000 0.024 1.417 0.216 1.000 0.404 1.409 0.185 1.000 0.374 0.510 0.083 0.676 0.321 0.737 -0.169 0.367 0.549 0.384 0.306
Sala_1150 YP_616199 nicotite-nucleotide pyrophosphorylase 0.788 1 1.497 0.187 1.000 0.376 0.788 0.788
Sala_1731 YP_616777 dihydrodipicolite synthase 0.485 8 2.542 0.039 1.000 0.063 1.217 0.291 1.000 0.457 1.404 0.186 1.000 0.376 1.049 0.603 0.406 0.429 -0.745 0.601 0.697 0.838 0.485 0.540
Sala_2819 YP_617857 ribosomal protein S10 0.427 4 1.241 0.303 1.000 0.261 3.792 0.019 1.000 0.119 1.447 0.187 1.000 0.376 -0.233 -0.095 1.100 0.935 0.427 0.688
Sala_1189 YP_616238 dihydroxy-acid dehydratase -0.294 18 -3.671 0.002 1.000 0.007 -1.301 0.216 1.000 0.404 -1.356 0.189 1.000 0.377 0.130 -0.034 -0.443 -0.802 -0.122 -0.255 -0.948 -1.002 -0.986 -0.494 0.105 -0.512 -0.420 -0.425 -0.913 -0.289 -0.163 0.640 -0.385 0.445
Sala_1494 YP_616540 cytidylate kinase -0.430 7 -0.873 0.416 1.000 0.320 -1.218 0.290 1.000 0.457 -1.403 0.189 1.000 0.377 0.136 -0.842 -0.386 0.719 0.227 -0.140 -1.275 -0.223 0.676
Sala_1700 YP_616746 ribosomal protein L7/L12 0.424 4 1.138 0.338 1.000 0.282 4.016 1.440 0.189 1.000 0.377 -0.278 -0.156 1.144 0.984 0.424 0.744
Sala_2808 YP_617846 ribosomal protein L14 0.433 4 1.098 0.352 1.000 0.289 2.795 0.014 1.000 0.102 1.444 0.188 1.000 0.377 -0.325 -0.159 1.231 0.986 0.433 0.789
Sala_1215 YP_616264 Glucose-6-phosphate isomerase -0.182 18 -2.985 0.008 1.000 0.022 -1.669 0.119 1.000 0.320 -1.345 0.192 1.000 0.381 -0.341 -0.129 -0.123 -0.001 -0.135 -0.197 -0.259 -0.497 -0.155 0.367 0.025 -0.371 0.060 0.004 -0.189 -0.188 -0.043 -0.559 -0.152 0.216
Sala_1427 YP_616474 dihydroorotase, homodimeric type 0.330 7 3.320 0.016 1.000 0.035 2.145 0.099 1.000 0.290 1.389 0.193 1.000 0.381 0.446 0.592 0.136 0.176 0.259 0.602 -0.050 0.309 0.246
Sala_2107 YP_617149 fructose-1,6-bisphosphatase, class II -0.316 16 -2.563 0.022 1.000 0.043 -1.263 0.235 1.000 0.422 -1.348 0.193 1.000 0.381 -0.428 -0.679 -0.094 -0.268 -0.294 -1.048 -0.138 -1.046 -1.285 -0.483 0.121 -0.339 -0.223 -0.532 0.667 0.590 -0.343 0.535
Sala_3149 YP_618185 Imidazoleglycerol-phosphate dehydratase -0.581 3 -2.544 0.126 1.000 0.152 -0.962 0.512 1.000 0.608 -1.447 0.193 1.000 0.381 -0.365 -1.139 -0.410 -0.638 0.434
Sala_1331 YP_616378 3-methyl-2-oxobutanoate dehydrogenase (lipoamide) 0.774 1 1.470 0.194 1.000 0.382 0.774 0.774
Sala_1180 YP_616229 AMP-dependent synthetase and ligase -0.252 14 -2.424 0.031 1.000 0.055 -1.370 0.204 1.000 0.390 -1.348 0.195 1.000 0.382 0.062 -0.196 -0.615 -0.507 -0.581 -0.641 -0.962 -0.087 -0.145 0.016 0.900 -0.299 -0.441 -0.577 -0.291 0.449
Sala_1282 YP_616329 Carbonate dehydratase -0.244 19 -3.008 0.008 1.000 0.021 -1.335 0.205 1.000 0.391 -1.328 0.197 1.000 0.386 -0.298 -0.996 -0.818 -0.353 0.113 0.215 -0.775 -0.347 -0.142 0.442 -0.216 -0.254 -0.445 0.142 -0.494 0.058 0.046 -0.409 -0.342 -0.256 0.372
Sala_1321 YP_616368 protein of unknown function DUF710 -0.664 2 -3.549 0.175 1.000 0.186 -1.697 0.188 1.000 0.379 -1.431 0.197 1.000 0.386 -0.850 -0.477 -0.664 0.264
Sala_0163 YP_615220 adenosylhomocysteise 0.215 18 1.709 0.106 1.000 0.134 1.418 0.180 1.000 0.373 1.323 0.199 1.000 0.387 0.469 0.432 0.021 0.167 0.406 0.220 0.327 0.003 -0.139 0.070 -0.164 -0.314 -0.695 -0.067 0.178 0.411 0.357 0.921 0.145 0.359
Sala_0350 YP_615406 hypothetical protein 0.761 1 1.446 0.200 1.000 0.387 0.761 0.761
Sala_1079 YP_616129 H+-transporting two-sector ATPase, B/B' subunit -0.288 17 -2.874 0.011 1.000 0.027 -1.263 0.233 1.000 0.422 -1.322 0.201 1.000 0.387 0.103 0.001 -0.857 -0.592 -0.563 -0.311 -1.440 -0.191 -0.211 -0.804 -0.420 -0.294 -1.185 -0.410 -0.346 0.634 0.539 -0.373 0.536
Sala_1244 YP_616292 Acetyl-CoA C-acetyltransferase 0.527 2 1.440 0.387 1.000 0.306 1.440 1.419 0.200 1.000 0.387 0.161 0.893 0.527 0.518
Sala_1901 YP_616946 ribosomal protein S18 0.421 4 1.397 0.257 1.000 0.235 2.673 0.028 1.000 0.156 1.401 0.200 1.000 0.387 -0.187 0.007 1.047 0.816 0.421 0.603
Sala_0034 YP_615093 transcriptional regulator, ArsR family 0.758 1 1.440 0.202 1.000 0.388 0.758 0.758
Sala_1284 YP_616331 ABC transporter related 0.220 19 2.288 0.034 1.000 0.059 1.381 0.189 1.000 0.379 1.314 0.202 1.000 0.388 0.138 0.264 0.031 0.230 0.265 0.249 0.257 -0.115 -0.431 -0.032 0.594 0.024 -0.434 0.483 0.074 -0.020 0.401 0.286 0.734 0.158 0.301
Sala_1594 YP_616640 20S proteasome, A and B subunits -0.410 4 -2.975 0.059 1.000 0.088 -1.897 0.309 1.000 0.472 -1.394 0.202 1.000 0.388 -0.139 -0.324 -0.680 -0.902 -0.511 0.344
Sala_0499 YP_615553 UDP-N-acetylglucosamine 1-carboxyvinyltransferase -0.297 6 -2.241 0.075 1.000 0.105 -2.555 0.125 1.000 0.326 -1.359 0.205 1.000 0.390 -0.518 -0.355 -0.468 0.222 -0.141 -0.224 -0.247 0.270
Sala_0655 YP_615709 chaperone DJ-like protein -0.753 1 -1.429 0.205 1.000 0.390 -0.753 -0.753
Sala_1448 YP_616494 secretion protein HlyD -0.441 12 -1.910 0.083 1.000 0.112 -1.139 0.288 1.000 0.457 -1.321 0.205 1.000 0.390 -1.126 0.434 -0.305 -0.466 -0.107 0.557 -0.273 0.312 0.160 -1.044 -2.024 -1.547 -0.452 0.821
Sala_1574 YP_616620 putative serine O-acetyltransferase 0.361 6 3.402 0.019 1.000 0.040 1.661 0.195 1.000 0.380 1.361 0.204 1.000 0.390 -0.066 0.350 0.552 0.585 0.355 0.215 0.332 0.239
Sala_2236 YP_617278 HAD-superfamily hydrolase subfamily IB, PSPase-like protein 0.751 1 1.426 0.206 1.000 0.390 0.751 0.751
Sala_3010 YP_618048 acyl-CoA dehydrogenase-like protein 0.361 6 0.860 0.429 1.000 0.326 1.159 0.366 1.000 0.519 1.347 0.209 1.000 0.395 1.550 0.547 0.121 -0.704 -0.053 0.120 0.263 0.750
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Experiment

Sala_0014 YP_615073 glutathione S-transferase-like protein 0.737 1 1.399 0.213 1.000 0.397 0.737 0.737
Sala_0796 YP_615849 DNA polymerase III, subunits gamma and tau 0.382 6 1.929 0.112 1.000 0.139 1.098 0.352 1.000 0.508 1.334 0.213 1.000 0.397 0.123 0.607 1.379 0.258 0.477 -0.244 0.433 0.550
Sala_0924 YP_615975 aspartate carbamoyltransferase 0.552 2 3.494 0.177 1.000 0.186 1.406 0.211 1.000 0.397 0.648 0.360 0.504 0.204
Sala_1066 YP_616116 orotidine 5'-phosphate decarboxylase 0.467 9 1.507 0.170 1.000 0.183 1.058 0.350 1.000 0.507 1.317 0.211 1.000 0.397 0.476 2.654 -0.040 -0.337 0.445 0.107 -0.141 -0.031 1.015 0.461 0.917
Sala_2129 YP_617171 3-isopropylmalate dehydratase, large subunit 0.364 10 2.547 0.031 1.000 0.056 1.189 0.268 1.000 0.443 1.311 0.211 1.000 0.397 0.593 0.787 -0.165 -0.295 1.088 0.481 -0.032 0.370 0.473 0.181 0.348 0.432
Sala_2130 YP_617172 beta-lactamase-like protein 0.288 10 3.139 0.012 1.000 0.029 1.446 0.191 1.000 0.379 1.308 0.212 1.000 0.397 0.481 0.319 0.423 0.649 0.115 0.006 0.460 0.181 -0.256 0.245 0.262 0.264
Sala_2138 YP_617180 glutamate synthase, small subunit -0.347 16 -2.363 0.032 1.000 0.056 -1.188 0.258 1.000 0.441 -1.286 0.213 1.000 0.397 -0.745 -1.325 -0.315 -0.787 -0.594 -0.884 -0.111 -0.640 0.244 0.504 -0.200 1.150 -0.023 -0.371 -0.837 -0.981 -0.370 0.626
Sala_0251 YP_615307 Peptide deformylase -0.486 5 -1.714 0.162 1.000 0.177 -1.093 0.354 1.000 0.510 -1.338 0.215 1.000 0.398 -1.255 -0.217 -0.384 0.021 -0.108 -0.388 0.507
Sala_2715 YP_617753 histidyl-tRNA synthetase 0.519 2 1.430 0.388 1.000 0.307 1.394 0.215 1.000 0.398 0.156 0.882 0.519 0.513
Sala_0599 YP_615653 hypothetical protein -0.620 2 -4.238 0.148 1.000 0.168 -2.026 0.062 1.000 0.233 -1.365 0.216 1.000 0.399 -0.766 -0.473 -0.620 0.207
Sala_2994 YP_618032 peptidase M24 -0.270 16 -2.314 0.035 1.000 0.060 -1.233 0.243 1.000 0.435 -1.278 0.216 1.000 0.399 -0.474 -0.070 -0.545 -0.396 -0.825 -0.355 -0.168 0.160 0.015 -0.458 0.983 0.116 -0.410 -0.468 -0.439 -0.594 -0.246 0.425
Sala_0327 YP_615383 OmpA/MotB 0.183 20 2.548 0.020 1.000 0.040 1.412 0.180 1.000 0.373 1.260 0.220 1.000 0.400 0.327 0.697 0.388 0.686 0.655 0.648 0.255 0.489 -0.508 -0.122 -0.052 -0.104 0.299 0.357 0.231 -0.215 0.262 0.376 -0.101 -0.425 0.207 0.364
Sala_0525 YP_615579 Pyruvate dehydrogenase (lipoamide) -0.301 20 -3.043 0.007 1.000 0.020 -1.182 0.257 1.000 0.441 -1.255 0.222 1.000 0.400 1.082 -0.505 -0.497 -0.357 -0.301 -0.559 -1.053 -0.056 -0.571 0.280 -0.404 -0.706 -0.486 -0.656 -0.675 -0.217 -0.425 -0.449 -0.305 0.464 -0.320 0.470
Sala_0555 YP_615609 short-chain dehydrogenase/reductase SDR -0.267 9 -2.790 0.024 1.000 0.045 -1.399 0.234 1.000 0.422 -1.289 0.220 1.000 0.400 -1.080 -0.233 -0.266 -0.210 -0.113 -0.269 -0.115 -0.239 -0.050 -0.286 0.308
Sala_0721 YP_615775 statiory-phase survival protein SurE -0.267 11 -0.971 0.355 1.000 0.290 -1.242 0.260 1.000 0.441 -1.280 0.220 1.000 0.400 -1.275 0.067 0.250 0.570 -1.284 -0.141 0.112 0.493 -0.584 -0.519 0.222 -0.190 0.648
Sala_0974 YP_616024 2-isopropylmalate synthase -0.198 17 -2.502 0.024 1.000 0.045 -1.413 0.183 1.000 0.375 -1.272 0.218 1.000 0.400 -0.042 0.107 -0.277 -0.446 -0.464 -0.312 0.051 -0.045 -0.485 0.023 -0.235 0.278 -0.076 0.154 0.074 -0.429 -0.554 -0.158 0.260
Sala_1040 YP_616090 2OG-Fe(II) oxygenase -0.352 8 -0.842 0.427 1.000 0.326 -1.155 0.332 1.000 0.493 -1.304 0.217 1.000 0.400 -0.961 -1.225 0.259 -0.425 1.723 -0.533 -0.320 -0.713 -0.274 0.921
Sala_1412 YP_616459 peptidylprolyl isomerase, FKBP-type 0.421 7 0.130 0.901 1.000 0.499 1.254 0.299 1.000 0.462 1.296 0.222 1.000 0.400 -0.279 -0.301 -0.080 -0.172 -0.606 0.561 1.077 0.029 0.583
Sala_1735 YP_616781 N-acetylmuramyl-L-alanine amidase, negative regulator of AmpC, AmpD 0.722 1 1.371 0.222 1.000 0.400 0.722 0.722
Sala_2010 YP_617054 cell shape determining protein, MreB/Mrl family 0.274 9 2.026 0.077 1.000 0.107 1.336 0.274 1.000 0.451 1.295 0.218 1.000 0.400 -0.096 0.664 0.280 0.079 0.259 -0.145 -0.134 1.205 0.684 0.311 0.460
Sala_2222 YP_617264 alpha/beta hydrolase fold 0.454 7 2.179 0.072 1.000 0.103 1.039 0.358 1.000 0.510 1.298 0.221 1.000 0.400 0.182 0.135 1.864 0.295 0.728 0.122 0.298 0.518 0.628
Sala_2716 YP_617754 peptidase M61 -0.324 17 -2.250 0.039 1.000 0.064 -1.164 0.267 1.000 0.443 -1.261 0.221 1.000 0.400 0.765 -0.238 -0.948 -0.996 -0.553 -0.074 -0.633 -0.145 0.316 0.042 -0.009 0.520 -0.506 -0.445 -0.369 -0.416 -1.086 -0.281 0.515
Sala_2939 YP_617977 ribosomal protein L20 0.509 2 0.760 0.586 1.000 0.393 1.368 0.222 1.000 0.400 -0.161 1.180 0.509 0.948
Sala_0829 YP_615880 Citrate synthase I -0.225 18 -2.935 0.009 1.000 0.024 -1.277 0.226 1.000 0.416 -1.253 0.223 1.000 0.401 0.132 0.041 -0.331 -0.098 -0.210 -0.027 -0.866 -0.111 -0.091 -0.624 -0.964 -1.141 -0.249 0.172 0.020 0.001 -0.284 -0.146 -0.265 0.384
Sala_2352 YP_617394 MltA-interacting MipA -0.716 1 -1.360 0.225 1.000 0.403 -0.716 -0.716
Sala_0761 YP_615814 Saccharopine dehydrogenase -0.713 1 -1.355 0.226 1.000 0.404 -0.713 -0.713
Sala_1720 YP_616766 alanyl-tRNA synthetase 0.233 19 3.021 0.007 1.000 0.021 1.249 0.232 1.000 0.422 1.244 0.226 1.000 0.404 0.132 0.103 0.567 0.627 0.321 0.418 0.247 0.184 -0.589 0.661 0.661 -0.387 0.313 0.320 0.117 0.076 -0.027 0.144 0.420 0.227 0.327
Sala_0307 YP_615363 amidohydrolase 2 -0.374 4 -1.247 0.301 1.000 0.261 -1.096 -1.310 0.228 1.000 0.404 -0.114 0.329 -1.020 -0.690 -0.374 0.600
Sala_1259 YP_616306 methionyl-tRNA synthetase 0.197 17 2.887 0.011 1.000 0.027 1.459 0.167 1.000 0.367 1.244 0.227 1.000 0.404 0.036 0.501 0.289 0.155 0.632 0.023 -0.004 0.621 -0.077 -0.038 -0.295 -0.020 0.119 0.432 0.129 0.376 0.215 0.182 0.260
Sala_1672 YP_616718 4Fe-4S ferredoxin, iron-sulfur binding 0.404 4 1.756 0.177 1.000 0.186 2.606 0.121 1.000 0.321 1.301 0.231 1.000 0.404 -0.013 0.118 0.272 0.682 0.265 0.302
Sala_2143 YP_617185 ubiquinone biosynthesis O-methyltransferase -0.579 2 -31.567 0.020 1.000 0.041 -15.089 0.042 1.000 0.200 -1.320 0.230 1.000 0.404 -0.561 -0.598 -0.579 0.026
Sala_2146 YP_617188 catalase/peroxidase HPI 0.481 19 2.500 0.022 1.000 0.044 1.099 0.292 1.000 0.457 1.234 0.230 1.000 0.404 1.393 0.890 -1.417 1.041 1.710 1.936 1.692 0.105 0.670 1.085 1.097 0.974 1.421 1.309 1.679 0.436 0.727 -1.870 -1.997 0.678 1.182
Sala_2422 YP_617463 Copper-resistance protein CopA 0.707 1 1.343 0.230 1.000 0.404 0.707 0.707
Sala_3021 YP_618059 hypothetical protein 0.394 4 4.815 0.017 1.000 0.036 2.325 0.081 1.000 0.268 1.306 0.229 1.000 0.404 0.396 0.560 0.451 0.171 0.394 0.164
Sala_3161 YP_618197 Peptidyl-dipeptidase Dcp 0.281 20 2.610 0.017 1.000 0.036 1.170 0.262 1.000 0.441 1.231 0.231 1.000 0.404 -0.200 -0.046 0.657 -0.005 1.179 -0.353 -0.230 0.047 -0.213 0.919 0.327 0.897 0.413 0.271 0.236 0.377 -0.274 -0.141 0.903 0.755 0.276 0.473
Sala_0035 YP_615094 5,10-methylenetetrahydrofolate reductase 0.702 1 1.333 0.233 1.000 0.406 0.702 0.702
Sala_1491 YP_616537 transcriptional regulator, BadM/Rrf2 family -0.702 1 -1.332 0.233 1.000 0.406 -0.702 -0.702
Sala_3069 YP_618106 beta-lactamase 0.585 2 5.652 0.111 1.000 0.139 2.702 0.226 1.000 0.416 1.310 0.233 1.000 0.406 0.688 0.481 0.585 0.146
Sala_0204 YP_615261 siroheme synthase-like protein -0.518 2 -0.336 0.794 1.000 0.466 -1.319 0.237 1.000 0.409 0.513 -1.034 -0.260 1.094
Sala_0982 YP_616032 GatB/Yqey -0.490 2 -1.013 0.496 1.000 0.354 -1.317 0.238 1.000 0.409 -0.007 -0.974 -0.490 0.684
Sala_1045 YP_616095 cysteine synthases -0.152 18 -3.213 0.005 1.000 0.016 -1.643 0.126 1.000 0.326 -1.217 0.237 1.000 0.409 -0.108 -0.486 -0.364 -0.129 -0.053 0.038 -0.249 -0.002 0.040 0.004 -0.070 -0.379 -0.702 -0.400 0.081 0.102 -0.316 -0.082 -0.171 0.225
Sala_1820 YP_616865 short-chain dehydrogenase/reductase SDR 0.695 1 1.319 0.237 1.000 0.409 0.695 0.695
Sala_2896 YP_617934 Acetyl-CoA C-acetyltransferase -0.681 3 -2.376 0.141 1.000 0.163 -0.965 0.436 1.000 0.567 -1.279 0.238 1.000 0.409 -0.111 -1.020 -0.911 -0.681 0.496
Sala_3178 YP_618214 Methyltransferase type 11 0.696 1 1.322 0.236 1.000 0.409 0.696 0.696
Sala_0644 YP_615698 cobalt chelatase, pCobS small subunit -0.267 12 -1.856 0.090 1.000 0.119 -1.220 0.257 1.000 0.441 -1.225 0.239 1.000 0.410 0.348 0.441 -0.337 -0.415 -0.409 0.297 -0.001 -0.515 -0.651 -0.107 -0.531 -0.709 -0.216 0.403
Sala_0545 YP_615599 DNA uptake lipoprotein 0.231 18 2.053 0.056 1.000 0.084 1.199 0.254 1.000 0.441 1.208 0.240 1.000 0.410 0.473 0.476 0.033 0.384 0.417 0.509 -0.440 -0.406 0.060 0.477 0.073 -0.557 0.053 -0.197 0.862 0.073 0.538 0.750 0.199 0.411
Sala_1148 YP_616197 peptidyl-prolyl cis-trans isomerase, cyclophilin type 0.333 5 1.365 0.244 1.000 0.230 1.194 1.261 0.240 1.000 0.410 0.579 -0.728 0.594 0.628 0.862 0.387 0.634
Sala_2316 YP_617358 ABC transporter related -0.292 8 -2.008 0.085 1.000 0.113 -1.245 0.260 1.000 0.441 -1.237 0.240 1.000 0.410 -0.652 -0.064 0.128 -0.672 -0.821 -0.482 -0.019 0.248 -0.292 0.411
Sala_0654 YP_615708 pyridoxamine 5'-phosphate oxidase -0.168 14 -2.885 0.013 1.000 0.030 -1.672 0.129 1.000 0.329 -1.214 0.241 1.000 0.410 0.135 -0.031 -0.348 0.118 -0.365 -0.226 -0.019 0.072 -0.218 -0.146 -0.258 -0.178 -0.134 -0.587 -0.156 0.202
Sala_0126 YP_615183 peptide methionine sulfoxide reductase -0.564 2 -4.803 0.131 1.000 0.155 -2.296 0.262 1.000 0.441 -1.257 0.250 1.000 0.417 -0.682 -0.447 -0.564 0.166
Sala_0183 YP_615240 alpha amylase, catalytic region 0.536 4 0.656 0.559 1.000 0.380 0.848 1.238 0.252 1.000 0.417 0.996 1.181 -0.592 -0.383 0.301 0.917
Sala_0217 YP_615274 band 7 protein -0.403 9 -1.560 0.157 1.000 0.173 -0.974 0.385 1.000 0.535 -1.200 0.252 1.000 0.417 1.427 -1.514 -0.170 -1.262 -1.109 -0.151 -0.200 -0.316 -0.798 -0.455 0.874
Sala_0280 YP_615336 acyl carrier protein 0.428 3 3.376 0.078 1.000 0.107 1.552 1.245 0.255 1.000 0.417 0.162 0.516 0.517 0.399 0.204
Sala_0522 YP_615576 hypothetical protein 0.257 19 2.422 0.026 1.000 0.048 1.129 0.279 1.000 0.457 1.179 0.251 1.000 0.417 0.196 0.403 0.353 0.977 0.256 0.473 0.794 0.880 -0.014 0.100 0.439 1.251 0.491 0.244 0.533 0.591 0.649 -1.183 -1.077 0.335 0.602
Sala_0648 YP_615702 hypothetical protein 0.481 2 1.160 0.453 1.000 0.335 1.292 0.246 1.000 0.417 0.896 0.066 0.481 0.586
Sala_0709 YP_615763 L-sorbosone dehydrogenase 0.288 8 1.849 0.107 1.000 0.135 1.249 0.280 1.000 0.457 1.217 0.248 1.000 0.417 0.134 0.643 0.211 0.487 1.148 -0.460 0.244 0.052 0.308 0.470
Sala_0722 YP_615776 seryl-tRNA synthetase -0.157 17 -2.336 0.033 1.000 0.057 -1.487 0.165 1.000 0.367 -1.172 0.255 1.000 0.417 -0.064 0.540 0.004 0.000 -0.171 -0.262 -0.053 -0.258 -0.252 -0.322 -0.018 -0.122 -0.438 -0.415 -0.361 0.105 -0.171 -0.133 0.235
Sala_0983 YP_616033 carbamoyl-phosphate synthase, small subunit -0.221 15 -2.176 0.047 1.000 0.074 -1.192 0.261 1.000 0.441 -1.177 0.254 1.000 0.417 0.099 0.244 0.003 -0.438 0.251 -0.215 -0.592 -0.340 0.148 -0.721 -0.600 -0.868 -0.030 0.162 -0.222 -0.208 0.370
Sala_1354 YP_616401 hypothetical protein 0.454 4 3.191 0.050 1.000 0.077 1.187 0.357 1.000 0.510 1.255 0.246 1.000 0.417 0.666 0.249 0.169 0.724 0.452 0.283
Sala_1567 YP_616613 hypothetical protein -0.672 1 -1.275 0.251 1.000 0.417 -0.672 -0.672
Sala_1719 YP_616765 hypothetical protein 0.352 5 1.169 0.307 1.000 0.264 1.296 0.418 1.000 0.558 1.224 0.253 1.000 0.417 0.069 0.617 0.745 -0.231 -0.072 0.226 0.431
Sala_1949 YP_616994 ribosomal protein L31 0.416 3 0.392 0.733 1.000 0.445 4.856 0.000 0.260 0.010 1.264 0.248 1.000 0.417 -0.338 -0.228 1.115 0.183 0.809
Sala_2012 YP_617056 hypothetical protein 0.421 5 2.539 0.064 1.000 0.093 1.078 0.476 1.000 0.587 1.234 0.249 1.000 0.417 0.686 -0.162 0.395 0.415 0.843 0.436 0.384
Sala_2204 YP_617246 Pyrrolo-quinoline quinone 0.443 13 1.815 0.095 1.000 0.122 1.014 0.334 1.000 0.494 1.181 0.254 1.000 0.417 -0.538 -0.919 0.731 0.733 0.824 0.345 0.362 -0.135 0.523 0.330 -0.321 1.640 0.894 0.344 0.683
Sala_2315 YP_617357 L-aspartate oxidase 0.672 1 1.276 0.251 1.000 0.417 0.672 0.672
Sala_2334 YP_617376 protein of unknown function DUF442 0.674 1 1.281 0.249 1.000 0.417 0.674 0.674
Sala_2744 YP_617782 putative outer membrane protein with a TonB box -0.136 20 -3.234 0.004 1.000 0.014 -1.635 0.124 1.000 0.326 -1.166 0.255 1.000 0.417 -0.190 0.095 -0.005 -0.113 -0.023 -0.132 -0.196 -0.205 -0.261 -0.569 -0.329 -0.292 -0.252 -0.586 -0.324 -0.436 -0.043 -0.158 0.172 0.407 -0.172 0.238
Sala_2965 YP_618003 ATPase associated with various cellular activities, AAA_3 0.251 16 2.001 0.064 1.000 0.093 1.139 0.281 1.000 0.457 1.185 0.250 1.000 0.417 0.013 -1.109 0.181 0.471 0.136 0.067 -0.077 0.556 0.269 0.745 -0.077 -0.010 0.684 0.903 0.324 0.844 0.245 0.490
Sala_3001 YP_618039 Phosphomannomutase -0.426 17 -2.568 0.021 1.000 0.042 -1.036 0.321 1.000 0.479 -1.171 0.255 1.000 0.417 -0.784 -0.534 -0.439 -0.170 -0.192 -0.051 -0.302 -0.257 -0.995 -1.648 -0.145 1.310 -0.514 -2.058 -0.029 -0.510 -0.267 -0.446 0.716
Sala_3171 YP_618207 peptidase M48, Ste24p 0.670 1 1.273 0.252 1.000 0.417 0.670 0.670
Sala_0455 YP_615509 alpha/beta hydrolase fold 0.273 7 1.732 0.134 1.000 0.157 1.312 0.415 1.000 0.555 1.199 0.256 1.000 0.418 0.262 0.960 0.373 0.248 0.554 -0.201 -0.260 0.276 0.422
Sala_0611 YP_615665 protein of unknown function DUF448 -0.494 2 -2.543 0.239 1.000 0.226 -1.257 0.257 1.000 0.419 -0.791 -0.345 -0.568 0.316
Sala_1950 YP_616995 beta-hydroxyacyl-(acyl-carrier-protein) dehydratase FabZ 0.662 1 1.256 0.258 1.000 0.419 0.662 0.662
Sala_1304 YP_616351 hypothetical protein -0.275 14 -2.253 0.042 1.000 0.067 -1.087 0.309 1.000 0.472 -1.164 0.260 1.000 0.419 -1.059 -0.352 -0.151 -0.811 0.363 0.207 -1.074 -0.428 -0.193 0.085 -0.155 -0.191 0.301 -0.409 -0.276 0.458
Sala_2029 YP_617073 hypothetical protein -0.659 1 -1.251 0.259 1.000 0.419 -0.659 -0.659
Sala_2042 YP_617084 ribosomal protein L27 0.417 3 0.576 0.623 1.000 0.406 1.831 0.092 1.000 0.281 1.229 0.260 1.000 0.419 -0.302 -0.011 0.990 0.226 0.678
Sala_2192 YP_617234 Peptidylprolyl isomerase 0.177 13 3.221 0.007 1.000 0.021 1.493 0.170 1.000 0.367 1.169 0.259 1.000 0.419 0.201 0.238 0.236 0.009 0.442 -0.219 0.379 0.564 0.448 0.215 0.377 -0.003 -0.128 0.212 0.238
Sala_1639 YP_616685 ATPase associated with various cellular activities, AAA_5 0.653 1 1.241 0.263 1.000 0.423 0.653 0.653
Sala_0192 YP_615249 2-dehydro-3-deoxyphosphoglucote aldolase/4-hydroxy-2-oxoglutarate aldolase -0.255 13 -1.468 0.168 1.000 0.181 -1.089 0.312 1.000 0.475 -1.154 0.264 1.000 0.423 0.438 1.077 -0.434 -0.439 0.325 -0.583 -0.639 -0.018 -0.429 -0.222 -0.113 -1.359 -0.901 -0.254 0.623
Sala_0505 YP_615559 Poly(R)-hydroxyalkanoic acid synthase, class I -0.212 16 -1.837 0.086 1.000 0.114 -1.168 0.267 1.000 0.443 -1.150 0.264 1.000 0.423 0.343 -0.662 -0.438 -0.533 -0.009 -0.538 0.111 -0.232 -0.039 0.147 0.449 0.213 -0.090 -0.390 -0.249 -0.837 -0.172 0.375
Sala_3007 YP_618045 hypothetical protein -0.451 6 -2.792 0.038 1.000 0.063 -1.026 0.363 1.000 0.516 -1.184 0.264 1.000 0.423 -0.476 -0.009 -0.664 -0.567 0.045 -0.919 -0.432 0.379
Sala_0027 YP_615086 TonB-dependent receptor -0.278 18 -1.883 0.077 1.000 0.107 -1.065 0.308 1.000 0.472 -1.140 0.267 1.000 0.426 1.207 -0.142 -0.028 0.028 -1.115 -0.336 0.251 0.362 -0.315 -0.207 -0.547 -0.421 -0.429 0.368 -0.753 -0.505 -0.979 -1.064 -0.257 0.579
Sala_1375 YP_616422 TonB-dependent receptor 0.646 1 1.227 0.268 1.000 0.426 0.646 0.646
Sala_3078 YP_618115 acyl-CoA dehydrogenase-like protein 0.647 1 1.228 0.267 1.000 0.426 0.647 0.647
Sala_0805 YP_615858 Biopolymer transport protein ExbD/TolR 0.228 8 1.399 0.204 1.000 0.206 1.557 0.260 1.000 0.441 1.161 0.269 1.000 0.426 -0.479 -0.386 0.583 0.652 0.516 0.672 0.183 0.083 0.228 0.461
Sala_1277 YP_616324 Dihydrouridine synthase TIM-barrel protein nifR3 0.645 1 1.224 0.269 1.000 0.426 0.645 0.645
Sala_0147 YP_615204 Rhodanese-like protein 0.637 1 1.210 0.274 1.000 0.431 0.637 0.637
Sala_0168 YP_615225 ATPase AAA-2 0.220 13 1.100 0.293 1.000 0.255 1.182 0.276 1.000 0.453 1.129 0.275 1.000 0.431 -0.362 -0.498 0.213 0.174 0.884 -0.244 0.343 -0.465 -0.135 0.856 0.873 0.134 0.178 0.150 0.492
Sala_0362 YP_615418 hypothetical protein -0.248 10 -0.860 0.412 1.000 0.318 -1.150 0.294 1.000 0.458 -1.138 0.275 1.000 0.431 -0.267 0.022 -0.102 -0.125 0.457 0.386 -0.587 -1.147 0.313 -0.268 -0.132 0.485
Sala_0791 YP_615844 Glycine hydroxymethyltransferase -0.208 19 -2.274 0.035 1.000 0.060 -1.121 0.283 1.000 0.457 -1.119 0.275 1.000 0.431 -0.772 -0.612 -0.798 -0.760 -0.743 0.114 -0.224 -0.931 0.129 0.579 -0.364 0.282 -0.076 -0.276 0.023 -0.519 -0.487 0.427 0.347 -0.245 0.470
Sala_1077 YP_616127 H+-transporting two-sector ATPase, C subunit 0.392 3 0.723 0.545 1.000 0.375 7.035 0.000 0.011 0.001 1.195 0.272 1.000 0.431 -0.124 -0.052 0.872 0.232 0.555
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Sala_1170 YP_616219 CTP synthase -0.267 17 -2.108 0.051 1.000 0.078 -1.050 0.315 1.000 0.478 -1.121 0.275 1.000 0.431 -0.964 -0.331 -0.797 -0.319 -0.552 -0.437 -0.025 -1.098 -0.049 0.749 0.450 0.329 0.218 -0.319 -0.396 -0.491 -0.249 -0.252 0.493
Sala_1213 YP_616262 Ribonuclease III 0.339 5 3.081 0.037 1.000 0.061 1.736 0.181 1.000 0.373 1.168 0.274 1.000 0.431 0.771 0.405 0.447 0.258 0.018 0.380 0.276
Sala_1630 YP_616676 Peptidoglycan glycosyltransferase -0.633 1 -1.202 0.276 1.000 0.431 -0.633 -0.633
Sala_1902 YP_616947 ribosomal protein L9 0.189 19 1.159 0.261 1.000 0.237 1.159 0.267 1.000 0.443 1.115 0.276 1.000 0.431 -0.446 0.268 0.206 0.088 0.137 0.215 -0.097 0.106 -0.317 0.039 -0.162 0.196 -0.136 -0.171 0.249 -0.248 -0.210 1.220 1.527 0.130 0.488
Sala_1404 YP_616451 Cytochrome-c oxidase 0.631 1 1.197 0.278 1.000 0.432 0.631 0.631
Sala_1960 YP_617005 ribosomal protein S2 0.181 19 1.104 0.284 1.000 0.250 1.175 0.261 1.000 0.441 1.110 0.278 1.000 0.432 -0.183 -0.118 0.097 0.111 0.063 -0.434 -0.244 0.212 0.322 0.244 -0.100 -0.204 -0.052 0.202 -0.203 -0.052 -0.065 1.235 1.418 0.119 0.468
Sala_2732 YP_617770 signal recognition particle-docking protein FtsY -0.631 1 -1.198 0.278 1.000 0.432 -0.631 -0.631
Sala_0494 YP_615548 hypothetical protein 0.133 20 3.035 0.007 1.000 0.020 1.497 0.156 1.000 0.363 1.108 0.279 1.000 0.432 -0.411 0.106 0.116 -0.135 0.060 0.144 0.283 0.230 0.282 -0.112 0.070 0.237 0.197 0.261 0.343 0.369 0.155 0.032 0.376 0.015 0.131 0.193
Sala_0461 YP_615515 ATPase -0.626 1 -1.189 0.281 1.000 0.432 -0.626 -0.626
Sala_0687 YP_615741 alpha/beta hydrolase fold -0.342 3 -2.248 0.154 1.000 0.172 -1.651 -1.171 0.281 1.000 0.432 -0.636 -0.260 -0.129 -0.342 0.263
Sala_1784 YP_616829 Secretion protein HlyD 0.523 2 5.083 0.124 1.000 0.150 2.429 0.249 1.000 0.439 1.172 0.281 1.000 0.432 0.420 0.626 0.523 0.146
Sala_2782 YP_617820 phenylalanyl-tRNA synthetase, alpha subunit 0.641 6 0.744 0.491 1.000 0.350 0.781 0.492 1.000 0.594 1.143 0.280 1.000 0.432 3.617 0.316 0.188 -0.874 -0.015 -0.330 0.484 1.593
Sala_1032 YP_616082 oxidoreductase FAD/D(P)-binding -0.390 7 -2.993 0.024 1.000 0.046 -1.015 0.357 1.000 0.510 -1.128 0.284 1.000 0.435 0.007 -0.501 0.197 -0.758 -0.552 -0.834 -0.802 -0.463 0.410
Sala_1477 YP_616523 4-hydroxythreonine-4-phosphate dehydrogenase 1.392 2 -0.552 0.679 1.000 0.428 1.182 0.284 1.000 0.435 0.255 -0.882 -0.314 0.804
Sala_1809 YP_616854 acetyl-CoA acetyltransferase 0.621 1 1.180 0.285 1.000 0.435 0.621 0.621
Sala_2949 YP_617987 L-2,4-diaminobutyric acid acetyltransferase 0.172 19 1.728 0.101 1.000 0.129 1.178 0.260 1.000 0.441 1.094 0.286 1.000 0.435 -0.052 0.173 0.479 0.605 0.248 0.337 0.076 -0.164 -0.891 -0.409 -0.155 0.294 0.026 0.432 0.345 0.201 -0.031 0.666 0.892 0.162 0.408
Sala_2388 YP_617430 Penicillin amidase 0.617 1 1.172 0.287 1.000 0.437 0.617 0.617
Sala_2833 YP_617871 hypothetical protein 0.340 10 0.938 0.373 1.000 0.299 0.959 0.382 1.000 0.534 1.107 0.287 1.000 0.437 0.867 0.276 0.361 -0.445 0.120 -0.633 -1.064 1.448 0.836 0.496 0.226 0.762
Sala_1062 YP_616112 acetyl-CoA carboxylase, carboxyl transferase, beta subunit 0.393 6 1.750 0.140 1.000 0.163 0.860 0.453 1.000 0.577 1.122 0.289 1.000 0.438 1.603 0.309 0.102 -0.224 0.631 0.281 0.450 0.630
Sala_1669 YP_616715 cytochrome oxidase maturation protein, cbb3-type 0.615 1 1.167 0.289 1.000 0.438 0.615 0.615
Sala_0958 YP_616009 aldo/keto reductase 0.192 17 1.804 0.090 1.000 0.119 1.109 0.289 1.000 0.457 1.079 0.293 1.000 0.438 0.451 0.477 0.002 1.010 0.399 0.526 0.477 -0.221 0.185 0.541 -0.033 -0.047 0.321 -0.200 0.709 -0.716 -0.523 0.198 0.452
Sala_1078 YP_616128 H+-transporting two-sector ATPase, B/B' subunit -0.346 5 -2.025 0.113 1.000 0.140 -1.171 -1.126 0.290 1.000 0.438 -1.097 -0.203 -0.261 -0.523 0.076 -0.402 0.443
Sala_1366 YP_616413 glucosamine--fructose-6-phosphate aminotransferase, isomerizing -0.285 19 -1.362 0.190 1.000 0.193 -0.999 0.336 1.000 0.494 -1.080 0.292 1.000 0.438 -0.621 -0.839 -0.531 -0.600 -0.826 -0.040 0.243 -0.332 0.136 -0.476 0.075 1.596 1.140 0.366 -0.436 -0.449 -0.533 -0.808 -1.182 -0.217 0.693
Sala_1677 YP_616723 OmpW 0.255 18 0.868 0.398 1.000 0.312 1.033 0.319 1.000 0.479 1.079 0.292 1.000 0.438 0.028 0.073 -0.915 -0.152 0.553 0.822 0.428 0.233 0.078 -0.256 -0.639 -0.527 -0.265 -0.124 -0.112 0.040 1.594 1.639 0.139 0.678
Sala_1759 YP_616805 Nucleoside-diphosphate kinase 0.194 13 1.591 0.138 1.000 0.160 1.150 0.284 1.000 0.457 1.086 0.293 1.000 0.438 0.349 -0.211 -0.167 0.755 0.267 -0.021 -0.026 0.106 -0.250 -0.033 0.179 0.163 0.760 0.144 0.326
Sala_2050 YP_617092 Uncharacterized P-loop ATPase protein UPF0042 0.612 1 1.162 0.291 1.000 0.438 0.612 0.612
Sala_2057 YP_617099 DUF461 -0.418 4 -1.056 0.369 1.000 0.296 -0.940 0.520 1.000 0.610 -1.134 0.290 1.000 0.438 -0.021 0.363 -0.950 -0.648 -0.314 0.595
Sala_1442 YP_616488 ribosomal protein L11 0.302 7 1.023 0.346 1.000 0.285 0.991 0.503 1.000 0.601 1.103 0.294 1.000 0.438 0.386 -0.336 -0.398 -0.176 -0.107 1.290 1.406 0.295 0.763
Sala_1668 YP_616714 oxygen-independent coproporphyrinogen III oxidase -0.608 1 -1.154 0.294 1.000 0.438 -0.608 -0.608
Sala_1956 YP_617001 undecaprenyl diphosphate synthase 0.416 6 1.829 0.127 1.000 0.152 0.878 0.473 1.000 0.586 1.103 0.296 1.000 0.441 0.894 0.849 1.055 -0.298 -0.056 0.124 0.428 0.573
Sala_0793 YP_615846 hydrolase 0.378 4 1.914 0.152 1.000 0.171 1.105 0.384 1.000 0.535 1.116 0.298 1.000 0.442 0.456 -0.147 0.369 0.747 0.356 0.372
Sala_2287 YP_617329 ATP synthase F1, gamma subunit -0.191 18 -2.339 0.032 1.000 0.056 -1.083 0.300 1.000 0.463 -1.065 0.299 1.000 0.443 0.363 0.009 -0.389 -0.370 -0.663 0.037 0.133 -0.439 -0.024 -0.744 -0.442 -0.031 -0.291 -0.719 -0.519 -0.514 0.322 0.482 -0.211 0.383
Sala_1617 YP_616663 ribosomal 5S rR E-loop binding protein Ctc/L25/TL5 0.191 20 1.096 0.287 1.000 0.251 1.072 0.302 1.000 0.465 1.061 0.299 1.000 0.443 0.355 0.292 0.176 0.235 -0.198 -0.025 0.004 0.206 0.192 -0.827 -0.079 0.013 -0.327 -0.533 -0.134 0.282 0.045 0.241 1.197 1.214 0.116 0.475
Sala_0713 YP_615767 Leucyl aminopeptidase 0.597 1 1.133 0.302 1.000 0.446 0.597 0.597
Sala_2829 YP_617867 phosphoglycerate mutase 1 family -0.182 18 -1.809 0.088 1.000 0.117 -1.093 0.296 1.000 0.460 -1.056 0.303 1.000 0.446 -0.399 0.141 -0.510 0.129 0.123 -0.079 0.080 0.331 -0.540 -0.671 -0.350 0.084 0.044 0.400 -0.248 -0.021 -0.615 -0.488 -0.144 0.337
Sala_0520 YP_615574 hypothetical protein 0.488 2 102.735 0.006 1.000 0.019 49.107 0.013 1.000 0.097 1.113 0.304 1.000 0.447 0.484 0.493 0.488 0.007
Sala_2142 YP_617184 glutathione S-transferase-like protein 0.237 5 0.871 0.433 1.000 0.327 1.686 0.341 1.000 0.496 1.092 0.304 1.000 0.447 0.478 0.396 -0.207 0.422 -0.333 0.151 0.388
Sala_0011 YP_615070 3-demethylubiquinone-9 3-methyltransferase -0.588 1 -1.117 0.309 1.000 0.448 -0.588 -0.588
Sala_0456 YP_615510 Peptidyl-dipeptidase A 0.153 20 2.736 0.013 1.000 0.030 1.158 0.266 1.000 0.443 1.041 0.308 1.000 0.448 0.228 0.233 0.202 0.124 0.474 0.163 0.397 0.535 -0.067 0.472 0.382 -0.161 0.710 0.222 0.192 0.107 0.393 0.198 -0.674 -0.299 0.192 0.313
Sala_0843 YP_615894 trigger factor -0.224 17 -1.685 0.111 1.000 0.139 -1.027 0.323 1.000 0.481 -1.044 0.308 1.000 0.448 -0.168 0.245 -0.546 -0.005 -0.695 0.243 -0.184 -0.203 -0.359 0.141 0.165 0.127 0.390 -0.232 -0.009 -1.365 -0.588 -0.179 0.438
Sala_1086 YP_616136 Cystathionine gamma-synthase -0.257 15 -2.837 0.013 1.000 0.030 -0.970 0.355 1.000 0.510 -1.047 0.309 1.000 0.448 0.376 -0.380 -0.921 -0.817 -0.350 -0.828 -0.406 0.925 -0.576 -0.898 0.254 -0.935 -0.424 -0.547 -0.350 -0.392 0.535
Sala_1711 YP_616757 transcriptional regulator, XRE family -0.418 2 -1.009 0.497 1.000 0.354 -1.123 0.306 1.000 0.448 -0.004 -0.833 -0.418 0.586
Sala_1973 YP_617018 Glu/Leu/Phe/Val dehydrogenase, dimerisation region -0.415 4 -0.931 0.420 1.000 0.322 -0.900 0.533 1.000 0.618 -1.082 0.308 1.000 0.448 0.226 0.471 -1.276 -1.079 -0.415 0.891
Sala_2277 YP_617319 glutamate--cysteine ligase 0.502 2 3.528 0.176 1.000 0.186 1.687 0.341 1.000 0.496 1.107 0.306 1.000 0.448 0.360 0.644 0.502 0.201
Sala_0609 YP_615663 protein of unknown function DUF150 0.445 7 2.104 0.080 1.000 0.110 0.838 0.449 1.000 0.577 1.066 0.310 1.000 0.449 0.948 0.931 1.273 -0.435 -0.198 0.433 0.532 0.498 0.626
Sala_1859 YP_616904 acyl-CoA dehydrogenase-like protein -0.584 1 -1.108 0.312 1.000 0.451 -0.584 -0.584
Sala_1858 YP_616903 transcriptional regulator, MarR family 0.360 3 5.520 0.031 1.000 0.056 3.211 1.090 0.313 1.000 0.451 0.364 0.221 0.427 0.337 0.106
Sala_2694 YP_617732 Alkylhydroperoxidase AhpD core -0.572 3 -1.058 0.401 1.000 0.313 -0.669 -1.079 0.313 1.000 0.451 0.747 -1.504 -1.789 -0.849 1.389
Sala_2929 YP_617967 surface presentation of antigens (SPOA) protein 0.580 1 1.102 0.314 1.000 0.452 0.580 0.580
Sala_0483 YP_615537 Cystathionine gamma-lyase -0.573 1 -1.088 0.320 1.000 0.454 -0.573 -0.573
Sala_0836 YP_615887 anthranilate phosphoribosyltransferase -0.518 2 -2.122 0.280 1.000 0.248 -1.014 0.495 1.000 0.596 -1.078 0.318 1.000 0.454 -0.762 -0.274 -0.518 0.345
Sala_1128 YP_616177 hypothetical protein 0.216 14 2.327 0.037 1.000 0.061 1.002 0.345 1.000 0.502 1.030 0.317 1.000 0.454 -0.309 0.703 0.832 -0.030 0.898 0.126 0.642 0.437 -0.117 -0.190 0.625 0.847 -0.147 -0.277 0.289 0.464
Sala_1414 YP_616461 Helicase c2 0.574 1 1.090 0.319 1.000 0.454 0.574 0.574
Sala_1701 YP_616747 ribosomal protein L10 0.205 18 0.878 0.392 1.000 0.309 0.993 0.340 1.000 0.496 1.016 0.321 1.000 0.454 0.291 -0.193 0.206 -0.178 -0.334 -0.450 0.329 0.333 0.358 -0.335 -0.716 -0.210 -0.126 -0.117 0.613 -0.074 1.385 1.297 0.115 0.558
Sala_1865 YP_616910 AMP-dependent synthetase and ligase 0.573 1 1.088 0.320 1.000 0.454 0.573 0.573
Sala_2735 YP_617773 acetyltransferase -0.405 4 -5.197 0.014 1.000 0.031 -1.867 0.159 1.000 0.363 -1.055 0.320 1.000 0.454 -0.568 -0.196 -0.401 -0.456 -0.405 0.156
Sala_2930 YP_617968 flagellar basal body-associated protein FliL 0.572 1 1.087 0.320 1.000 0.454 0.572 0.572
Sala_3089 YP_618126 3-hydroxybutyryl-CoA dehydrogenase -0.134 16 -1.954 0.070 1.000 0.100 -1.377 0.199 1.000 0.383 -1.024 0.318 1.000 0.454 -0.623 -0.581 -0.165 -0.068 -0.324 -0.037 -0.044 0.074 0.397 -0.060 -0.315 -0.129 0.024 -0.159 0.133 -0.095 -0.123 0.253
Sala_1310 YP_616357 NADH-quinone oxidoreductase, B subunit -0.369 3 -2.009 0.182 1.000 0.189 -1.314 0.414 1.000 0.555 -1.070 0.321 1.000 0.455 -0.867 -0.508 -0.050 -0.475 0.409
Sala_1074 YP_616124 Uncharacterized conserved protein UCP025560 0.346 3 1.191 0.356 1.000 0.290 10.777 0.008 1.000 0.076 1.055 0.328 1.000 0.457 1.076 1.117 -0.405 0.596 0.867
Sala_1087 YP_616137 ApaG 0.566 1 1.074 0.326 1.000 0.457 0.566 0.566
Sala_1182 YP_616231 Molybdenum cofactor biosynthesis protein -0.280 12 -1.141 0.278 1.000 0.247 -0.890 0.408 1.000 0.554 -1.010 0.328 1.000 0.457 -0.037 -0.059 0.894 -0.626 -0.012 0.426 -0.092 0.254 -0.288 -0.034 -1.851 -1.812 -0.270 0.819
Sala_1422 YP_616469 beta-lactamase-like protein 0.463 2 82.183 0.008 1.000 0.021 39.283 0.016 1.000 0.109 1.057 0.327 1.000 0.457 0.469 0.458 0.463 0.008
Sala_1679 YP_616725 UspA 0.245 17 1.114 0.282 1.000 0.248 0.951 0.359 1.000 0.511 1.003 0.327 1.000 0.457 -1.105 -0.450 0.050 0.357 0.093 -0.023 0.354 -0.204 -0.173 0.126 0.165 -0.121 -0.237 0.523 0.597 1.447 1.493 0.170 0.629
Sala_1687 YP_616733 formiminoglutamate deimise -0.564 1 -1.071 0.327 1.000 0.457 -0.564 -0.564
Sala_2730 YP_617768 Diaminopimelate epimerase 0.471 2 4.859 0.129 1.000 0.154 2.322 0.259 1.000 0.441 1.057 0.327 1.000 0.457 0.374 0.568 0.471 0.137
Sala_2832 YP_617870 peptidase M14, carboxypeptidase A 0.338 7 1.781 0.125 1.000 0.151 0.973 0.386 1.000 0.535 1.026 0.328 1.000 0.457 0.168 0.279 0.361 0.716 0.924 -0.653 0.624 0.346 0.513
Sala_0634 YP_615688 GMP synthase-like protein -0.305 13 -2.206 0.048 1.000 0.074 -0.907 0.384 1.000 0.535 -1.005 0.329 1.000 0.458 -1.030 -0.338 -1.130 -0.392 -0.561 -0.348 0.009 0.220 -0.450 -0.199 0.744 0.166 -0.909 -0.324 0.530
Sala_2803 YP_617841 ribosomal protein L6 0.148 19 0.929 0.365 1.000 0.295 1.114 0.286 1.000 0.457 0.998 0.329 1.000 0.458 0.097 -0.018 0.055 0.164 -0.004 -0.147 0.102 -0.105 -0.483 -0.094 -0.215 -0.242 -0.043 0.184 0.218 -0.115 -0.104 1.322 1.267 0.097 0.454
Sala_1969 YP_617014 NUDIX hydrolase 0.246 7 2.198 0.070 1.000 0.101 1.059 0.367 1.000 0.519 1.020 0.330 1.000 0.459 0.194 0.312 1.152 1.010 -0.323 0.367 0.233 0.421 0.506
Sala_0630 YP_615684 FAD-dependent pyridine nucleotide-disulphide oxidoreductase -0.233 11 -2.311 0.043 1.000 0.069 -1.018 0.335 1.000 0.494 -1.005 0.331 1.000 0.459 -0.199 -0.784 0.012 -0.430 -0.732 -1.068 -0.725 -1.052 0.247 0.408 0.209 -0.374 0.537
Sala_0716 YP_615770 protein of unknown function DUF47 0.271 4 4.295 0.023 1.000 0.045 3.191 0.086 1.000 0.275 1.032 0.333 1.000 0.461 0.296 0.157 0.205 0.450 0.277 0.129
Sala_1525 YP_616571 inositol monophosphatase -0.218 6 -0.803 0.459 1.000 0.337 -1.800 0.170 1.000 0.367 -1.015 0.334 1.000 0.462 -0.260 -0.224 0.056 0.092 0.315 -0.640 -0.110 0.336
Sala_1954 YP_616999 1-deoxy-D-xylulose-5-phosphate reductoisomerase 0.390 2 0.919 0.527 1.000 0.368 1.047 0.337 1.000 0.465 0.814 -0.034 0.390 0.600
Sala_2805 YP_617843 ribosomal protein S14 0.302 4 1.060 0.367 1.000 0.296 2.298 0.061 1.000 0.232 1.018 0.339 1.000 0.467 -0.300 -0.067 0.836 0.741 0.302 0.571
Sala_0372 YP_615428 Twin-arginine translocation pathway signal -0.199 10 -1.233 0.249 1.000 0.232 -1.071 0.320 1.000 0.479 -0.986 0.341 1.000 0.469 -0.097 -0.073 0.136 0.370 -0.414 -0.329 -0.593 0.264 -0.211 -0.239 -0.119 0.304
Sala_1300 YP_616347 NADH-ubiquinone/plastoquinone oxidoreductase, chain 6 -0.291 4 -3.581 0.037 1.000 0.062 -1.688 -1.014 0.341 1.000 0.469 -0.477 -0.210 -0.449 -0.122 -0.315 0.176
Sala_2088 YP_617130 glutathione S-transferase-like protein -0.358 15 -0.567 0.580 1.000 0.389 -0.857 0.414 1.000 0.555 -0.972 0.343 1.000 0.470 0.100 -0.076 0.221 0.128 0.894 0.791 0.557 0.732 0.154 -0.003 -0.236 -2.042 0.193 -1.742 -1.737 -0.138 0.941
Sala_1895 YP_616940 hypothetical protein -0.543 1 -1.031 0.344 1.000 0.470 -0.543 -0.543
Sala_0203 YP_615260 diaminopimelate decarboxylase -0.167 18 -2.149 0.046 1.000 0.073 -0.994 0.340 1.000 0.496 -0.964 0.346 1.000 0.472 0.302 -0.194 -0.183 -0.292 -0.251 -0.023 0.159 0.239 -0.835 0.203 -0.551 -0.409 -0.366 -0.660 -0.387 -0.634 0.291 0.264 -0.185 0.365
Sala_1416 YP_616463 transcriptional regulator, MerR family 0.335 3 0.106 0.925 1.000 0.506 2.155 0.164 1.000 0.367 1.008 0.348 1.000 0.475 1.165 -0.394 -0.594 0.059 0.963
Sala_0212 YP_615269 hypothetical protein 0.436 2 21.579 0.029 1.000 0.053 10.315 0.994 0.354 1.000 0.476 0.457 0.416 0.436 0.029
Sala_0373 YP_615429 short-chain dehydrogenase/reductase SDR 0.335 3 2.059 0.176 1.000 0.186 31.492 0.020 1.000 0.121 1.003 0.350 1.000 0.476 0.505 0.491 0.010 0.335 0.282
Sala_0509 YP_615563 NADPH-dependent FMN reductase 0.399 7 1.091 0.317 1.000 0.269 0.772 0.521 1.000 0.610 0.971 0.353 1.000 0.476 -0.248 1.402 0.541 0.725 0.788 -0.486 -0.564 0.308 0.748
Sala_0528 YP_615582 Serine O-acetyltransferase -0.535 1 -1.015 0.351 1.000 0.476 -0.535 -0.535
Sala_1273 YP_616320 two component, sigma54 specific, transcriptional regulator, Fis family 0.313 4 2.442 0.092 1.000 0.121 1.562 0.259 1.000 0.441 0.988 0.353 1.000 0.476 -0.073 0.773 0.836 0.489 0.506 0.415
Sala_1447 YP_616493 transcriptional regulator, TetR family 0.530 1 1.006 0.355 1.000 0.476 0.530 0.530
Sala_1495 YP_616541 ribosomal protein S1 0.122 20 0.802 0.432 1.000 0.327 1.172 0.261 1.000 0.441 0.945 0.354 1.000 0.476 -0.091 0.108 0.059 -0.001 -0.060 -0.196 -0.198 -0.043 0.068 -0.122 -0.008 -0.265 0.004 0.022 0.024 -0.031 -0.036 -0.066 0.908 1.191 0.063 0.353
Sala_2046 YP_617088 Phosphoenolpyruvate carboxykinase (ATP) -0.304 10 -2.068 0.069 1.000 0.099 -0.844 0.423 1.000 0.563 -0.962 0.352 1.000 0.476 -0.245 0.627 -0.101 -0.937 -0.965 -0.663 -0.413 0.090 -0.122 -0.424 -0.315 0.482
Sala_2234 YP_617276 succinate dehydrogenase and fumarate reductase iron-sulfur protein -0.349 4 -2.562 0.083 1.000 0.112 -0.924 0.525 1.000 0.613 -0.990 0.352 1.000 0.476 -0.613 -0.765 -0.083 -0.203 -0.416 0.325
Sala_3000 YP_618038 ABC transporter related -0.215 13 -0.891 0.391 1.000 0.308 -0.896 0.396 1.000 0.545 -0.954 0.354 1.000 0.476 -0.396 -0.921 -0.946 -1.011 0.421 -0.870 0.452 0.471 0.485 0.026 0.195 0.166 0.006 -0.148 0.599
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Experiment

Sala_0358 YP_615414 17 kDa surface antigen -0.325 3 -1.681 0.235 1.000 0.224 -10.921 0.058 1.000 0.232 -0.992 0.355 1.000 0.476 0.087 -0.756 -0.718 -0.462 0.476
Sala_1363 YP_616410 aldo/keto reductase 0.527 1 1.001 0.357 1.000 0.478 0.527 0.527
Sala_2668 YP_617706 Ubiquinone biosynthesis hydroxylase, UbiH/UbiF/VisC/COQ6 family 0.527 1 1.000 0.358 1.000 0.478 0.527 0.527
Sala_0679 YP_615733 protein of unknown function DUF885 0.130 19 2.266 0.036 1.000 0.060 1.106 0.287 1.000 0.457 0.935 0.359 1.000 0.479 -0.248 -0.029 0.455 0.300 0.036 -0.282 -0.214 0.264 0.076 0.416 0.252 0.410 0.068 0.178 0.091 -0.163 0.213 0.464 0.056 0.123 0.237
Sala_0832 YP_615883 SOS-response transcriptional repressor, LexA 0.293 4 0.424 0.700 1.000 0.432 1.915 0.974 0.360 1.000 0.479 0.027 0.615 -0.136 -0.193 0.078 0.370
Sala_0003 YP_615062 GTP-binding 0.345 3 2.217 0.157 1.000 0.173 1.148 0.976 0.363 1.000 0.480 0.123 0.268 0.645 0.345 0.270
Sala_0160 YP_615217 aminoglycoside phosphotransferase 0.521 1 0.990 0.362 1.000 0.480 0.521 0.521
Sala_2737 YP_617775 Porphobilinogen synthase 0.522 1 0.992 0.361 1.000 0.480 0.522 0.522
Sala_2810 YP_617848 ribosomal protein L29 0.316 4 0.705 0.532 1.000 0.371 1.061 0.309 1.000 0.472 0.968 0.362 1.000 0.480 -0.199 -0.669 1.227 0.905 0.316 0.897
Sala_0201 YP_615258 argininosuccinate lyase -0.247 17 -1.711 0.106 1.000 0.135 -0.847 0.415 1.000 0.555 -0.925 0.366 1.000 0.483 -0.317 0.116 0.015 0.334 -0.484 -0.379 -0.733 0.791 -0.531 -0.535 -1.204 0.251 -1.442 -0.321 -0.306 0.181 0.469 -0.241 0.580
Sala_1743 YP_616789 RNA polymerase sigma factor RpoH -0.216 14 -1.831 0.090 1.000 0.119 -0.884 0.398 1.000 0.546 -0.927 0.367 1.000 0.483 -0.562 -0.464 -0.526 -0.219 -0.747 -0.714 0.143 -0.686 0.656 0.148 -0.403 0.515 -0.048 -0.186 -0.221 0.451
Sala_1837 YP_616882 formyltetrahydrofolate deformylase 0.382 2 0.863 0.547 1.000 0.375 0.973 0.370 1.000 0.486 1.343 -0.099 0.622 1.019
Sala_2384 YP_617426 amino acid permease-associated region 0.441 3 2.260 0.152 1.000 0.171 0.918 0.456 1.000 0.579 0.953 0.369 1.000 0.486 0.787 0.425 0.112 0.441 0.338
Sala_1751 YP_616797 aspartyl-tRNA synthetase -0.230 18 -2.445 0.026 1.000 0.048 -0.858 0.405 1.000 0.552 -0.910 0.373 1.000 0.489 0.095 -1.243 -0.251 -0.101 -0.096 -0.104 -0.574 -0.342 -0.784 0.145 -0.433 -1.020 0.083 0.646 -0.618 0.001 -0.020 -0.113 -0.263 0.456
Sala_0598 YP_615652 hypothetical protein 0.464 5 -0.193 0.857 1.000 0.488 0.656 0.559 1.000 0.631 0.936 0.374 1.000 0.490 1.048 0.267 -0.651 0.164 -1.204 -0.075 0.872
Sala_2161 YP_617203 MaoC-like dehydratase 0.507 1 0.963 0.374 1.000 0.490 0.507 0.507
Sala_0205 YP_615262 sigma54 specific transcriptional regulator, Fis family -0.505 1 -0.959 0.376 1.000 0.490 -0.505 -0.505
Sala_1242 YP_616290 L-carnitine dehydratase/bile acid-inducible protein F -0.571 6 -0.747 0.488 1.000 0.349 -0.636 0.570 1.000 0.639 -0.926 0.377 1.000 0.490 -2.504 0.141 -0.605 0.089 0.304 0.517 -0.343 1.124
Sala_1756 YP_616802 hypothetical protein 0.228 9 0.332 0.749 1.000 0.449 0.863 0.428 1.000 0.564 0.919 0.375 1.000 0.490 0.768 0.073 -0.422 -0.214 0.073 0.125 1.231 -0.536 -0.504 0.066 0.598
Sala_2229 YP_617271 succinyl-CoA synthetase, alpha subunit -0.260 18 -1.883 0.077 1.000 0.107 -0.821 0.428 1.000 0.564 -0.902 0.377 1.000 0.490 -0.249 -0.496 0.087 -0.569 -0.715 -0.538 -1.419 -0.451 0.279 1.342 0.018 -0.261 -0.286 0.154 -0.297 -0.321 -0.341 -0.291 -0.242 0.545
Sala_2013 YP_617057 tryptophanyl-tRNA synthetase -0.171 10 -2.159 0.059 1.000 0.088 -0.985 0.370 1.000 0.521 -0.912 0.378 1.000 0.490 -0.583 -0.915 -0.427 -0.433 -0.430 0.590 0.188 -0.236 -0.434 -0.175 -0.286 0.418
Sala_0244 YP_615301 ribosomal protein S9 0.156 14 1.567 0.141 1.000 0.163 1.063 0.319 1.000 0.479 0.902 0.379 1.000 0.491 0.159 0.079 0.075 0.133 0.001 -0.321 0.233 -0.019 -0.095 0.311 -0.181 -0.073 1.024 0.857 0.156 0.372
Sala_0997 YP_616047 beta-Ig-H3/fasciclin 0.272 4 0.851 0.457 1.000 0.337 3.464 0.018 1.000 0.113 0.932 0.379 1.000 0.491 0.899 0.750 -0.271 -0.288 0.272 0.640
Sala_0622 YP_615676 Prephete dehydratase 0.367 3 0.058 0.959 1.000 0.515 0.660 0.629 1.000 0.657 0.938 0.380 1.000 0.492 -0.972 -0.259 1.350 0.039 1.189
Sala_1689 YP_616735 histidine ammonia-lyase -0.379 4 -3.190 0.050 1.000 0.077 -1.146 0.335 1.000 0.494 -0.922 0.381 1.000 0.492 -0.715 -0.233 -0.192 -0.376 -0.379 0.238
Sala_2743 YP_617781 ATP-dependent Clp protease, ATP-binding subunit ClpX 0.186 18 1.480 0.157 1.000 0.173 0.864 0.404 1.000 0.552 0.893 0.382 1.000 0.492 0.507 -0.182 -0.969 0.018 0.192 -0.162 0.061 0.152 1.028 0.592 -0.092 0.032 -0.066 0.248 0.284 -0.090 0.533 0.616 0.150 0.430
Sala_0467 YP_615521 quinolite synthetase complex, A subunit 0.319 3 2.286 0.150 1.000 0.170 1.130 0.461 1.000 0.581 0.926 0.386 1.000 0.493 0.422 0.036 0.398 0.285 0.216
Sala_0584 YP_615638 phosphoribosylaminoimidazole-succinocarboxamide synthase 0.246 14 1.258 0.230 1.000 0.221 0.793 0.451 1.000 0.577 0.887 0.387 1.000 0.493 -1.428 0.470 -0.458 0.233 0.028 -0.272 -0.070 0.370 0.369 -0.068 1.239 0.924 0.966 1.011 0.237 0.704
Sala_1493 YP_616539 3-phosphoshikimate 1-carboxyvinyltransferase -0.232 9 -0.595 0.568 1.000 0.384 -0.815 0.452 1.000 0.577 -0.899 0.385 1.000 0.493 -1.316 -0.949 0.901 0.741 0.536 0.225 -0.130 -0.918 -0.534 -0.161 0.810
Sala_1526 YP_616572 Sulfate adenylyltransferase, large subunit 0.229 18 1.480 0.157 1.000 0.173 0.817 0.430 1.000 0.566 0.884 0.386 1.000 0.493 0.454 0.814 1.932 0.903 -0.137 0.022 -0.909 0.409 -0.386 0.170 0.394 0.143 0.091 -0.260 -0.375 -0.194 0.527 0.302 0.217 0.621
Sala_1541 YP_616587 amidophosphoribosyltransferase -0.356 9 -0.438 0.673 1.000 0.425 -0.760 0.482 1.000 0.589 -0.897 0.386 1.000 0.493 1.245 -0.471 0.211 0.542 -0.885 -0.548 -0.441 -0.046 -0.482 -0.097 0.665
Sala_2411 YP_617452 TonB-dependent receptor 0.271 10 1.003 0.342 1.000 0.284 0.760 0.490 1.000 0.594 0.900 0.384 1.000 0.493 -0.593 0.196 -0.649 0.207 -0.307 -0.120 2.419 2.006 0.115 0.030 0.330 1.041
Sala_2755 YP_617793 peptidase S41 0.494 1 0.937 0.386 1.000 0.493 0.494 0.494
Sala_2897 YP_617935 acyl-CoA dehydrogenase-like protein 0.492 1 0.935 0.387 1.000 0.493 0.492 0.492
Sala_0155 YP_615212 arginine biosynthesis bifunctional protein ArgJ -0.126 16 -1.875 0.080 1.000 0.110 -1.054 0.317 1.000 0.479 -0.879 0.390 1.000 0.496 -0.360 0.129 -0.372 -0.240 0.076 0.317 0.092 0.105 -0.243 0.072 -0.426 -0.004 -0.520 -0.336 0.102 -0.300 -0.119 0.254
Sala_0356 YP_615412 BolA-like protein 0.488 1 0.927 0.391 1.000 0.496 0.488 0.488
Sala_2815 YP_617853 ribosomal protein L2 0.155 16 0.771 0.453 1.000 0.335 0.912 0.381 1.000 0.534 0.877 0.391 1.000 0.496 -0.080 -0.105 0.132 -0.237 -0.060 -0.112 0.504 0.288 -0.248 0.201 0.192 -0.016 -0.041 -0.173 -0.348 1.357 0.078 0.406
Sala_1376 YP_616423 maleylacetoacetate isomerase 0.266 9 1.293 0.232 1.000 0.222 0.768 0.467 1.000 0.583 0.884 0.393 1.000 0.498 -0.009 0.707 -0.366 0.590 1.390 0.473 -0.332 -0.180 -0.015 0.251 0.582
Sala_1770 YP_616816 acyl-CoA dehydrogenase-like protein -0.171 15 -0.958 0.354 1.000 0.290 -0.863 0.408 1.000 0.554 -0.871 0.395 1.000 0.498 -0.019 0.417 0.622 0.523 -0.192 -0.382 -0.198 0.066 -0.721 0.061 -0.081 -0.183 -0.594 -0.121 -0.717 -0.101 0.410
Sala_2820 YP_617858 translation elongation factor Tu -0.121 20 -1.403 0.177 1.000 0.186 -1.001 0.334 1.000 0.494 -0.868 0.394 1.000 0.498 0.153 -0.013 0.084 0.129 0.007 -0.258 -0.044 0.008 -0.253 -0.078 -0.157 -0.206 -0.525 -0.467 0.024 -0.149 -0.738 -0.980 0.514 0.609 -0.117 0.373
Sala_0352 YP_615408 hypothetical protein 0.286 13 1.163 0.268 1.000 0.240 0.755 0.469 1.000 0.584 0.865 0.399 1.000 0.503 0.966 0.391 0.120 -0.009 -0.161 0.301 -0.740 0.280 0.910 1.640 0.203 0.025 -1.015 0.224 0.694
Sala_1357 YP_616404 Hsp33 protein 0.479 1 0.910 0.400 1.000 0.503 0.479 0.479
Sala_2361 YP_617403 phosphoribosylaminoimidazole carboxylase, ATPase subunit -0.358 6 -0.270 0.798 1.000 0.468 -0.698 0.536 1.000 0.619 -0.878 0.401 1.000 0.503 -0.883 -0.212 -0.645 0.200 0.761 0.366 -0.069 0.627
Sala_2910 YP_617948 protein of unknown function DUF1078-like protein -0.475 1 -0.903 0.403 1.000 0.505 -0.475 -0.475
Sala_3128 YP_618164 Ribulose-phosphate 3-epimerase -0.156 12 -0.392 0.703 1.000 0.433 -0.907 0.399 1.000 0.547 -0.859 0.403 1.000 0.505 -0.020 0.149 0.384 -0.046 -0.117 -0.171 -0.727 -0.888 0.457 0.149 0.402 -0.139 -0.047 0.417
Sala_1139 YP_616188 Sporulation related -0.335 2 -0.693 0.614 1.000 0.403 -0.899 0.405 1.000 0.506 0.148 -0.817 -0.335 0.683
Sala_1315 YP_616362 thiamine-phosphate pyrophosphorylase -1.078 3 1.721 0.227 1.000 0.220 -0.715 0.605 1.000 0.652 -0.888 0.405 1.000 0.506 -0.029 1.315 0.723 0.670 0.674
Sala_1725 YP_616771 recA protein 0.190 16 1.046 0.312 1.000 0.267 0.805 0.438 1.000 0.567 0.849 0.406 1.000 0.506 -0.064 0.302 0.362 -0.380 -0.567 0.550 0.230 0.502 0.178 -0.608 -0.465 0.030 -0.222 0.230 1.209 0.853 0.134 0.511
Sala_0401 YP_615456 GrpE protein -0.327 6 -0.901 0.409 1.000 0.317 -0.624 0.577 1.000 0.641 -0.859 0.411 1.000 0.512 -0.791 0.000 0.002 -0.897 0.961 -0.907 -0.272 0.739
Sala_1288 YP_616335 transcriptional regulator, AsnC family 0.223 5 1.588 0.188 1.000 0.192 2.131 0.854 0.416 1.000 0.515 0.958 0.755 0.581 -0.093 -0.278 0.384 0.541
Sala_1584 YP_616630 O-antigen polymerase 0.280 4 0.571 0.608 1.000 0.402 0.963 0.437 1.000 0.567 0.855 0.416 1.000 0.515 -0.205 0.128 -0.174 0.763 0.128 0.449
Sala_1646 YP_616692 Uncharacterized conserved protein UCP016719 -0.461 1 -0.876 0.416 1.000 0.515 -0.461 -0.461
Sala_2366 YP_617408 Ferritin and Dps 0.389 2 3.621 0.172 1.000 0.184 1.731 0.226 1.000 0.416 0.870 0.414 1.000 0.515 0.281 0.496 0.389 0.152
Sala_0806 YP_615859 biopolymer transport ExbD protein 0.120 14 1.805 0.094 1.000 0.122 1.063 0.319 1.000 0.479 0.831 0.417 1.000 0.515 -0.028 0.072 0.113 -0.084 0.357 0.585 0.057 -0.127 0.090 -0.091 0.369 0.610 -0.045 -0.150 0.123 0.256
Sala_1418 YP_616465 3-oxoacyl-(acyl-carrier-protein) synthase III 0.307 3 7.341 0.018 1.000 0.038 5.506 0.114 1.000 0.315 0.862 0.418 1.000 0.516 0.362 0.428 0.263 0.351 0.083
Sala_0388 YP_615444 hypothetical protein 0.221 11 0.460 0.655 1.000 0.420 0.724 0.501 1.000 0.600 0.824 0.423 1.000 0.518 0.486 0.212 0.221 -0.006 0.154 0.156 1.929 -0.056 0.487 -0.910 -1.398 0.116 0.835
Sala_2058 YP_617100 Chaperone DK -0.127 20 -2.112 0.048 1.000 0.075 -0.877 0.395 1.000 0.545 -0.815 0.423 1.000 0.518 -0.441 -0.331 -0.760 -0.428 -0.456 -0.365 -0.665 -0.319 -0.735 -0.214 -0.017 -0.230 -0.228 -0.323 -0.281 -0.173 -0.114 -0.102 1.048 0.883 -0.213 0.450
Sala_2121 YP_617163 epoxide hydrolase domain-like phosphatase 0.455 1 0.864 0.422 1.000 0.518 0.455 0.455
Sala_2747 YP_617785 Dihydrodipicolite reductase -0.245 4 -2.709 0.073 1.000 0.103 -1.290 0.420 1.000 0.559 -0.846 0.423 1.000 0.518 -0.541 -0.168 -0.070 -0.500 -0.320 0.236
Sala_3002 YP_618040 ATPases involved in chromosome partitioning-like protein -0.361 4 -1.750 0.178 1.000 0.186 -0.619 0.647 1.000 0.665 -0.848 0.422 1.000 0.518 -0.093 -1.139 -0.157 -0.309 -0.425 0.485
Sala_1533 YP_616579 Carbamoyl-phosphate synthase L chain, ATP-binding 0.306 3 2.118 0.168 1.000 0.182 0.782 0.578 1.000 0.641 0.850 0.424 1.000 0.519 0.162 0.664 0.200 0.342 0.280
Sala_1986 YP_617030 hypothetical protein -0.319 2 -2.365 0.255 1.000 0.234 -0.858 0.425 1.000 0.519 -0.454 -0.184 -0.319 0.191
Sala_1952 YP_616997 surface antigen (D15) 0.222 20 1.509 0.148 1.000 0.168 0.747 0.467 1.000 0.583 0.809 0.427 1.000 0.520 -0.078 0.151 -0.103 -0.037 -0.043 0.174 0.230 0.157 -0.107 0.218 -0.362 -0.477 0.036 -0.328 2.361 0.590 0.336 0.388 0.447 0.376 0.196 0.582
Sala_2341 YP_617383 OstA-like protein 0.184 6 1.502 0.193 1.000 0.196 1.051 0.484 1.000 0.591 0.829 0.427 1.000 0.520 0.157 -0.188 0.087 0.754 0.256 0.084 0.192 0.313
Sala_0799 YP_615852 histone-like DNA-binding protein 0.225 6 1.223 0.276 1.000 0.246 1.109 0.467 1.000 0.583 0.826 0.428 1.000 0.520 0.211 0.482 0.329 0.537 -0.234 -0.273 0.175 0.352
Sala_2836 YP_617874 putative PTS IIA-like nitrogen-regulatory protein PtsN -0.291 3 -1.153 0.368 1.000 0.296 -1.038 0.318 1.000 0.479 -0.843 0.428 1.000 0.520 -0.746 -1.105 0.344 -0.502 0.755
Sala_1367 YP_616414 PilT protein-like protein -0.446 1 -0.847 0.431 1.000 0.521 -0.446 -0.446
Sala_2216 YP_617258 protein of unknown function DUF107 0.447 1 0.850 0.429 1.000 0.521 0.447 0.447
Sala_3150 YP_618186 protein of unknown function DUF1321 -0.446 1 -0.847 0.431 1.000 0.521 -0.446 -0.446
Sala_0549 YP_615603 DNA ligase, NAD-dependent -0.445 1 -0.846 0.432 1.000 0.521 -0.445 -0.445
Sala_0261 YP_615317 glutathione synthetase 0.161 8 0.741 0.483 1.000 0.348 0.851 0.457 1.000 0.579 0.811 0.433 1.000 0.522 1.366 0.198 0.066 0.355 -0.576 0.017 0.197 -0.401 0.153 0.583
Sala_1057 YP_616107 conserved hypothetical protein 95 0.444 1 0.843 0.433 1.000 0.522 0.444 0.444
Sala_0355 YP_615411 protein of unknown function DUF1476 0.240 4 2.211 0.114 1.000 0.141 2.807 0.067 1.000 0.244 0.821 0.436 1.000 0.523 0.362 0.476 0.003 0.120 0.240 0.217
Sala_0984 YP_616034 hypothetical protein -0.320 3 -0.049 0.965 1.000 0.516 -0.595 0.658 1.000 0.668 -0.827 0.437 1.000 0.523 0.206 0.895 -1.191 -0.030 1.063
Sala_1470 YP_616516 acetolactate synthase, large subunit, biosynthetic type -0.171 16 -2.162 0.047 1.000 0.074 -0.780 0.451 1.000 0.577 -0.795 0.436 1.000 0.523 -0.473 -0.300 -0.424 0.014 -0.077 -0.489 -0.080 -0.695 -0.044 -0.148 0.657 0.099 -0.680 -0.507 0.037 0.077 -0.190 0.351
Sala_3152 YP_618188 fumarate hydratase, class II -0.311 2 -1.277 0.423 1.000 0.324 -0.835 0.437 1.000 0.523 -0.554 -0.067 -0.311 0.344
Sala_0683 YP_615737 hypothetical protein -0.439 1 -0.833 0.438 1.000 0.523 -0.439 -0.439
Sala_1910 YP_616955 2OG-Fe(II) oxygenase -0.310 2 -2.690 0.227 1.000 0.219 -0.831 0.439 1.000 0.524 -0.425 -0.194 -0.310 0.163
Sala_0932 YP_615983 valyl-tRNA synthetase -0.138 17 -1.843 0.084 1.000 0.112 -0.810 0.435 1.000 0.567 -0.786 0.441 1.000 0.525 -0.626 -0.346 -0.333 -0.676 -0.105 -0.173 -0.366 -0.497 -0.095 -0.234 0.059 0.948 -0.021 -0.472 -0.514 0.499 -0.144 -0.182 0.408
Sala_1350 YP_616397 lipoate-protein ligase B 0.433 1 0.823 0.443 1.000 0.527 0.433 0.433
Sala_1649 YP_616695 tyrosyl-tRNA synthetase -0.175 14 -2.052 0.061 1.000 0.089 -0.744 0.474 1.000 0.587 -0.784 0.443 1.000 0.527 -1.050 -0.362 0.295 -0.484 -0.700 -0.378 -0.233 -0.363 0.172 0.055 0.475 -0.556 -0.025 -0.020 -0.227 0.413
Sala_0789 YP_615842 Protein of unknown function DUF193 -0.431 1 -0.818 0.446 1.000 0.528 -0.431 -0.431
Sala_1434 YP_616481 CsbD-like protein -0.431 1 -0.818 0.446 1.000 0.528 -0.431 -0.431
Sala_3175 YP_618211 threonine aldolase family protein 0.431 1 0.818 0.446 1.000 0.528 0.431 0.431
Sala_0243 YP_615300 ribosomal protein L13 0.125 18 0.760 0.458 1.000 0.337 0.821 0.427 1.000 0.564 0.770 0.449 1.000 0.529 0.120 -0.072 -0.068 -0.275 -0.169 -0.746 0.096 0.043 0.391 -0.090 -0.072 0.076 0.346 0.043 -0.295 -0.079 1.151 1.033 0.080 0.445
Sala_0842 YP_615893 glutamyl-tRNA(Gln) amidotransferase, B subunit -0.133 19 -1.832 0.084 1.000 0.112 -0.799 0.437 1.000 0.567 -0.772 0.448 1.000 0.529 -0.055 -0.203 -0.022 0.045 -0.016 -0.024 -0.086 -0.067 -0.141 0.318 -0.558 0.061 -0.359 0.507 -0.458 -0.766 -0.049 -0.177 -0.255 -0.121 0.288
Sala_0868 YP_615919 regulatory protein GntR, HTH 0.271 6 1.527 0.187 1.000 0.192 0.648 0.584 1.000 0.642 0.789 0.449 1.000 0.529 -0.487 0.596 0.967 -0.205 0.669 0.578 0.353 0.566
Sala_1091 YP_616141 DNA topoisomerase IV, B subunit 0.316 3 1.047 0.405 1.000 0.315 0.560 0.675 1.000 0.674 0.805 0.448 1.000 0.529 0.502 -0.231 0.491 0.254 0.420
Sala_2812 YP_617850 ribosomal protein S3 0.136 20 0.893 0.383 1.000 0.304 0.778 0.449 1.000 0.577 0.767 0.451 1.000 0.530 -0.545 -0.187 0.010 -0.130 -0.374 0.052 -0.085 -0.196 -0.040 0.346 -0.559 0.597 0.409 -0.201 0.226 0.459 0.051 0.001 0.972 0.876 0.084 0.421
Sala_0291 YP_615347 Superoxide dismutase -0.132 19 -1.573 0.133 1.000 0.156 -0.787 0.446 1.000 0.576 -0.764 0.453 1.000 0.530 -0.329 -0.316 -0.243 -0.256 -0.339 -0.373 -0.193 -0.472 -0.276 -0.603 -0.414 -0.720 -0.486 -0.008 0.020 -0.703 -0.554 1.166 1.336 -0.198 0.548
Sala_1947 YP_616992 DEAD/DEAH box helicase-like protein 0.387 2 1.515 0.371 1.000 0.298 0.724 0.481 1.000 0.589 0.799 0.452 1.000 0.530 0.642 0.131 0.387 0.361
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Sala_2711 YP_617749 hypothetical protein -0.424 1 -0.805 0.453 1.000 0.530 -0.424 -0.424
Sala_0236 YP_615293 UTP-glucose-1-phosphate uridylyltransferase -0.197 6 -0.106 0.920 1.000 0.504 -0.702 0.533 1.000 0.618 -0.774 0.457 1.000 0.532 0.726 -1.109 0.586 0.504 -0.278 -0.624 -0.032 0.750
Sala_1142 YP_616191 putative transcriptional regulator 0.320 3 0.988 0.427 1.000 0.326 0.594 0.659 1.000 0.668 0.783 0.457 1.000 0.532 0.830 1.124 -0.486 0.489 0.857
Sala_2176 YP_617218 permease YjgP/YjgQ 0.421 1 0.800 0.455 1.000 0.532 0.421 0.421
Sala_2511 YP_617551 Mercuric transport protein periplasmic component -0.420 1 -0.798 0.456 1.000 0.532 -0.420 -0.420
Sala_1136 YP_616185 hydroxymethylbutenyl pyrophosphate reductase 0.322 3 1.246 0.339 1.000 0.282 0.497 0.707 1.000 0.686 0.782 0.461 1.000 0.534 0.335 1.165 -0.107 0.465 0.646
Sala_1257 YP_616304 Thymidylate kinase 0.417 1 0.792 0.460 1.000 0.534 0.417 0.417
Sala_3029 YP_618066 TonB-dependent receptor -0.165 19 -2.022 0.058 1.000 0.087 -0.718 0.485 1.000 0.591 -0.751 0.460 1.000 0.534 -0.189 -0.349 -0.194 -0.638 -0.585 -0.348 -0.347 -0.481 -0.570 -0.177 1.213 -0.076 -0.288 -0.751 -0.791 0.149 0.088 0.123 0.186 -0.212 0.456
Sala_0638 YP_615692 aldehyde dehydrogenase -0.214 8 -1.632 0.147 1.000 0.168 -0.796 0.456 1.000 0.579 -0.756 0.465 1.000 0.535 0.117 -0.035 -0.655 -0.525 0.046 -0.063 0.141 -0.525 -0.188 0.325
Sala_1320 YP_616367 transketolase -0.191 15 -1.205 0.248 1.000 0.232 -0.686 0.510 1.000 0.608 -0.750 0.462 1.000 0.535 -0.033 -0.886 1.005 -0.233 -0.727 -0.588 0.790 0.255 -0.038 0.484 -0.290 -0.853 -0.826 -0.430 -0.414 -0.186 0.597
Sala_1693 YP_616739 hypothetical protein -0.293 2 -0.581 0.665 1.000 0.423 -0.786 0.463 1.000 0.535 0.211 -0.796 -0.293 0.712
Sala_1847 YP_616892 hypothetical protein -0.237 5 -0.174 0.871 1.000 0.493 -0.907 0.431 1.000 0.566 -0.763 0.464 1.000 0.535 0.286 0.252 0.015 0.056 -0.777 -0.034 0.432
Sala_2008 YP_617052 phosphoribosyltransferase -0.536 7 -6.879 0.000 0.444 0.003 -0.956 0.410 1.000 0.555 -0.759 0.464 1.000 0.535 -0.524 -0.676 -0.258 -0.312 -0.807 -0.736 -0.493 -0.544 0.209
Sala_1791 YP_616836 Methyltransferase type 12 0.410 1 0.779 0.467 1.000 0.535 0.410 0.410
Sala_2301 YP_617343 hypothetical protein 0.919 2 -0.867 0.545 1.000 0.375 0.781 0.466 1.000 0.535 0.058 -0.804 -0.373 0.609
Sala_2799 YP_617837 ribosomal protein L15 0.182 11 0.513 0.619 1.000 0.405 0.734 0.491 1.000 0.594 0.748 0.466 1.000 0.535 0.004 0.733 -0.479 0.029 -0.077 -0.122 -0.086 -0.153 -0.100 -0.031 1.002 0.065 0.423
Sala_0208 YP_615265 phage shock B -0.250 3 -0.145 0.898 1.000 0.499 -2.441 0.031 1.000 0.165 -0.759 0.473 1.000 0.539 0.397 0.266 -0.832 -0.056 0.675
Sala_0781 YP_615834 Acetyl-CoA C-acetyltransferase 0.130 20 1.838 0.082 1.000 0.111 0.741 0.471 1.000 0.585 0.729 0.473 1.000 0.539 0.635 0.088 0.068 0.241 0.203 0.070 0.135 0.143 -0.225 -0.210 0.363 0.714 0.112 -0.773 0.333 0.132 0.270 0.189 0.201 -0.116 0.129 0.313
Sala_1208 YP_616257 protein of unknown function DUF205 -0.253 3 -0.506 0.663 1.000 0.422 -1.675 0.193 1.000 0.379 -0.760 0.473 1.000 0.539 0.023 0.216 -0.625 -0.129 0.440
Sala_1407 YP_616454 pyridoxal phosphate biosynthetic protein PdxJ -0.199 7 -1.340 0.229 1.000 0.220 -0.717 0.513 1.000 0.608 -0.743 0.473 1.000 0.539 -0.130 0.220 -0.024 -0.327 -0.797 0.199 -0.434 -0.185 0.364
Sala_1893 YP_616938 Pyridoxal-5'-phosphate-dependent enzyme, beta subunit -0.130 17 -1.388 0.184 1.000 0.190 -0.753 0.468 1.000 0.583 -0.733 0.472 1.000 0.539 0.005 -0.105 -0.453 -0.097 -0.437 0.379 -0.032 -0.531 0.103 0.085 0.163 -0.432 -0.342 0.410 0.441 -0.407 -0.901 -0.127 0.376
Sala_2987 YP_618025 ferrous iron transport protein B -0.404 1 -0.766 0.474 1.000 0.539 -0.404 -0.404
Sala_0754 YP_615807 peptide chain release factor 3 0.171 12 1.059 0.313 1.000 0.267 0.681 0.513 1.000 0.608 0.719 0.483 1.000 0.542 1.155 0.184 0.672 -0.190 0.028 -0.658 -0.438 0.920 -0.051 0.049 0.288 -0.013 0.162 0.531
Sala_0769 YP_615822 Uncharacterized conserved protein UCP030820 -0.157 9 -1.324 0.222 1.000 0.217 -0.739 0.493 1.000 0.595 -0.723 0.483 1.000 0.542 -0.315 -0.153 0.017 -0.833 -0.763 0.033 -0.294 0.303 0.348 -0.184 0.417
Sala_1177 YP_616226 hypothetical protein 0.398 1 0.755 0.480 1.000 0.542 0.398 0.398
Sala_1220 YP_616268 Glyoxalase/bleomycin resistance protein/dioxygenase 0.253 3 0.944 0.445 1.000 0.333 1.084 0.298 1.000 0.462 0.744 0.482 1.000 0.542 1.235 0.937 -0.581 0.530 0.974
Sala_1664 YP_616710 TonB-dependent receptor 0.399 1 0.757 0.479 1.000 0.542 0.399 0.399
Sala_1752 YP_616798 ribonuclease D 0.397 1 0.754 0.481 1.000 0.542 0.397 0.397
Sala_2112 YP_617154 protein of unknown function DUF1285 -0.421 2 -0.962 0.512 1.000 0.361 -0.460 0.726 1.000 0.694 -0.748 0.479 1.000 0.542 -0.859 0.017 -0.421 0.619
Sala_2139 YP_617181 hypothetical protein -0.146 11 -1.442 0.180 1.000 0.188 -0.719 0.499 1.000 0.599 -0.728 0.478 1.000 0.542 -0.868 0.160 -0.201 -0.476 0.276 -0.134 0.344 -0.396 -0.181 -0.144 -0.049 -0.152 0.349
Sala_2813 YP_617851 ribosomal protein L22 0.299 5 0.979 0.383 1.000 0.304 0.551 0.736 0.481 1.000 0.542 -0.638 0.018 -0.122 1.407 1.365 0.406 0.928
Sala_2213 YP_617255 peptidase M28 0.214 11 1.569 0.148 1.000 0.168 0.684 0.516 1.000 0.610 0.717 0.485 1.000 0.543 0.226 0.273 0.365 0.047 -0.091 0.193 1.027 -0.279 -0.447 0.522 0.229 0.188 0.397
Sala_0798 YP_615851 ATP-dependent protease La -0.123 20 -2.037 0.056 1.000 0.084 -0.725 0.481 1.000 0.589 -0.708 0.486 1.000 0.544 0.100 -0.306 -1.029 -0.357 -0.353 -0.413 -0.305 -0.149 -0.430 -0.703 -0.577 -0.672 0.090 0.424 -0.517 -0.059 0.343 0.047 0.562 0.411 -0.195 0.427
Sala_0019 YP_615078 Glyoxalase/bleomycin resistance protein/dioxygenase 0.390 1 0.740 0.488 1.000 0.546 0.390 0.390
Sala_1769 YP_616815 Sua5/YciO/YrdC/YwlC 0.389 1 0.739 0.489 1.000 0.546 0.389 0.389
Sala_1254 YP_616301 Lytic murein transglycosylase 0.269 9 1.366 0.209 1.000 0.207 0.582 0.579 1.000 0.641 0.711 0.490 1.000 0.546 0.468 1.533 -0.471 0.249 0.452 -0.565 0.365 0.404 0.067 0.278 0.611
Sala_1836 YP_616881 Glyoxalase/bleomycin resistance protein/dioxygenase 0.199 4 4.166 0.025 1.000 0.047 4.815 0.723 0.491 1.000 0.547 0.063 0.275 0.206 0.190 0.184 0.088
Sala_0674 YP_615728 FeS assembly protein SufB -0.680 4 0.224 0.837 1.000 0.482 -1.436 0.287 1.000 0.457 -0.718 0.494 1.000 0.549 -0.199 -0.210 0.414 0.128 0.033 0.298
Sala_1308 YP_616355 NADH dehydrogenase I, D subunit -0.177 9 -0.514 0.621 1.000 0.406 -0.679 0.528 1.000 0.614 -0.705 0.494 1.000 0.549 -0.483 0.127 0.491 -0.146 -0.048 0.605 -0.929 -0.171 -0.167 -0.080 0.467
Sala_2512 YP_617552 Mercuric reductase MerA -0.357 6 -1.037 0.347 1.000 0.286 -0.523 0.629 1.000 0.657 -0.710 0.494 1.000 0.549 0.053 -0.612 1.089 -0.994 -1.265 -0.414 -0.357 0.844
Sala_1380 YP_616427 Aspartate racemase -0.222 10 0.003 0.997 1.000 0.524 -0.618 0.556 1.000 0.631 -0.701 0.495 1.000 0.549 -0.208 -0.666 0.070 0.024 1.326 -0.116 0.445 -0.219 0.009 -0.659 0.001 0.572
Sala_0649 YP_615703 Pirin-like protein 0.284 2 3.297 0.187 1.000 0.192 0.725 0.497 1.000 0.550 0.337 0.180 0.258 0.111
Sala_0986 YP_616036 transcription elongation factor GreA 0.147 8 0.382 0.714 1.000 0.438 0.729 0.542 1.000 0.622 0.695 0.500 1.000 0.552 0.907 0.682 0.018 -0.617 -0.279 -0.252 0.123 -0.037 0.068 0.506
Sala_1329 YP_616376 catalytic domain of components of various dehydrogenase complexes 0.286 4 0.559 0.615 1.000 0.403 0.514 0.659 1.000 0.668 0.707 0.500 1.000 0.552 0.617 1.562 -0.762 -0.272 0.286 1.024
Sala_2284 YP_617326 peptidase S1 and S6, chymotrypsin/Hap -0.376 1 -0.715 0.503 1.000 0.554 -0.376 -0.376
Sala_0287 YP_615343 RNA polymerase, sigma-24 subunit, ECF subfamily -0.132 10 -1.184 0.267 1.000 0.240 -0.709 0.517 1.000 0.610 -0.687 0.504 1.000 0.555 -0.432 -0.092 0.730 -0.058 0.170 0.302 -0.673 -0.598 -0.314 -0.893 -0.186 0.496
Sala_1178 YP_616227 Glutathione peroxidase -0.312 2 -3.410 0.182 1.000 0.189 -1.630 0.350 1.000 0.507 -0.701 0.507 1.000 0.555 -0.220 -0.403 -0.312 0.129
Sala_1535 YP_616581 Citryl-CoA lyase 0.239 3 -0.142 0.900 1.000 0.499 0.773 0.703 0.506 1.000 0.555 0.818 -0.415 -0.593 -0.063 0.768
Sala_2003 YP_617047 hypothetical protein -0.834 2 0.721 0.602 1.000 0.399 -0.709 0.506 1.000 0.555 -0.102 0.630 0.264 0.518
Sala_2071 YP_617113 nitrogen-fixing NifU-like protein 0.171 12 -0.342 0.739 1.000 0.447 0.637 0.542 1.000 0.622 0.681 0.506 1.000 0.555 0.143 -0.338 -0.562 -0.050 0.037 -0.216 -0.894 -0.079 -1.237 0.992 0.663 0.761 -0.065 0.660
Sala_1313 YP_616360 Inositol-1(or 4)-monophosphatase -0.156 7 -1.820 0.119 1.000 0.146 -0.995 0.393 1.000 0.543 -0.685 0.508 1.000 0.555 -0.141 -0.510 -0.383 -0.253 -0.067 0.141 0.074 -0.163 0.236
Sala_1569 YP_616615 hypothetical protein 0.174 9 1.483 0.176 1.000 0.186 0.656 0.536 1.000 0.619 0.679 0.509 1.000 0.555 -0.421 -0.012 0.513 -0.081 0.280 0.287 0.884 0.883 -0.252 0.231 0.468
Sala_2079 YP_617121 chaperonin GroEL 0.295 8 0.940 0.378 1.000 0.302 0.529 0.616 1.000 0.654 0.682 0.509 1.000 0.555 1.614 -0.722 0.385 0.494 0.198 0.174 -0.788 0.696 0.256 0.771
Sala_2258 YP_617300 D-glutamate dehydrogenase -0.108 20 -1.415 0.173 1.000 0.185 -0.706 0.492 1.000 0.594 -0.669 0.510 1.000 0.555 0.015 -0.143 0.126 0.167 0.088 0.211 -0.090 0.008 0.118 -0.224 -0.254 -0.562 0.165 -0.113 -0.216 -0.179 0.446 -0.805 -0.243 -0.311 -0.090 0.284
Sala_3182 YP_618218 phosphopantothenoylcysteine decarboxylase/phosphopantothete--cysteine ligase 0.370 1 0.702 0.510 1.000 0.555 0.370 0.370
Sala_0708 YP_615762 DNA polymerase III, beta subunit 0.088 19 1.654 0.115 1.000 0.142 0.819 0.427 1.000 0.564 0.667 0.511 1.000 0.555 -0.053 0.245 0.256 0.247 0.118 0.365 0.269 -0.089 -0.536 -0.008 0.208 -0.067 -0.136 0.318 0.025 0.087 0.339 -0.003 -0.007 0.083 0.219
Sala_2354 YP_617396 deoxyxylulose-5-phosphate synthase -0.145 8 -0.481 0.645 1.000 0.416 -0.657 0.558 1.000 0.631 -0.677 0.511 1.000 0.555 0.068 0.310 -0.315 0.634 -0.619 0.056 0.041 -0.830 -0.082 0.482
Sala_1590 YP_616636 UDP-N-acetylglucosamine 2-epimerase -0.783 3 1.495 0.274 1.000 0.245 -0.726 0.600 1.000 0.652 -0.684 0.517 1.000 0.560 0.422 0.845 -0.075 0.397 0.460
Sala_2185 YP_617227 Glutamate-ammonia-ligase adenylyltransferase 0.363 1 0.689 0.517 1.000 0.560 0.363 0.363
Sala_1303 YP_616350 NADH-quinone oxidoreductase, chain G 0.190 12 1.013 0.333 1.000 0.280 0.585 0.575 1.000 0.641 0.658 0.520 1.000 0.563 0.664 0.269 1.226 -0.223 -0.503 0.613 0.541 0.596 -0.146 0.095 -0.535 -0.575 0.168 0.576
Sala_0181 YP_615238 TonB-dependent receptor -0.102 19 -1.482 0.156 1.000 0.173 -0.704 0.494 1.000 0.595 -0.651 0.522 1.000 0.563 -0.097 -0.602 -0.264 -0.178 0.240 0.148 -0.104 0.398 0.313 -0.330 -0.242 -0.364 0.027 -0.376 0.057 0.073 -0.049 0.065 -0.479 -0.093 0.273
Sala_0956 YP_616007 hypothetical protein 0.137 14 0.853 0.409 1.000 0.317 0.652 0.528 1.000 0.614 0.653 0.522 1.000 0.563 0.593 -0.098 -0.121 0.156 -0.432 -0.029 0.195 0.172 0.238 0.860 0.214 -0.579 -0.353 0.449 0.090 0.397
Sala_2047 YP_617089 two component transcriptional regulator, winged helix family -0.228 4 -0.703 0.532 1.000 0.371 -0.565 -0.665 0.526 1.000 0.566 0.234 0.061 -0.071 -0.996 -0.193 0.550
Sala_0960 YP_616011 phosphoglucosamine mutase 0.355 1 0.674 0.526 1.000 0.566 0.355 0.355
Sala_2269 YP_617311 protein-disulfide isomerase -0.091 17 -0.851 0.408 1.000 0.316 -0.769 0.458 1.000 0.579 -0.642 0.528 1.000 0.567 -0.342 -0.197 -0.640 -0.350 -0.112 -0.260 0.223 0.205 0.114 0.438 0.311 0.351 0.268 0.036 -0.122 -0.766 -0.408 -0.074 0.357
Sala_3159 YP_618195 acyl-CoA dehydrogenase-like protein 0.353 1 0.670 0.529 1.000 0.567 0.353 0.353
Sala_0292 YP_615348 L-serine dehydratase 1 0.192 4 1.123 0.343 1.000 0.284 2.094 0.171 1.000 0.368 0.657 0.530 1.000 0.567 -0.169 -0.026 0.534 0.432 0.192 0.343
Sala_1582 YP_616628 hypothetical protein 0.153 10 1.165 0.274 1.000 0.245 0.609 0.565 1.000 0.635 0.643 0.531 1.000 0.567 -0.450 0.464 0.071 1.112 1.145 -0.453 -0.464 0.005 0.416 0.350 0.220 0.596
Sala_1875 YP_616920 cell division protein FtsZ 0.095 13 1.435 0.177 1.000 0.186 0.919 0.382 1.000 0.534 0.640 0.531 1.000 0.567 0.228 0.399 -0.283 -0.534 0.247 0.468 0.547 0.147 -0.194 0.129 -0.055 0.369 0.162 0.125 0.315
Sala_0979 YP_616029 RNA polymerase, sigma 70 subunit, RpoD 0.150 19 1.268 0.221 1.000 0.216 0.593 0.563 1.000 0.634 0.631 0.534 1.000 0.567 -1.310 -0.210 0.432 0.926 0.788 0.117 0.061 -0.448 -0.244 0.532 0.179 0.100 0.407 0.264 0.181 0.821 0.558 0.053 -0.312 0.152 0.524
Sala_1135 YP_616184 homoserine kinase -0.218 3 -1.579 0.255 1.000 0.234 -1.225 0.436 1.000 0.567 -0.653 0.535 1.000 0.567 0.028 -0.200 -0.351 -0.174 0.191
Sala_1179 YP_616228 DNA polymerase III, alpha subunit -0.348 1 -0.660 0.535 1.000 0.567 -0.348 -0.348
Sala_1473 YP_616519 8-amino-7-oxononoate synthase -0.188 12 -1.275 0.229 1.000 0.220 -0.577 0.576 1.000 0.641 -0.638 0.533 1.000 0.567 -0.461 -0.626 -0.605 0.039 -0.810 -0.769 -0.840 -0.284 -0.014 0.777 0.544 0.512 -0.211 0.575
Sala_1959 YP_617004 translation elongation factor Ts -0.105 19 -1.601 0.127 1.000 0.152 -0.661 0.520 1.000 0.610 -0.632 0.534 1.000 0.567 0.156 -0.150 -0.179 -0.087 -0.277 0.161 -0.585 -0.265 -0.408 -0.207 -0.932 0.015 -0.384 -0.071 -0.411 -0.426 -0.383 0.946 0.582 -0.153 0.416
Sala_2214 YP_617256 HpcH/HpaI aldolase -0.298 2 -2.021 0.292 1.000 0.255 -0.966 0.511 1.000 0.608 -0.656 0.534 1.000 0.567 -0.445 -0.151 -0.298 0.209
Sala_2219 YP_617261 glutamate 5-kinase -0.347 1 -0.660 0.535 1.000 0.567 -0.347 -0.347
Sala_0038 YP_615097 hypothetical protein 0.241 5 -0.169 0.874 1.000 0.493 0.513 0.642 0.537 1.000 0.568 0.308 0.479 0.742 -1.084 -0.748 -0.061 0.805
Sala_2821 YP_617859 translation elongation factor G -0.124 20 -1.698 0.106 1.000 0.134 -0.613 0.549 1.000 0.630 -0.625 0.538 1.000 0.568 -0.745 -0.569 -0.187 -0.355 -0.105 -0.277 -0.328 -0.236 -0.263 -0.221 -1.426 0.204 -0.253 0.205 -0.138 -0.122 -0.307 -0.284 0.741 0.948 -0.186 0.490
Sala_2027 YP_617071 ATP phosphoribosyltransferase 0.211 11 1.519 0.160 1.000 0.175 0.534 0.608 1.000 0.653 0.627 0.541 1.000 0.571 -0.482 0.739 0.756 0.071 0.221 -0.165 0.092 -0.384 0.274 1.572 0.247 0.267 0.584
Sala_1202 YP_616251 Pyridoxal-5'-phosphate-dependent enzyme, beta subunit -0.546 5 0.830 0.453 1.000 0.335 -0.649 0.583 1.000 0.642 -0.635 0.542 1.000 0.571 -0.112 0.485 -0.220 0.565 -0.044 0.135 0.363
Sala_1143 YP_616192 twin-arginine translocation protein, TatA/E family 0.211 3 0.777 0.519 1.000 0.364 1.643 0.129 1.000 0.329 0.639 0.544 1.000 0.572 0.052 -0.113 0.454 0.131 0.292
Sala_2792 YP_617830 Malate dehydrogenase (oxaloacetate decarboxylating) (DP+)., Phosphate acetyltransferase 0.275 15 1.253 0.231 1.000 0.221 0.528 0.611 1.000 0.654 0.616 0.545 1.000 0.572 -0.033 0.060 -0.299 -0.555 -0.214 0.177 1.225 0.187 0.441 -0.046 3.716 0.134 0.026 -0.062 0.174 0.329 1.016
Sala_2888 YP_617926 Prephete dehydrogenase 0.207 6 0.491 0.644 1.000 0.416 0.495 0.647 1.000 0.665 0.627 0.545 1.000 0.572 1.274 0.113 0.808 -0.474 -0.666 -0.148 0.151 0.754
Sala_3103 YP_618140 hypothetical protein 0.260 7 0.325 0.756 1.000 0.451 0.512 0.644 1.000 0.664 0.624 0.545 1.000 0.572 1.928 -0.348 -0.179 -0.223 0.145 -0.329 -0.288 0.101 0.823
Sala_1065 YP_616115 Phosphoribosylanthranilate isomerase 0.703 3 -0.173 0.879 1.000 0.495 0.573 0.669 1.000 0.673 0.634 0.547 1.000 0.572 -0.112 0.401 -0.413 -0.041 0.412
Sala_1241 YP_616289 acyl-CoA dehydrogenase-like protein 0.337 1 0.639 0.547 1.000 0.572 0.337 0.337
Sala_0389 YP_615445 heat shock protein Hsp20 -0.158 19 -0.654 0.522 1.000 0.365 -0.562 0.584 1.000 0.642 -0.607 0.550 1.000 0.573 0.021 -0.342 -0.139 0.200 -0.182 -0.317 -0.066 0.406 0.777 -0.539 -0.286 -0.338 1.044 0.016 -0.165 0.689 0.588 -1.490 -1.907 -0.107 0.713
Sala_1063 YP_616113 tryptophan synthase, alpha subunit 0.189 10 0.689 0.508 1.000 0.359 0.526 0.615 1.000 0.654 0.614 0.549 1.000 0.573 0.533 0.152 0.332 1.216 -0.248 0.789 -0.645 0.313 -0.970 -0.049 0.142 0.653
Sala_2181 YP_617223 HesB/YadR/YfhF 0.312 2 1.099 0.470 1.000 0.343 0.525 0.616 1.000 0.654 0.631 0.549 1.000 0.573 0.028 0.596 0.312 0.402
Sala_2787 YP_617825 UTP-GlnB uridylyltransferase, GlnD -0.737 2 0.645 0.635 1.000 0.411 -0.626 0.555 1.000 0.578 0.514 -0.111 0.202 0.442
Sala_1318 YP_616365 Phosphoglycerate kinase -0.175 15 -1.012 0.329 1.000 0.277 -0.533 0.607 1.000 0.653 -0.597 0.558 1.000 0.579 -0.869 -0.801 -0.424 -0.588 -0.327 0.967 -0.749 0.768 1.784 0.229 0.360 -1.189 -1.033 -0.719 -0.774 -0.224 0.859
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Sala_1415 YP_616462 putative phosphohistidine phosphatase, SixA -0.343 5 -0.843 0.447 1.000 0.333 -0.432 0.708 1.000 0.686 -0.604 0.560 1.000 0.579 -1.352 0.675 0.330 -0.588 -0.592 -0.305 0.809
Sala_1758 YP_616804 phosphoribosylglycimide formyltransferase 0.207 4 0.606 0.587 1.000 0.393 0.426 0.744 1.000 0.703 0.612 0.558 1.000 0.579 0.188 -0.253 1.994 -0.547 0.345 1.140
Sala_1939 YP_616984 peptidase dimerisation -0.161 6 -0.756 0.484 1.000 0.348 -0.953 0.411 1.000 0.555 -0.607 0.557 1.000 0.579 -0.222 -0.240 0.002 0.304 -0.108 -0.106 -0.062 0.200
Sala_2719 YP_617757 ribosomal protein L19 0.221 5 0.946 0.398 1.000 0.312 0.495 0.607 0.560 1.000 0.579 -0.453 -0.105 -0.123 1.236 1.081 0.327 0.774
Sala_0405 YP_615460 thioredoxin 0.228 2 27.490 0.023 1.000 0.045 0.612 0.564 1.000 0.580 0.220 0.236 0.228 0.012
Sala_0498 YP_615552 hypothetical protein -0.264 7 -2.732 0.034 1.000 0.059 -0.476 0.659 1.000 0.668 -0.596 0.563 1.000 0.580 0.339 -0.701 -0.779 -1.025 -1.708 -0.001 -1.147 -0.717 0.695
Sala_1808 YP_616853 Enoyl-CoA hydratase/isomerase -0.294 3 -0.596 0.612 1.000 0.402 -0.296 -0.607 0.564 1.000 0.580 -1.833 0.098 0.462 -0.425 1.234
Sala_1810 YP_616855 aldehyde dehydrogenase 0.625 4 0.917 0.427 1.000 0.326 0.640 0.588 1.000 0.644 0.604 0.563 1.000 0.580 0.577 0.124 0.016 -0.147 0.142 0.310
Sala_2851 YP_617889 Carboxymethylenebutenolidase -0.127 19 -0.522 0.608 1.000 0.402 -0.562 0.584 1.000 0.642 -0.586 0.564 1.000 0.580 0.370 -0.177 0.257 0.147 0.409 0.543 -0.102 -0.185 0.024 -0.305 -0.344 0.227 -0.722 -0.083 0.972 -0.187 -0.114 -0.764 -1.066 -0.058 0.483
Sala_0328 YP_615384 TolB-like protein 0.158 17 1.091 0.292 1.000 0.255 0.533 0.605 1.000 0.652 0.583 0.566 1.000 0.581 -0.265 1.361 -0.380 0.040 0.140 -0.871 0.818 0.337 0.847 1.880 -0.308 -0.129 0.185 -0.122 0.006 0.136 -0.542 0.184 0.697
Sala_2328 YP_617370 TonB-dependent receptor -0.134 14 -1.331 0.206 1.000 0.206 -0.561 0.590 1.000 0.646 -0.583 0.567 1.000 0.582 0.658 -0.636 -0.351 0.134 0.839 0.038 -0.682 -0.192 -0.502 -0.317 -0.445 -0.363 -0.393 -0.040 -0.161 0.452
Sala_1795 YP_616840 peptidase M48, Ste24p -0.109 17 -0.342 0.737 1.000 0.447 -0.582 0.571 1.000 0.640 -0.580 0.568 1.000 0.582 -0.016 -0.244 0.015 -0.225 0.255 -0.202 -0.354 0.068 -0.293 -0.225 -0.391 1.145 0.741 0.112 0.073 -0.006 -1.139 -0.040 0.486
Sala_0286 YP_615342 RNA polymerase, sigma-24 subunit, ECF subfamily -0.323 3 -1.024 0.414 1.000 0.319 -0.416 0.718 1.000 0.693 -0.580 0.578 1.000 0.583 -0.565 0.303 -0.708 -0.323 0.547
Sala_0448 YP_615502 aminodeoxychorismate lyase -0.183 4 -1.769 0.175 1.000 0.186 -0.740 0.476 1.000 0.587 -0.581 0.578 1.000 0.583 -0.466 -0.031 -0.025 -0.211 -0.183 0.207
Sala_0620 YP_615674 cytochrome c, class I -0.311 1 -0.590 0.577 1.000 0.583 -0.311 -0.311
Sala_1104 YP_616154 acyl-CoA dehydrogenase-like protein -0.261 6 -0.609 0.569 1.000 0.384 -0.436 0.705 1.000 0.686 -0.576 0.577 1.000 0.583 -0.906 0.500 -1.593 -0.818 0.758 0.592 -0.245 0.984
Sala_1280 YP_616327 cyclase/dehydrase 0.311 1 0.590 0.577 1.000 0.583 0.311 0.311
Sala_1294 YP_616341 putative transcriptional acitvator, Baf family 0.156 12 1.337 0.208 1.000 0.207 0.521 0.617 1.000 0.654 0.576 0.573 1.000 0.583 0.105 0.733 1.331 -0.079 -0.077 0.061 0.064 -0.245 -0.534 0.462 0.113 0.312 0.187 0.485
Sala_1309 YP_616356 NADH (or F420H2) dehydrogenase, subunit C 0.131 8 1.242 0.254 1.000 0.234 0.648 0.553 1.000 0.631 0.581 0.572 1.000 0.583 0.184 0.902 0.608 0.429 -0.022 -0.313 0.028 -0.300 0.189 0.431
Sala_1441 YP_616487 ribosomal protein L1 0.106 19 0.322 0.751 1.000 0.449 0.577 0.574 1.000 0.641 0.575 0.571 1.000 0.583 -0.109 -0.061 0.164 -0.130 -0.106 -0.165 -0.145 -0.424 0.517 -0.241 0.103 -0.435 -0.666 0.083 0.056 -0.163 -0.098 1.204 1.317 0.037 0.498
Sala_1775 YP_616821 Ribonucleoside-diphosphate reductase 0.460 7 2.310 0.060 1.000 0.089 0.584 0.600 1.000 0.652 0.574 0.578 1.000 0.583 0.327 0.991 0.089 0.095 0.221 0.218 0.052 0.285 0.326
Sala_1935 YP_616980 Malate synthase 0.224 10 1.333 0.215 1.000 0.211 0.469 0.654 1.000 0.667 0.573 0.576 1.000 0.583 -0.898 1.653 1.971 -0.295 0.165 -0.146 0.830 -0.001 0.348 0.090 0.372 0.882
Sala_2123 YP_617165 3-oxoacid CoA-transferase, subunit A -0.141 15 -0.428 0.675 1.000 0.426 -0.530 0.608 1.000 0.653 -0.572 0.574 1.000 0.583 -0.298 -0.147 0.149 0.148 1.111 0.843 0.309 -0.026 0.263 -0.195 0.331 -0.662 -0.138 -1.589 -1.263 -0.078 0.702
Sala_2240 YP_617282 Nucleotidyl transferase 0.157 8 0.940 0.379 1.000 0.302 0.527 0.621 1.000 0.655 0.571 0.578 1.000 0.583 0.295 0.419 -0.523 0.231 -0.264 1.032 0.101 -0.043 0.156 0.469
Sala_2677 YP_617715 (p)ppGpp synthetase I, SpoT/RelA -0.313 1 -0.594 0.575 1.000 0.583 -0.313 -0.313
Sala_2791 YP_617829 DNA mismatch repair protein MutS 0.258 7 0.587 0.579 1.000 0.389 0.429 0.690 1.000 0.681 0.575 0.577 1.000 0.583 -0.858 0.930 1.532 0.661 -0.316 0.285 -0.822 0.202 0.909
Sala_0075 YP_615134 Twin-arginine translocation pathway signal 0.309 1 0.586 0.580 1.000 0.583 0.309 0.309
Sala_2131 YP_617173 3-isopropylmalate dehydratase, small subunit -0.107 9 -1.612 0.146 1.000 0.168 -0.687 0.523 1.000 0.611 -0.568 0.580 1.000 0.583 -0.201 -0.823 -0.136 0.345 -0.230 -0.268 0.288 -0.305 -0.348 -0.187 0.347
Sala_0544 YP_615598 peptidyl-prolyl cis-trans isomerase, cyclophilin type 0.303 1 0.575 0.587 1.000 0.583 0.303 0.303
Sala_1365 YP_616412 dienelactone hydrolase -0.216 2 -0.235 0.853 1.000 0.487 -0.580 0.584 1.000 0.583 -1.134 0.702 -0.216 1.298
Sala_1386 YP_616433 5-oxopent-3-ene-1,2,5-tricarboxylate decarboxylase -0.302 1 -0.574 0.588 1.000 0.583 -0.302 -0.302
Sala_1419 YP_616466 fatty acid/phospholipid synthesis protein PlsX -0.125 6 -0.422 0.690 1.000 0.431 -0.627 0.595 1.000 0.648 -0.568 0.583 1.000 0.583 0.274 -0.903 -0.109 0.068 0.210 0.017 -0.074 0.429
Sala_1627 YP_616673 cell shape determining protein, MreB/Mrl family 0.116 17 0.837 0.415 1.000 0.319 0.536 0.602 1.000 0.652 0.553 0.586 1.000 0.583 0.290 -0.471 0.042 0.874 0.693 -0.131 0.114 -0.310 -0.339 0.062 -0.647 0.433 -0.102 0.186 0.175 0.209 0.284 0.080 0.395
Sala_1761 YP_616807 Leucyl aminopeptidase -0.095 19 0.061 0.952 1.000 0.514 -0.568 0.579 1.000 0.641 -0.549 0.589 1.000 0.583 -0.599 0.303 0.219 0.077 0.125 0.064 0.223 0.055 -0.297 -0.094 0.261 0.207 0.096 0.136 0.075 0.640 -0.215 -0.162 -1.022 0.005 0.361
Sala_1844 YP_616889 Amidohydrolase 3 -0.168 6 -0.726 0.500 1.000 0.355 -0.592 0.586 1.000 0.642 -0.566 0.584 1.000 0.583 -0.081 -0.337 -0.571 -0.609 -0.361 0.937 -0.170 0.575
Sala_1894 YP_616939 TonB-dependent receptor -0.128 15 -1.180 0.258 1.000 0.235 -0.514 0.618 1.000 0.654 -0.549 0.589 1.000 0.583 -0.756 -0.346 -0.699 -0.082 -0.645 -0.133 0.051 -0.336 0.550 0.702 0.097 -0.729 -0.697 -0.763 1.095 -0.179 0.589
Sala_2062 YP_617104 DoxX -0.213 2 -0.211 0.868 1.000 0.493 -0.571 0.590 1.000 0.583 0.795 -1.220 -0.213 1.425
Sala_2110 YP_617152 Polynucleotide adenylyltransferase region -0.302 1 -0.574 0.587 1.000 0.583 -0.302 -0.302
Sala_2197 YP_617239 phosphoribosylformylglycimidine synthase II -0.185 13 -1.046 0.316 1.000 0.269 -0.478 0.646 1.000 0.665 -0.552 0.588 1.000 0.583 -1.052 1.064 0.324 -0.239 -1.047 0.775 -0.409 -0.285 -1.101 0.372 -0.644 -0.548 0.145 -0.203 0.701
Sala_3049 YP_618086 methylmalote-semialdehyde dehydrogenase -0.158 11 -1.057 0.315 1.000 0.269 -0.493 0.635 1.000 0.660 -0.556 0.587 1.000 0.583 -1.463 -0.229 0.238 -0.260 -0.186 -0.099 0.462 -0.610 -0.099 0.187 0.226 -0.167 0.523
Sala_3090 YP_618127 hypothetical protein 0.113 9 1.196 0.266 1.000 0.240 0.628 0.557 1.000 0.631 0.560 0.585 1.000 0.583 0.918 0.708 0.520 0.171 0.113 -0.345 -0.192 0.375 -0.524 0.194 0.486
Sala_0145 YP_615202 thioredoxin reductase 0.120 7 0.180 0.863 1.000 0.491 0.579 0.593 1.000 0.648 0.553 0.592 1.000 0.583 0.969 -0.265 -0.290 0.945 -0.279 -0.322 -0.458 0.043 0.628
Sala_1383 YP_616430 Nitrilase/cyanide hydratase and apolipoprotein N-acyltransferase 0.165 5 1.407 0.232 1.000 0.222 0.554 0.618 1.000 0.654 0.557 0.592 1.000 0.583 0.625 -0.012 0.085 0.343 -0.107 0.187 0.297
Sala_2148 YP_617190 hypothetical protein -0.094 11 -1.148 0.278 1.000 0.247 -0.675 0.521 1.000 0.610 -0.548 0.592 1.000 0.583 0.083 -0.246 -0.305 -0.570 -0.729 0.194 0.140 0.079 0.434 -0.159 -0.235 -0.119 0.345
Sala_0971 YP_616021 alanine dehydrogenase/PNT-like protein -0.117 18 -1.197 0.248 1.000 0.232 -0.518 0.614 1.000 0.654 -0.540 0.595 1.000 0.585 0.116 -0.913 0.441 -0.216 -0.384 -0.413 -0.156 0.710 -0.052 0.345 -0.629 0.187 -0.388 -0.238 -0.128 -0.560 0.162 0.050 -0.115 0.407
Sala_1111 YP_616161 peptidase C26 0.297 1 0.563 0.595 1.000 0.585 0.297 0.297
Sala_0297 YP_615353 short-chain dehydrogenase/reductase SDR -0.294 1 -0.558 0.598 1.000 0.586 -0.294 -0.294
Sala_1332 YP_616379 Thymidylate synthase 0.127 7 2.157 0.074 1.000 0.104 0.818 0.459 1.000 0.579 0.543 0.598 1.000 0.586 0.237 0.223 0.426 -0.001 -0.139 0.327 0.055 0.161 0.198
Sala_1843 YP_616888 6-phosphoglucote dehydrogenase, NAD-binding -0.295 1 -0.559 0.597 1.000 0.586 -0.295 -0.295
Sala_2023 YP_617067 V-type H(+)-translocating pyrophosphatase 0.135 11 -0.070 0.946 1.000 0.512 0.488 0.643 1.000 0.664 0.540 0.597 1.000 0.586 1.680 -0.054 0.278 0.392 0.974 -0.881 -0.062 -0.810 0.815 -1.423 -1.134 -0.020 0.970
Sala_1498 YP_616544 ABC transporter related 0.250 3 1.330 0.315 1.000 0.269 0.540 0.643 1.000 0.664 0.545 0.601 1.000 0.588 0.358 0.508 -0.116 0.250 0.326
Sala_0606 YP_615660 glyoxalase family protein 0.162 4 0.447 0.685 1.000 0.429 1.206 0.248 1.000 0.439 0.544 0.602 1.000 0.588 0.892 0.671 -0.522 -0.393 0.162 0.723
Sala_0590 YP_615644 phosphoribosylformylglycimidine synthetase PurS -0.241 2 -3.790 0.164 1.000 0.178 -1.812 0.093 1.000 0.282 -0.546 0.603 1.000 0.588 -0.177 -0.305 -0.241 0.090
Sala_0045 YP_615104 pyrroline-5-carboxylate reductase 0.133 20 0.607 0.551 1.000 0.378 0.485 0.635 1.000 0.660 0.521 0.608 1.000 0.592 0.633 0.622 0.140 -0.416 -0.165 -0.210 0.493 0.506 -0.582 0.106 -0.643 -0.799 0.460 0.850 -0.846 -0.414 -0.120 -0.006 0.795 1.218 0.081 0.597
Sala_0015 YP_615074 protein of unknown function DUF1428 -0.096 7 -1.355 0.224 1.000 0.218 -0.867 0.450 1.000 0.577 -0.521 0.613 1.000 0.596 -0.225 -0.270 0.412 -0.326 -0.101 -0.008 -0.661 -0.168 0.329
Sala_3082 YP_618119 lipoprotein-related protein -0.281 1 -0.533 0.614 1.000 0.597 -0.281 -0.281
Sala_2783 YP_617821 phenylalanyl-tRNA synthetase, beta subunit -0.132 20 -0.737 0.470 1.000 0.343 -0.465 0.649 1.000 0.665 -0.501 0.621 1.000 0.602 -0.720 -0.027 1.013 -0.518 -0.339 -0.147 -0.542 -0.250 -0.244 0.321 1.424 1.301 -0.131 -0.459 -0.656 -0.954 -0.235 -0.293 -0.412 -0.257 -0.106 0.645
Sala_2985 YP_618023 RpsU-divergently transcribed 0.257 4 0.738 0.514 1.000 0.361 0.320 0.780 1.000 0.716 0.514 0.622 1.000 0.602 -0.705 0.695 0.200 0.840 0.257 0.698
Sala_3147 YP_618183 Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase 0.432 4 0.820 0.472 1.000 0.343 0.280 0.806 1.000 0.724 0.514 0.622 1.000 0.602 0.280 -0.247 2.419 -0.338 0.529 1.289
Sala_1714 YP_616760 protein-export membrane protein SecD -0.117 13 -0.782 0.449 1.000 0.334 -0.464 0.654 1.000 0.667 -0.499 0.624 1.000 0.604 -0.360 0.268 -0.220 -0.067 -0.409 0.431 -0.084 0.013 -0.165 -0.774 0.812 -0.248 -0.341 -0.088 0.406
Sala_1612 YP_616658 Glycine--tRNA ligase 0.089 10 0.033 0.974 1.000 0.517 0.624 0.555 1.000 0.631 0.498 0.626 1.000 0.605 0.037 0.002 -0.406 -0.483 0.123 -0.092 0.070 0.519 0.123 0.136 0.003 0.285
Sala_1041 YP_616091 protein of unknown function DUF589 0.268 1 0.508 0.630 1.000 0.606 0.268 0.268
Sala_1381 YP_616428 D(P) transhydrogenase, beta subunit -0.210 3 -0.601 0.609 1.000 0.402 -0.293 0.819 1.000 0.726 -0.499 0.634 1.000 0.606 -1.184 0.178 0.185 -0.274 0.788
Sala_1597 YP_616643 hypothetical protein 0.123 13 0.300 0.769 1.000 0.457 0.449 0.667 1.000 0.673 0.484 0.635 1.000 0.606 1.250 -0.145 -0.658 -0.231 -0.006 0.093 0.253 1.164 -0.070 -0.071 -0.158 -0.330 -0.479 0.047 0.566
Sala_1757 YP_616803 phosphoribosylformylglycimidine cyclo-ligase -0.124 15 -1.239 0.236 1.000 0.224 -0.443 0.668 1.000 0.673 -0.484 0.634 1.000 0.606 -0.293 -0.815 -1.442 0.220 0.221 -0.394 0.486 -0.224 0.576 -0.147 -0.597 0.255 0.025 -0.060 -0.321 -0.167 0.523
Sala_1886 YP_616931 UDP-N-acetylmuramyl-tripeptide synthetases 0.225 4 0.836 0.465 1.000 0.340 0.327 0.774 1.000 0.715 0.496 0.633 1.000 0.606 -0.386 0.913 0.085 0.289 0.225 0.539
Sala_1899 YP_616944 Mur ligase, middle region 0.189 10 0.415 0.688 1.000 0.431 0.409 0.693 1.000 0.681 0.490 0.632 1.000 0.606 0.045 -1.015 0.832 -0.215 -0.592 -0.371 0.661 0.505 0.619 0.335 0.080 0.613
Sala_2742 YP_617780 ATP-dependent Clp protease, proteolytic subunit ClpP -0.069 16 -0.402 0.694 1.000 0.431 -0.604 0.558 1.000 0.631 -0.487 0.631 1.000 0.606 0.058 0.116 0.184 -0.295 -0.219 -0.292 -0.190 -0.234 -0.339 0.226 0.431 0.276 0.456 -0.436 0.030 -0.232 -0.029 0.286
Sala_2874 YP_617912 Glycerol-3-phosphate dehydrogenase (D(P)+) -0.171 2 -4.115 0.152 1.000 0.171 -4.115 -0.497 0.635 1.000 0.606 -0.213 -0.130 -0.171 0.059
Sala_3016 YP_618054 beta-lactamase-like protein -0.197 2 -2.119 0.281 1.000 0.248 -0.502 0.634 1.000 0.606 -0.090 -0.251 -0.170 0.114
Sala_3118 YP_618154 ABC transporter related 0.266 1 0.505 0.632 1.000 0.606 0.266 0.266
Sala_3119 YP_618155 4-hydroxyphenylpyruvate dioxygenase -0.176 4 -1.078 0.360 1.000 0.293 -0.454 0.694 1.000 0.681 -0.503 0.629 1.000 0.606 -0.049 -0.516 0.218 -0.357 -0.176 0.326
Sala_3053 YP_618090 Acyl-CoA dehydrogenase 0.660 5 -0.942 0.399 1.000 0.312 0.364 0.740 1.000 0.701 0.489 0.637 1.000 0.608 -0.448 -0.337 0.802 -0.601 -0.697 -0.256 0.608
Sala_0154 YP_615211 aldehyde dehydrogenase -0.108 16 -0.986 0.340 1.000 0.283 -0.449 0.662 1.000 0.671 -0.475 0.640 1.000 0.609 0.776 -0.322 -0.659 0.391 -0.766 -0.513 -0.101 0.362 -0.373 -0.337 0.232 -0.182 -0.017 -0.606 -0.621 0.769 -0.123 0.499
Sala_1611 YP_616657 Glycine--tRNA ligase -0.121 12 -0.429 0.676 1.000 0.426 -0.440 0.671 1.000 0.673 -0.476 0.641 1.000 0.609 -0.666 -0.654 1.006 0.247 -0.091 0.688 -0.262 -0.345 -0.330 0.265 0.176 -0.877 -0.070 0.567
Sala_2173 YP_617215 hypothetical protein -0.259 1 -0.492 0.641 1.000 0.609 -0.259 -0.259
Sala_3127 YP_618163 Heparise II/III-like protein 0.184 2 1.621 0.352 1.000 0.289 0.494 0.639 1.000 0.609 0.071 0.298 0.184 0.161
Sala_2025 YP_617069 NusB antitermition factor -0.258 1 -0.489 0.643 1.000 0.609 -0.258 -0.258
Sala_3183 YP_618219 putative CcdB-like protein 0.258 1 0.489 0.643 1.000 0.609 0.258 0.258
Sala_1028 YP_616078 Fmu (Sun) 0.192 2 0.668 0.625 1.000 0.407 0.488 0.644 1.000 0.609 -0.190 0.955 0.382 0.810
Sala_2811 YP_617849 ribosomal protein L16 -0.133 5 -0.207 0.846 1.000 0.486 -0.500 0.705 1.000 0.686 -0.478 0.645 1.000 0.609 0.605 -0.100 -0.599 -0.047 -0.058 -0.040 0.428
Sala_1575 YP_616621 UDP-N-acetylglucosamine 2-epimerase 0.216 2 1.411 0.393 1.000 0.309 0.674 0.622 1.000 0.656 0.474 0.650 1.000 0.611 0.063 0.369 0.216 0.216
Sala_1979 YP_617023 putative GAF sensor protein -0.158 3 -2.778 0.109 1.000 0.137 -1.064 -0.476 0.649 1.000 0.611 -0.297 -0.106 -0.115 -0.173 0.108
Sala_2026 YP_617070 Histidinol dehydrogenase -0.497 5 -0.436 0.685 1.000 0.429 -0.460 0.677 1.000 0.674 -0.474 0.647 1.000 0.611 -0.610 -0.065 0.109 -0.053 0.290 -0.066 0.337
Sala_2090 YP_617132 transcriptional regulator, LacI family -0.216 3 -0.043 0.970 1.000 0.517 -0.243 -0.476 0.649 1.000 0.611 -0.773 1.366 -0.683 -0.030 1.210
Sala_2357 YP_617399 isoleucyl-tRNA synthetase 0.072 19 0.543 0.594 1.000 0.396 0.498 0.627 1.000 0.657 0.459 0.650 1.000 0.611 -0.031 0.223 0.214 0.346 0.368 0.394 0.040 0.023 -0.591 -0.280 0.295 -0.156 -0.137 -0.620 -0.506 0.101 0.125 0.403 0.624 0.044 0.353
Sala_2818 YP_617856 ribosomal protein L3 0.100 18 0.295 0.771 1.000 0.457 0.443 0.666 1.000 0.673 0.463 0.648 1.000 0.611 0.284 -0.097 0.005 -0.085 -0.188 0.118 -0.632 -0.353 0.622 -1.062 -0.359 0.508 -0.067 0.197 -0.146 -0.117 1.108 0.923 0.037 0.526
Sala_2884 YP_617922 hypothetical protein -0.131 5 -1.472 0.215 1.000 0.211 -0.668 0.625 1.000 0.657 -0.466 0.652 1.000 0.612 0.124 -0.328 -0.020 -0.100 -0.319 -0.128 0.195
Sala_2007 YP_617051 peptidase S9, prolyl oligopeptidase active site region 0.112 10 1.065 0.315 1.000 0.269 0.427 0.687 1.000 0.681 0.459 0.654 1.000 0.612 0.673 0.573 0.252 0.240 0.221 0.710 -0.455 0.083 0.313 -0.907 0.170 0.505
Sala_0332 YP_615388 4-hydroxybenzoyl-CoA thioesterase -0.206 2 -4.039 0.155 1.000 0.172 -1.931 0.077 1.000 0.265 -0.467 0.655 1.000 0.612 -0.257 -0.155 -0.206 0.072
Sala_2285 YP_617327 Carboxymethylenebutenolidase 0.248 1 0.471 0.655 1.000 0.612 0.248 0.248
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Sala_2232 YP_617274 AFG1-like ATPase -0.246 1 -0.468 0.657 1.000 0.613 -0.246 -0.246
Sala_1588 YP_616634 polysaccharide export protein 0.125 18 0.902 0.379 1.000 0.303 0.409 0.690 1.000 0.681 0.448 0.659 1.000 0.614 0.360 0.583 0.396 0.337 0.247 0.264 1.741 0.016 0.026 -0.363 -0.152 -1.332 -0.090 0.223 0.439 0.289 -0.945 0.396 0.135 0.636
Sala_2804 YP_617842 ribosomal protein S8 0.150 10 0.645 0.535 1.000 0.371 0.382 0.722 1.000 0.694 0.451 0.659 1.000 0.614 -0.179 -0.223 0.733 0.014 0.128 -1.431 0.024 -0.088 1.356 1.338 0.167 0.819
Sala_0475 YP_615529 Peptidase M1, alanyl aminopeptidase -0.075 19 -0.969 0.345 1.000 0.285 -0.461 0.652 1.000 0.667 -0.444 0.661 1.000 0.614 -0.846 -0.132 -0.119 -0.522 0.392 0.422 -0.431 0.087 0.191 0.284 -0.062 -0.299 0.405 -0.224 -0.007 -0.040 -0.015 -0.163 -0.331 -0.074 0.334
Sala_1004 YP_616054 TonB-dependent receptor 0.155 5 0.646 0.554 1.000 0.378 0.400 0.758 1.000 0.709 0.455 0.660 1.000 0.614 -0.186 0.336 -0.648 0.563 0.769 0.167 0.578
Sala_2268 YP_617310 protein-disulfide isomerase 0.224 3 0.952 0.441 1.000 0.331 0.387 0.736 1.000 0.700 0.456 0.661 1.000 0.614 0.484 0.432 -0.245 0.224 0.407
Sala_2943 YP_617981 D+ synthetase -0.167 7 -1.045 0.336 1.000 0.282 -0.395 0.709 1.000 0.686 -0.449 0.662 1.000 0.614 0.028 -0.609 -0.141 -0.520 0.083 0.501 -0.436 -0.156 0.396
Sala_1274 YP_616321 multi-sensor signal transduction histidine kinase 0.253 2 0.593 0.659 1.000 0.421 0.283 0.824 1.000 0.729 0.454 0.664 1.000 0.615 0.680 -0.174 0.253 0.604
Sala_2036 YP_617080 Small GTP-binding protein domain 0.101 13 1.226 0.244 1.000 0.230 0.427 0.679 1.000 0.675 0.442 0.664 1.000 0.615 -0.173 -0.150 -0.546 0.241 0.104 0.217 0.067 0.856 0.116 0.274 1.074 -0.090 -0.102 0.145 0.427
Sala_0671 YP_615725 FeS assembly ATPase SufC 0.106 9 0.964 0.363 1.000 0.295 0.433 0.678 1.000 0.674 0.441 0.666 1.000 0.616 0.296 -0.390 0.419 0.365 -0.410 0.218 -0.154 0.461 0.177 0.109 0.340
Sala_0615 YP_615669 tRNA synthetase, class II (G, H, P and S) -0.102 10 -1.212 0.256 1.000 0.235 -0.413 0.694 1.000 0.681 -0.433 0.672 1.000 0.619 -0.728 -0.035 -0.782 -0.022 -0.590 0.269 0.383 -0.403 0.067 0.200 -0.164 0.428
Sala_1030 YP_616080 Porphyromos-type peptidyl-arginine deimise -0.235 1 -0.446 0.672 1.000 0.619 -0.235 -0.235
Sala_2070 YP_617112 nitroreductase -0.153 20 -0.928 0.365 1.000 0.295 -0.388 0.704 1.000 0.686 -0.431 0.671 1.000 0.619 0.298 -0.396 -0.384 -0.605 -0.713 -0.291 -0.239 -0.755 -0.501 -0.923 0.310 2.514 -0.332 -0.054 -0.228 -0.062 -0.879 -0.135 0.048 0.301 -0.151 0.729
Sala_0486 YP_615540 GCN5-related N-acetyltransferase 0.121 4 -0.365 0.739 1.000 0.447 1.038 0.432 0.677 1.000 0.620 -0.463 0.571 -0.132 -0.310 -0.083 0.457
Sala_0510 YP_615564 Adenylosuccinate synthase -0.096 12 -1.208 0.252 1.000 0.234 -0.429 0.677 1.000 0.674 -0.425 0.677 1.000 0.620 -0.322 -0.402 -0.520 -1.018 -0.311 -0.312 -0.335 -0.185 1.198 0.477 -0.172 -0.399 -0.192 0.550
Sala_0766 YP_615819 replicative DNA helicase 0.488 5 6.784 0.002 1.000 0.009 0.448 0.685 1.000 0.679 0.433 0.675 1.000 0.620 0.688 0.601 0.712 1.293 0.945 0.848 0.279
Sala_1206 YP_616255 5-aminolevulinic acid synthase 0.197 5 0.731 0.505 1.000 0.358 0.324 0.767 1.000 0.712 0.435 0.674 1.000 0.620 0.309 0.084 0.705 -0.640 0.363 0.164 0.502
Sala_1798 YP_616843 hypothetical protein 0.090 12 0.613 0.553 1.000 0.378 0.435 0.675 1.000 0.674 0.428 0.675 1.000 0.620 0.283 0.084 -0.713 -0.353 0.643 0.092 0.015 0.557 -0.039 -0.110 0.121 0.194 0.065 0.365
Sala_2835 YP_617873 hypothetical protein 0.232 1 0.440 0.676 1.000 0.620 0.232 0.232
Sala_3055 YP_618092 Enoyl-CoA hydratase/isomerase -0.114 5 -0.850 0.443 1.000 0.332 -0.583 0.619 1.000 0.654 -0.430 0.678 1.000 0.620 -0.521 -0.107 0.060 -0.190 0.224 -0.107 0.281
Sala_0257 YP_615313 Ham1-like protein -0.229 1 -0.434 0.680 1.000 0.621 -0.229 -0.229
Sala_1224 YP_616272 Secretion chaperone CsaA -0.226 1 -0.430 0.683 1.000 0.621 -0.226 -0.226
Sala_1524 YP_616570 ABC transporter related 0.226 1 0.430 0.683 1.000 0.621 0.226 0.226
Sala_1658 YP_616704 NADPH-dependent FMN reductase -0.229 2 -0.596 0.658 1.000 0.421 -0.285 0.790 1.000 0.718 -0.426 0.683 1.000 0.621 0.155 -0.612 -0.229 0.543
Sala_1964 YP_617009 isocitrate dehydrogenase, NADP-dependent 0.058 20 0.086 0.933 1.000 0.508 0.479 0.639 1.000 0.663 0.416 0.681 1.000 0.621 -0.256 -0.062 0.194 0.180 -0.290 -0.168 0.291 0.090 -0.682 -0.345 -0.371 -0.145 0.016 0.213 -0.241 0.112 0.345 0.222 0.482 0.536 0.006 0.315
Sala_2040 YP_617082 hypothetical protein 0.191 2 1.553 0.364 1.000 0.295 0.742 0.425 0.684 1.000 0.621 0.314 0.068 0.191 0.174
Sala_0591 YP_615645 phosphoribosylformylglycimidine synthase I -0.352 7 -3.913 0.008 1.000 0.021 -0.407 0.705 1.000 0.686 -0.416 0.686 1.000 0.621 -0.592 -0.980 -1.105 -0.560 -0.831 -0.246 0.059 -0.608 0.411
Sala_2212 YP_617254 phospho-2-dehydro-3-deoxyheptote aldolase -0.158 18 -0.986 0.338 1.000 0.282 -0.363 0.723 1.000 0.694 -0.410 0.686 1.000 0.621 0.118 -0.049 -0.613 -0.460 -0.525 -0.078 0.186 0.710 -0.644 -0.829 -0.181 2.055 -1.198 -1.072 -0.083 -0.273 -0.105 0.007 -0.169 0.725
Sala_3170 YP_618206 DSBA oxidoreductase -0.224 1 -0.425 0.686 1.000 0.621 -0.224 -0.224
Sala_0325 YP_615381 type II secretion system protein N 0.576 4 -0.571 0.608 1.000 0.402 0.282 0.804 1.000 0.724 0.417 0.688 1.000 0.621 -0.534 0.698 -0.447 -0.378 -0.165 0.579
Sala_0621 YP_615675 cytochrome c, class I -0.138 5 -0.680 0.534 1.000 0.371 -0.409 0.710 1.000 0.686 -0.416 0.688 1.000 0.621 0.892 0.731 -1.355 -0.634 -1.274 -0.328 1.078
Sala_1432 YP_616479 hypothetical protein 0.137 3 1.416 0.292 1.000 0.255 2.726 0.053 1.000 0.223 0.418 0.689 1.000 0.621 0.391 0.327 -0.085 0.211 0.258
Sala_0036 YP_615095 5-methyltetrahydrofolate--homocysteine S-methyltransferase -0.470 3 -0.477 0.681 1.000 0.428 -0.346 0.788 1.000 0.718 -0.416 0.691 1.000 0.623 -0.469 0.099 0.100 -0.090 0.328
Sala_0167 YP_615224 AMP nucleosidase 0.145 12 0.820 0.430 1.000 0.326 0.345 0.737 1.000 0.700 0.401 0.694 1.000 0.623 -0.588 0.291 -0.229 -0.005 -0.158 1.109 0.416 1.028 -0.086 0.766 -0.897 0.093 0.145 0.612
Sala_0770 YP_615823 nitrite/sulfite reductase, hemoprotein beta-component, ferrodoxin-like protein 0.080 17 0.232 0.819 1.000 0.476 0.392 0.702 1.000 0.686 0.392 0.699 1.000 0.623 0.152 0.098 0.357 -0.114 -0.067 -0.498 0.042 -0.244 -0.013 -0.188 -0.029 -1.011 0.189 1.062 0.305 0.232 0.132 0.024 0.423
Sala_0985 YP_616035 carbamoyl-phosphate synthase, large subunit -0.056 18 -1.456 0.164 1.000 0.178 -0.489 0.633 1.000 0.659 -0.391 0.700 1.000 0.623 0.192 -0.199 0.177 -0.062 -0.142 -0.234 -0.487 -0.113 -0.351 0.256 0.244 0.203 -0.333 -0.150 -0.372 -0.112 -0.007 0.066 -0.079 0.230
Sala_1133 YP_616182 protein of unknown function DUF1508 -0.135 3 -0.744 0.534 1.000 0.371 -0.694 -0.403 0.699 1.000 0.623 0.675 -0.821 -1.070 -0.405 0.944
Sala_1140 YP_616189 Beta-N-acetylhexosaminidase -0.121 4 -2.065 0.131 1.000 0.155 -0.891 0.467 1.000 0.583 -0.406 0.696 1.000 0.623 -0.053 -0.259 -0.022 -0.394 -0.182 0.176
Sala_1306 YP_616353 NADH-quinone oxidoreductase, E subunit -0.101 6 0.212 0.841 1.000 0.484 -0.518 0.631 1.000 0.659 -0.400 0.698 1.000 0.623 -0.594 -0.209 -0.020 0.386 0.295 0.342 0.033 0.386
Sala_1578 YP_616624 Acylneuramite cytidylyltransferase -0.406 3 1.570 0.257 1.000 0.235 -2.587 0.235 1.000 0.422 -0.404 0.699 1.000 0.623 0.065 0.130 0.600 0.265 0.292
Sala_1694 YP_616740 hypothetical protein 0.071 20 1.524 0.144 1.000 0.166 0.404 0.692 1.000 0.681 0.398 0.694 1.000 0.623 0.347 0.518 0.294 0.302 0.689 1.003 0.043 -0.075 -0.109 0.375 -0.283 -0.003 0.279 -0.002 0.090 0.568 -0.166 -0.336 -0.642 -0.214 0.134 0.393
Sala_2030 YP_617074 tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase -0.217 1 -0.413 0.695 1.000 0.623 -0.217 -0.217
Sala_2360 YP_617402 Dihydrofolate reductase 0.216 6 0.058 0.956 1.000 0.515 0.281 0.797 1.000 0.722 0.399 0.698 1.000 0.623 -1.721 0.455 0.105 0.504 0.896 -0.110 0.022 0.922
Sala_2569 YP_617608 Heavy metal efflux pump CzcA 0.218 1 0.415 0.693 1.000 0.623 0.218 0.218
Sala_0670 YP_615724 SufBD 0.105 6 0.643 0.549 1.000 0.376 0.372 0.735 1.000 0.700 0.392 0.703 1.000 0.625 -0.178 -0.360 0.062 0.523 -0.014 0.548 0.097 0.370
Sala_1289 YP_616336 Tetratricopeptide TPR_2 -0.049 19 -0.791 0.439 1.000 0.331 -0.496 0.628 1.000 0.657 -0.387 0.703 1.000 0.625 0.030 0.176 0.409 0.182 0.211 0.053 0.206 -0.076 -0.263 0.131 -0.301 0.058 -0.301 -0.198 -0.542 -0.254 -0.288 -0.023 -0.041 -0.044 0.241
Sala_0215 YP_615272 Fe-S metabolism associated SufE 0.208 1 0.395 0.707 1.000 0.628 0.208 0.208
Sala_3133 YP_618169 conserved hypothetical protein 730 -0.463 2 0.472 0.719 1.000 0.439 -0.394 0.708 1.000 0.628 -0.097 0.270 0.086 0.259
Sala_1169 YP_616218 transcriptional regulator, Crp/Fnr family 0.119 4 0.121 0.911 1.000 0.501 0.290 0.383 0.712 1.000 0.630 0.747 0.150 0.368 -1.075 0.048 0.788
Sala_1548 YP_616594 pyruvate flavodoxin/ferredoxin oxidoreductase-like protein -0.123 19 -1.309 0.207 1.000 0.206 -0.338 0.741 1.000 0.701 -0.374 0.712 1.000 0.630 -0.496 -1.301 0.802 -0.324 -0.651 -0.558 -0.630 0.286 0.710 0.443 -1.148 -0.191 0.159 0.525 -0.687 -0.570 -0.490 -0.612 0.965 -0.198 0.660
Sala_0361 YP_615417 beta-lactamase-like protein -0.202 1 -0.383 0.715 1.000 0.632 -0.202 -0.202
Sala_1958 YP_617003 Uridylate kinase -0.132 9 0.652 0.533 1.000 0.371 -0.331 0.757 1.000 0.709 -0.373 0.715 1.000 0.632 -0.196 0.537 0.479 1.120 0.114 -0.247 -0.432 -0.402 0.034 0.112 0.515
Sala_1577 YP_616623 short-chain dehydrogenase/reductase SDR 0.097 8 0.000 1.000 1.000 0.525 0.336 0.759 1.000 0.709 0.369 0.719 1.000 0.634 0.559 0.189 0.435 0.158 -2.186 0.376 0.402 0.068 0.000 0.898
Sala_2016 YP_617060 import inner membrane translocase, subunit Tim44 -0.073 15 -1.291 0.217 1.000 0.213 -0.361 0.726 1.000 0.694 -0.366 0.718 1.000 0.634 -0.492 -1.098 -0.313 -0.428 -0.119 0.624 -0.356 0.376 -0.188 -0.442 -0.559 -0.093 0.280 0.424 0.114 -0.151 0.454
Sala_3181 YP_618217 deoxyuridine 5'-triphosphate nucleotidohydrolase (dut) -0.096 7 -0.337 0.748 1.000 0.449 -0.470 0.671 1.000 0.673 -0.367 0.720 1.000 0.634 0.147 -0.525 -0.199 0.265 0.223 -0.087 -0.072 -0.035 0.277
Sala_2796 YP_617834 hypothetical protein -0.101 5 -0.568 0.600 1.000 0.399 -0.410 0.709 1.000 0.686 -0.368 0.722 1.000 0.635 0.306 -0.138 0.230 -0.702 -0.209 -0.102 0.403
Sala_2671 YP_617709 exodeoxyribonuclease III (xth) -0.083 14 -0.979 0.346 1.000 0.285 -0.332 0.748 1.000 0.705 -0.357 0.725 1.000 0.637 0.729 0.002 -1.029 0.028 -0.170 0.124 0.164 -1.060 -0.829 0.134 -0.337 0.028 0.448 -0.151 -0.137 0.524
Sala_0338 YP_615394 protein of unknown function DUF74 0.123 3 0.903 0.462 1.000 0.339 0.593 0.563 1.000 0.634 0.365 0.726 1.000 0.638 0.414 0.679 -0.301 0.264 0.507
Sala_0200 YP_615257 thioredoxin domain 2 -0.148 6 -0.453 0.669 1.000 0.424 -0.257 0.840 1.000 0.735 -0.355 0.730 1.000 0.639 1.382 -0.603 -0.323 -0.432 -0.429 -0.429 -0.139 0.750
Sala_0412 YP_615467 hypothetical protein 0.143 2 -0.083 0.947 1.000 0.513 0.364 0.729 1.000 0.639 0.523 -0.618 -0.047 0.807
Sala_1653 YP_616699 transcription-repair coupling factor -0.257 7 -0.451 0.668 1.000 0.424 -0.254 0.810 1.000 0.725 -0.352 0.731 1.000 0.639 -1.666 -0.601 -0.035 -0.494 0.228 1.852 -0.570 -0.184 1.077
Sala_2806 YP_617844 ribosomal protein L5 -0.083 19 -1.059 0.304 1.000 0.262 -0.326 0.750 1.000 0.705 -0.347 0.732 1.000 0.639 -0.646 0.199 0.059 -0.347 0.145 0.017 -0.687 0.476 -0.070 -1.507 -0.057 -0.196 -0.549 -0.671 -0.395 -0.162 -0.090 0.909 0.933 -0.139 0.572
Sala_3024 YP_618062 Protein of unknown function UPF0001 0.089 9 0.886 0.402 1.000 0.313 0.320 0.765 1.000 0.711 0.351 0.732 1.000 0.639 -0.706 0.002 1.138 0.529 0.250 0.500 -0.252 -0.248 0.220 0.159 0.540
Sala_0531 YP_615585 short-chain dehydrogenase/reductase SDR 0.115 10 -0.224 0.828 1.000 0.478 0.292 0.780 1.000 0.716 0.347 0.734 1.000 0.640 -0.115 0.060 0.090 -1.351 -0.486 1.871 0.025 0.373 -0.417 -0.643 -0.059 0.835
Sala_1834 YP_616879 Carboxylesterase 0.143 3 1.819 0.211 1.000 0.208 0.738 0.537 1.000 0.619 0.352 0.734 1.000 0.640 0.117 0.290 0.022 0.143 0.136
Sala_3097 YP_618134 Methylenetetrahydrofolate dehydrogenase (DP+) -0.107 8 -0.836 0.431 1.000 0.327 -0.314 0.769 1.000 0.712 -0.342 0.739 1.000 0.643 -0.545 -0.931 0.665 -0.260 0.107 0.324 -0.059 -0.526 -0.153 0.519
Sala_0267 YP_615323 hypothetical protein -0.183 1 -0.347 0.741 1.000 0.644 -0.183 -0.183
Sala_0521 YP_615575 hypothetical protein 0.151 2 10.584 0.060 1.000 0.089 5.059 0.000 0.409 0.012 0.344 0.742 1.000 0.644 0.136 0.165 0.151 0.020
Sala_3139 YP_618175 Methionine adenosyltransferase -0.056 18 -0.595 0.559 1.000 0.380 -0.366 0.720 1.000 0.694 -0.333 0.742 1.000 0.644 0.066 -0.265 0.075 -0.041 -0.325 -0.003 -0.099 -0.091 0.121 -0.249 -0.029 0.497 -0.451 0.100 0.492 0.147 -0.299 -0.307 -0.037 0.262
Sala_0532 YP_615586 phosphate-selective porin O and P 0.097 9 -0.141 0.891 1.000 0.497 0.282 0.787 1.000 0.718 0.329 0.748 1.000 0.647 1.084 -0.131 -0.438 1.030 0.184 0.420 -0.876 -0.633 -0.967 -0.036 0.770
Sala_2120 YP_617162 hypothetical protein 0.074 16 -0.026 0.980 1.000 0.519 0.317 0.757 1.000 0.709 0.328 0.747 1.000 0.647 -0.485 0.405 0.237 0.401 -0.038 -0.124 -0.516 0.410 0.120 -0.033 -0.466 -1.059 -0.026 -0.158 0.646 0.639 -0.003 0.467
Sala_2800 YP_617838 ribosomal protein L30 -0.151 2 -1.212 0.439 1.000 0.331 -0.579 -0.335 0.747 1.000 0.647 -0.275 -0.026 -0.151 0.176
Sala_0354 YP_615410 hypothetical protein -0.145 2 -8.730 0.073 1.000 0.103 -4.173 -0.330 0.751 1.000 0.649 -0.128 -0.162 -0.145 0.023
Sala_1885 YP_616930 UDP-N-acetylmuramoylalanyl-D-glutamyl-2, 6-diaminopimelate--D-alanyl-D-alanyl ligase -0.122 4 -0.435 0.693 1.000 0.431 -0.265 0.816 1.000 0.725 -0.329 0.751 1.000 0.649 -0.885 -0.109 0.041 0.463 -0.122 0.563
Sala_2111 YP_617153 NUDIX hydrolase -0.389 2 1.356 0.404 1.000 0.315 -0.331 0.753 1.000 0.649 0.084 0.558 0.321 0.335
Sala_0207 YP_615264 phage shock protein A, PspA 0.139 7 0.819 0.444 1.000 0.332 0.259 0.806 1.000 0.724 0.320 0.755 1.000 0.650 -0.755 0.328 0.386 -0.218 0.023 0.737 0.627 0.161 0.521
Sala_0331 YP_615387 MotA/TolQ/ExbB proton channel -0.079 6 -0.345 0.744 1.000 0.448 -0.327 0.775 1.000 0.715 -0.320 0.755 1.000 0.650 0.663 -0.136 -0.247 -0.189 -0.262 -0.128 -0.050 0.354
Sala_1345 YP_616392 Ubiquinol-cytochrome c reductase, iron-sulfur subunit 0.075 11 0.339 0.741 1.000 0.448 0.292 0.780 1.000 0.716 0.318 0.755 1.000 0.650 -0.110 -0.131 -0.010 -0.111 -0.580 -0.232 -0.769 -0.126 -0.246 1.528 1.671 0.080 0.785
Sala_0489 YP_615543 AMP-dependent synthetase and ligase 0.070 6 0.526 0.621 1.000 0.406 0.414 0.750 1.000 0.705 0.314 0.760 1.000 0.653 0.196 -0.238 0.721 0.030 -0.132 -0.125 0.075 0.351
Sala_0002 YP_615061 glutathione S-transferase-like protein 0.089 6 1.278 0.257 1.000 0.235 0.359 0.738 1.000 0.700 0.309 0.764 1.000 0.654 -0.292 0.283 -0.117 0.022 0.754 0.711 0.227 0.435
Sala_0250 YP_615306 recombition protein RecR 0.118 2 1.039 0.488 1.000 0.349 0.316 0.763 1.000 0.654 0.231 0.004 0.118 0.160
Sala_1358 YP_616405 ornithine carbamoyltransferase 0.087 14 0.330 0.747 1.000 0.449 0.280 0.786 1.000 0.718 0.306 0.763 1.000 0.654 0.264 0.159 0.179 0.567 0.305 0.226 -1.398 0.545 -0.250 -0.125 0.158 -0.250 -0.209 0.442 0.044 0.498
Sala_0594 YP_615648 hypothetical protein -0.165 1 -0.314 0.765 1.000 0.654 -0.165 -0.165
Sala_1138 YP_616187 arginyl-tRNA synthetase -0.051 19 -0.394 0.698 1.000 0.431 -0.309 0.762 1.000 0.711 -0.298 0.768 1.000 0.657 0.091 -0.275 -0.080 0.111 -0.428 -0.091 -0.043 -0.204 0.246 -0.194 0.158 0.388 0.841 -0.307 0.217 -0.347 -0.183 -0.295 -0.132 -0.028 0.308
Sala_0275 YP_615331 excinuclease ABC, B subunit -0.121 2 -0.491 0.710 1.000 0.435 -0.308 0.769 1.000 0.657 0.075 -0.218 -0.072 0.207
Sala_1443 YP_616489 Palmitoyl-CoA hydrolase 0.071 7 0.129 0.901 1.000 0.499 0.315 0.782 1.000 0.717 0.299 0.770 1.000 0.657 -0.656 -0.312 -0.132 -0.236 0.549 0.727 0.231 0.024 0.497
Sala_2362 YP_617404 phosphoribosylaminoimidazole carboxylase, catalytic subunit -0.092 6 -0.417 0.694 1.000 0.431 -0.299 0.815 1.000 0.725 -0.297 0.772 1.000 0.658 0.307 -0.427 -0.273 -0.116 -0.141 0.333 -0.053 0.310
Sala_2947 YP_617985 ribosomal protein L33 -0.132 2 -1.805 0.322 1.000 0.272 -0.863 0.437 1.000 0.567 -0.298 0.775 1.000 0.660 -0.205 -0.059 -0.132 0.103
Sala_1015 YP_616065 TonB-dependent receptor 0.349 7 1.238 0.262 1.000 0.237 0.199 0.855 1.000 0.741 0.287 0.780 1.000 0.663 4.450 -1.075 -0.701 0.427 0.170 1.349 1.401 0.860 1.838
Sala_1263 YP_616310 nitrate transporter component, nrtA -0.132 4 0.419 0.703 1.000 0.433 -0.184 0.871 1.000 0.746 -0.283 0.784 1.000 0.666 -0.520 -0.389 0.973 0.542 0.152 0.723
Sala_2822 YP_617860 ribosomal protein S7 0.053 14 0.255 0.803 1.000 0.470 0.279 0.787 1.000 0.718 0.279 0.784 1.000 0.666 -0.269 -0.128 0.005 -0.580 0.053 0.125 -0.160 -0.978 0.357 -0.009 -0.142 -0.025 1.214 1.077 0.039 0.568



T-value p-value p-value(BON) q-value(ST) T-value p-value p-value(BON) q-value(ST) T-value p-value p-value(BON) q-value(ST) A1_1 A1_2 A2_1 A2_2 B1_1 B1_2 B2_1 B2_2 C1_1 C1_2 C2_1 C2_2 D1_1 D1_2 D2_1 D2_2 E_1 E_2 F_1 F_2
mean stdevN

Student's t-test Unmoderated t-test Empirical Bayes moderated t-test
Locus Tag Accession Description log2FC

Experiment

Sala_2801 YP_617839 ribosomal protein S5 0.053 17 -0.137 0.893 1.000 0.497 0.275 0.789 1.000 0.718 0.275 0.786 1.000 0.666 0.073 -0.185 -0.285 -0.040 -0.046 -0.020 -0.431 -0.360 0.154 -0.239 -0.839 0.356 0.103 -0.069 -0.172 0.600 1.152 -0.015 0.439
Sala_1255 YP_616302 rare lipoprotein A 0.126 2 1.084 0.474 1.000 0.344 0.518 0.280 0.788 1.000 0.667 0.010 0.242 0.126 0.164
Sala_1537 YP_616583 acyl-CoA dehydrogenase-like protein 0.041 18 0.735 0.473 1.000 0.343 0.308 0.763 1.000 0.711 0.272 0.788 1.000 0.667 -0.077 -0.202 0.248 0.199 0.576 0.189 0.340 0.620 0.201 -0.089 0.050 -0.480 -0.031 -0.225 -0.560 0.118 0.075 0.012 0.054 0.310
Sala_0659 YP_615713 Chorismate synthase -0.131 2 -0.623 0.645 1.000 0.416 -0.298 0.816 1.000 0.725 -0.278 0.789 1.000 0.667 -0.340 0.079 -0.131 0.297
Sala_2838 YP_617876 DNA polymerase III, epsilon subunit -0.146 1 -0.278 0.791 1.000 0.668 -0.146 -0.146
Sala_0166 YP_615223 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen 0.275 3 -2.960 0.098 1.000 0.126 1.072 0.478 1.000 0.588 0.273 0.793 1.000 0.668 -0.588 -0.481 -1.344 -0.804 0.471
Sala_0274 YP_615330 hypothetical protein 0.115 7 0.474 0.652 1.000 0.419 0.204 0.852 1.000 0.741 0.264 0.797 1.000 0.668 0.128 0.730 -1.049 -0.368 -0.165 0.496 1.154 0.132 0.738
Sala_0514 YP_615568 Trans-hexaprenyltranstransferase -0.307 5 -3.842 0.018 1.000 0.038 -0.237 0.828 1.000 0.731 -0.269 0.794 1.000 0.668 -0.220 -0.778 -0.344 -1.120 -0.610 -0.614 0.358
Sala_0933 YP_615984 peptidase S9, prolyl oligopeptidase active site region 0.061 18 0.366 0.719 1.000 0.439 0.252 0.806 1.000 0.724 0.266 0.792 1.000 0.668 -0.429 -0.502 0.352 -0.052 0.346 -0.074 0.090 -1.069 0.309 0.358 0.667 -0.087 -0.226 -0.240 -0.034 -0.068 0.403 0.984 0.040 0.468
Sala_1829 YP_616874 hypothetical protein -0.319 2 -5.010 0.125 1.000 0.151 -0.271 0.796 1.000 0.668 -0.954 -0.636 -0.795 0.224
Sala_2727 YP_617765 ribosomal protein S16 0.049 15 -0.348 0.733 1.000 0.445 0.267 0.795 1.000 0.722 0.262 0.796 1.000 0.668 -0.121 -0.191 -0.223 -0.655 -0.071 -0.611 -0.294 -0.214 -0.738 0.173 0.136 -0.040 0.093 1.075 0.983 -0.046 0.516
Sala_2728 YP_617766 signal recognition particle protein 0.068 11 0.614 0.553 1.000 0.378 0.237 0.820 1.000 0.727 0.264 0.795 1.000 0.668 0.292 0.206 1.444 -0.197 -0.122 0.208 0.119 0.193 0.021 0.479 -1.324 0.120 0.647
Sala_0333 YP_615389 Holliday junction DNA helicase RuvB 0.317 2 -0.607 0.652 1.000 0.419 0.269 0.797 1.000 0.668 0.052 -0.213 -0.080 0.187
Sala_2319 YP_617361 peptidase U62, modulator of DNA gyrase 0.058 15 0.399 0.696 1.000 0.431 0.251 0.806 1.000 0.724 0.259 0.798 1.000 0.668 0.344 -0.119 0.592 0.802 -0.163 0.078 -0.141 0.348 -0.403 -0.045 -1.158 0.498 -0.129 0.135 0.084 0.048 0.467
Sala_1426 YP_616473 glycine cleavage T protein (aminomethyl transferase) 0.141 2 0.366 0.777 1.000 0.459 0.175 0.890 1.000 0.751 0.263 0.801 1.000 0.669 -0.245 0.527 0.141 0.546
Sala_0004 YP_615063 60 kDa inner membrane insertion protein -0.040 17 -0.669 0.513 1.000 0.361 -0.250 0.807 1.000 0.724 -0.230 0.821 1.000 0.673 0.024 -0.433 -0.295 0.190 0.267 0.038 0.141 0.120 -0.195 -0.431 -0.063 0.291 0.303 -0.466 -0.363 0.094 0.039 -0.044 0.268
Sala_0253 YP_615309 heat-inducible transcription repressor HrcA 0.086 2 0.480 0.715 1.000 0.438 0.230 0.826 1.000 0.673 -0.093 0.264 0.086 0.252
Sala_0367 YP_615423 protein of unknown function DUF1013 0.052 13 0.300 0.770 1.000 0.457 0.219 0.831 1.000 0.732 0.228 0.823 1.000 0.673 0.024 0.475 0.246 0.438 -0.550 -0.536 0.624 0.075 0.498 -0.108 0.018 -0.605 -0.148 0.035 0.418
Sala_0395 YP_615450 Ferritin and Dps -0.129 1 -0.246 0.815 1.000 0.673 -0.129 -0.129
Sala_0478 YP_615532 hypothetical protein 0.059 8 0.376 0.718 1.000 0.439 0.195 0.858 1.000 0.742 0.226 0.825 1.000 0.673 0.422 -0.715 0.066 -0.195 -0.740 0.840 0.232 0.730 0.080 0.600
Sala_0480 YP_615534 ABC transporter related 0.132 1 0.250 0.811 1.000 0.673 0.132 0.132
Sala_0506 YP_615560 aminotransferase, class I and II -0.110 2 -0.962 0.512 1.000 0.361 -0.460 0.726 1.000 0.694 -0.246 0.813 1.000 0.673 0.004 -0.225 -0.110 0.162
Sala_0556 YP_615610 methyl-accepting chemotaxis sensory transducer 0.045 7 0.518 0.623 1.000 0.406 0.341 0.750 1.000 0.705 0.236 0.818 1.000 0.673 -0.295 0.293 0.065 0.047 -0.130 0.359 -0.027 0.045 0.228
Sala_0558 YP_615612 alanine dehydrogenase -0.093 20 0.618 0.544 1.000 0.375 -0.198 0.846 1.000 0.740 -0.222 0.826 1.000 0.673 0.755 0.665 1.183 1.235 1.414 0.938 1.139 0.870 0.135 0.195 0.975 1.103 0.756 0.360 1.038 0.636 0.162 0.137 -4.457 -4.610 0.231 1.676
Sala_0808 YP_615861 TonB-like protein -0.051 13 -1.629 0.129 1.000 0.154 -0.245 0.813 1.000 0.725 -0.240 0.813 1.000 0.673 -0.056 0.217 -0.844 0.233 0.050 -0.330 -0.217 -0.398 -0.910 0.222 0.051 -0.098 -0.109 -0.168 0.373
Sala_1098 YP_616148 amidohydrolase 0.057 12 0.337 0.743 1.000 0.448 0.218 0.833 1.000 0.732 0.233 0.819 1.000 0.673 0.229 0.113 0.010 0.294 -0.684 -0.033 0.270 1.236 0.420 0.087 -0.657 -0.653 0.053 0.542
Sala_1117 YP_616166 extracellular solute-binding protein, family 1 -0.044 18 -0.167 0.869 1.000 0.493 -0.256 0.803 1.000 0.724 -0.249 0.806 1.000 0.673 -0.200 0.100 0.352 -0.054 0.422 0.502 0.014 0.727 -0.215 -0.169 -0.362 -0.659 0.134 -0.506 0.616 0.499 -0.749 -0.790 -0.019 0.476
Sala_1301 YP_616348 NADH-quinone oxidoreductase, chain I -0.075 13 -0.142 0.890 1.000 0.497 -0.193 0.851 1.000 0.741 -0.222 0.827 1.000 0.673 -0.024 -0.050 -0.366 -0.264 0.823 0.713 -0.622 0.005 -1.512 0.680 -0.109 0.251 0.160 -0.024 0.621
Sala_1424 YP_616471 aspartyl protease-like protein 0.126 1 0.239 0.819 1.000 0.673 0.126 0.126
Sala_1475 YP_616521 adenosylmethionine-8-amino-7-oxononoate aminotransferase 0.134 1 0.255 0.808 1.000 0.673 0.134 0.134
Sala_1489 YP_616535 hypothetical protein 0.127 1 0.242 0.817 1.000 0.673 0.127 0.127
Sala_1513 YP_616559 cytochrome c biogenesis factor 0.131 2 0.301 0.814 1.000 0.473 0.144 0.909 1.000 0.756 0.234 0.822 1.000 0.673 0.568 -0.305 0.131 0.618
Sala_1596 YP_616642 transcriptional regulator, XRE family 0.046 17 0.552 0.589 1.000 0.393 0.249 0.808 1.000 0.724 0.247 0.807 1.000 0.673 -0.478 0.195 0.507 -0.095 -0.385 0.192 -0.325 0.469 -0.028 0.462 0.021 0.093 -0.206 0.659 0.486 -0.477 -0.242 0.050 0.373
Sala_1717 YP_616763 protein of unknown function DUF847 0.143 4 -0.147 0.892 1.000 0.497 0.142 0.900 1.000 0.756 0.242 0.815 1.000 0.673 0.008 -1.307 0.487 0.557 -0.064 0.864
Sala_1801 YP_616846 hypothetical protein 0.099 5 -0.458 0.670 1.000 0.424 0.166 0.879 1.000 0.747 0.233 0.821 1.000 0.673 -1.044 0.489 0.751 -0.280 -0.699 -0.157 0.764
Sala_1812 YP_616857 20S proteasome, A and B subunits -0.133 1 -0.252 0.810 1.000 0.673 -0.133 -0.133
Sala_2066 YP_617108 ferric uptake regulator, Fur family 0.081 4 0.439 0.691 1.000 0.431 0.261 0.245 0.813 1.000 0.673 0.580 0.063 -0.305 -0.015 0.081 0.368
Sala_2454 YP_617494 Aldehyde dehydrogenase (D+) 0.123 1 0.233 0.823 1.000 0.673 0.123 0.123
Sala_2666 YP_617704 peptidase S16, lon-like protein 0.089 2 0.345 0.788 1.000 0.464 0.227 0.828 1.000 0.673 0.177 -0.086 0.045 0.186
Sala_2827 YP_617865 Pyrimidine 5-nucleotidase -0.058 5 0.138 0.897 1.000 0.499 -0.579 0.603 1.000 0.652 -0.233 0.821 1.000 0.673 -0.015 -0.168 -0.208 0.302 0.155 0.013 0.216
Sala_2892 YP_617930 ABC transporter related -0.119 1 -0.227 0.829 1.000 0.673 -0.119 -0.119
Sala_2950 YP_617988 Diaminobutyrate--2-oxoglutarate aminotransferase -0.073 18 -0.437 0.668 1.000 0.424 -0.221 0.829 1.000 0.731 -0.244 0.810 1.000 0.673 -0.402 -0.466 -0.465 -0.704 -0.152 0.858 1.317 0.165 -0.526 0.560 -0.672 -1.108 -0.383 -0.851 -1.227 -1.238 1.849 1.662 -0.099 0.964
Sala_2951 YP_617989 Ectoine synthase -0.077 13 -0.909 0.381 1.000 0.303 -0.209 0.840 1.000 0.735 -0.241 0.812 1.000 0.673 -0.645 -0.780 -0.586 0.576 0.187 -1.042 -0.216 -0.556 -0.618 -0.876 -0.735 -0.532 2.638 -0.245 0.971
Sala_2979 YP_618017 electron transport protein SCO1/SenC -0.080 4 -0.385 0.726 1.000 0.442 -0.200 0.875 1.000 0.747 -0.224 0.829 1.000 0.673 -0.358 -0.316 0.386 0.021 -0.067 0.346
Sala_3169 YP_618205 Tetratricopeptide TPR_2 -0.080 5 -0.549 0.612 1.000 0.402 -0.195 0.877 1.000 0.747 -0.230 0.824 1.000 0.673 -0.641 0.159 -0.056 -0.284 0.348 -0.095 0.386
Sala_1398 YP_616445 threonine synthase 0.071 11 0.148 0.885 1.000 0.496 0.192 0.854 1.000 0.741 0.219 0.830 1.000 0.673 -0.056 0.817 -0.298 -0.866 0.251 0.502 -0.531 -0.336 0.420 0.159 0.178 0.022 0.495
Sala_0765 YP_615818 Uncharacterized conserved protein UCP032146 0.097 2 4.711 0.133 1.000 0.156 2.252 0.266 1.000 0.443 0.222 0.831 1.000 0.673 0.077 0.118 0.097 0.029
Sala_2797 YP_617835 adenylate kinases 0.027 17 0.447 0.661 1.000 0.422 0.300 0.769 1.000 0.712 0.213 0.833 1.000 0.675 0.250 -0.069 0.252 -0.053 0.034 0.179 -0.136 0.102 -0.132 -0.489 0.019 0.114 0.087 0.292 -0.141 -0.059 0.101 0.021 0.191
Sala_0016 YP_615075 glutathione S-transferase-like protein -0.206 4 -1.606 0.207 1.000 0.206 -0.176 -0.214 0.836 1.000 0.675 0.342 -0.473 -1.055 -0.732 -0.480 0.597
Sala_0681 YP_615735 Gamma-glutamyltransferase -0.032 20 0.186 0.855 1.000 0.487 -0.226 0.824 1.000 0.729 -0.209 0.836 1.000 0.675 -0.142 -0.014 -0.358 -0.079 0.228 0.174 -0.191 0.112 0.457 -0.040 0.247 0.301 -0.115 0.229 0.172 0.715 0.263 0.078 -0.819 -0.898 0.016 0.384
Sala_3070 YP_618107 short-chain dehydrogenase/reductase SDR 0.081 2 0.113 0.928 1.000 0.506 0.216 0.836 1.000 0.675 -0.632 0.793 0.081 1.008
Sala_0500 YP_615554 DSBA oxidoreductase -0.110 1 -0.209 0.842 1.000 0.678 -0.110 -0.110
Sala_1880 YP_616925 UDP-N-acetylmuramate--alanine ligase 0.058 8 0.339 0.745 1.000 0.448 0.182 0.862 1.000 0.742 0.205 0.841 1.000 0.678 -0.638 -0.095 -0.294 0.400 0.696 -0.411 0.395 0.406 0.058 0.480
Sala_2053 YP_617095 tRNA/rRNA methyltransferase (SpoU) -0.109 1 -0.208 0.843 1.000 0.678 -0.109 -0.109
Sala_1436 - thiamine biosynthesis protein -0.042 6 -1.241 0.270 1.000 0.242 -0.331 0.772 1.000 0.714 -0.201 0.845 1.000 0.679 0.056 -0.180 -0.516 -0.510 0.246 -0.034 -0.157 0.309
Sala_1871 YP_616916 glycine cleavage system T protein 0.108 1 0.205 0.845 1.000 0.679 0.108 0.108
Sala_1370 YP_616417 Nucleotidyl transferase -0.109 2 -0.275 0.829 1.000 0.478 -0.132 0.917 1.000 0.756 -0.202 0.846 1.000 0.679 -0.507 0.288 -0.109 0.562
Sala_0248 YP_615304 tRNA pseudouridine synthase A 0.069 3 0.850 0.485 1.000 0.348 0.336 0.200 0.848 1.000 0.680 0.133 0.164 -0.092 0.069 0.140
Sala_2391 YP_617433 ATPase AAA-2 -0.047 17 -0.112 0.912 1.000 0.501 -0.180 0.860 1.000 0.742 -0.193 0.849 1.000 0.680 0.538 0.363 0.826 -0.119 -0.548 -0.312 1.018 0.157 -0.517 0.465 0.370 -0.173 -0.428 -0.187 -0.323 -0.692 -0.684 -0.014 0.530
Sala_0841 YP_615892 glutamyl-tRNA(Gln) amidotransferase, A subunit 0.060 17 0.590 0.564 1.000 0.382 0.173 0.866 1.000 0.743 0.191 0.851 1.000 0.680 -0.600 -0.108 1.775 -0.298 -0.353 -0.117 0.235 0.354 0.646 0.308 -0.257 -0.280 -0.083 0.159 0.051 -0.025 -0.112 0.076 0.532
Sala_2971 YP_618009 hypothetical protein -0.104 1 -0.198 0.850 1.000 0.680 -0.104 -0.104
Sala_0391 YP_615447 heat shock protein Hsp20 -0.060 4 -0.111 0.919 1.000 0.504 -0.219 0.837 1.000 0.735 -0.188 0.856 1.000 0.684 0.745 0.990 -1.221 -0.755 -0.060 1.092
Sala_0572 YP_615626 Ubiquinone biosynthesis protein COQ7 -0.208 3 -2.555 0.125 1.000 0.151 -0.221 0.862 1.000 0.742 -0.184 0.859 1.000 0.685 -0.103 -0.473 -0.248 -0.275 0.186
Sala_2136 YP_617178 3-beta hydroxysteroid dehydrogenase/isomerase 0.061 12 -0.009 0.993 1.000 0.522 0.155 0.882 1.000 0.748 0.178 0.861 1.000 0.685 0.150 -0.068 -0.783 -0.579 -1.281 -0.103 -0.297 -0.701 -0.495 -0.326 2.224 2.227 -0.003 1.106
Sala_2186 YP_617228 response regulator receiver protein 0.030 18 0.779 0.447 1.000 0.333 0.187 0.855 1.000 0.741 0.178 0.860 1.000 0.685 0.007 0.589 0.109 0.448 0.409 -0.202 0.021 0.384 0.060 -0.519 0.120 0.419 -0.044 0.020 0.188 -0.006 -0.495 -0.437 0.060 0.324
Sala_2669 YP_617707 cell divisionFtsK/SpoIIIE 0.096 1 0.182 0.862 1.000 0.686 0.096 0.096
Sala_0699 YP_615753 ABC transporter related 0.117 2 0.183 0.885 1.000 0.496 0.088 0.944 1.000 0.756 0.173 0.867 1.000 0.686 -0.522 0.756 0.117 0.904
Sala_1275 YP_616322 two component, sigma54 specific, transcriptional regulator, Fis family -0.092 1 -0.175 0.867 1.000 0.686 -0.092 -0.092
Sala_1343 YP_616390 cytochrome c1 -0.041 17 -1.509 0.151 1.000 0.171 -0.158 0.877 1.000 0.747 -0.169 0.867 1.000 0.686 0.309 0.345 -0.372 -0.302 -1.077 -0.408 -0.330 -0.474 0.216 -0.250 -0.877 -1.097 -0.081 -0.701 -0.327 -0.392 1.723 -0.241 0.658
Sala_1450 YP_616496 RND efflux system, outer membrane lipoprotein, NodT -0.095 1 -0.181 0.863 1.000 0.686 -0.095 -0.095
Sala_2108 YP_617150 DNA topoisomerase IV, A subunit -0.035 11 -0.009 0.993 1.000 0.522 -0.178 0.866 1.000 0.743 -0.172 0.866 1.000 0.686 -0.143 0.452 -0.201 0.206 -0.155 0.684 -0.200 -0.216 -0.224 -0.192 -0.022 -0.001 0.312
Sala_2132 YP_617174 Alcohol dehydrogenase, zinc-binding -0.033 16 -0.717 0.485 1.000 0.348 -0.170 0.868 1.000 0.745 -0.171 0.866 1.000 0.686 0.122 0.239 0.405 -0.277 -0.130 -0.266 -0.562 0.597 -0.325 -1.247 -0.005 -0.381 0.243 0.211 -0.103 0.211 -0.079 0.443
Sala_3056 YP_618093 3-hydroxyisobutyrate dehydrogenase -0.095 3 -0.315 0.782 1.000 0.461 -0.128 0.910 1.000 0.756 -0.175 0.866 1.000 0.686 -0.013 -0.655 0.382 -0.095 0.523
Sala_0774 YP_615827 alpha/beta hydrolase fold -0.121 4 -0.207 0.849 1.000 0.486 -0.095 0.940 1.000 0.756 -0.170 0.870 1.000 0.686 -0.126 -1.278 1.128 -0.131 -0.102 0.982
Sala_3168 YP_618204 TonB-dependent receptor 0.026 19 0.517 0.611 1.000 0.402 0.182 0.859 1.000 0.742 0.166 0.869 1.000 0.686 -0.129 -0.070 -0.141 -0.148 0.158 0.112 0.680 0.122 0.267 0.028 0.095 -0.158 0.333 0.308 0.145 0.554 0.618 -0.970 -0.852 0.050 0.423
Sala_1957 YP_617002 ribosome recycling factor 0.038 6 0.260 0.805 1.000 0.471 0.202 0.853 1.000 0.741 0.165 0.872 1.000 0.686 0.518 -0.144 -0.003 -0.022 -0.283 0.109 0.029 0.274
Sala_2041 YP_617083 ribosomal protein L21 0.037 15 0.228 0.823 1.000 0.476 0.161 0.875 1.000 0.747 0.164 0.872 1.000 0.686 -0.279 -0.545 -0.322 0.063 -0.116 -0.143 0.641 -0.025 0.075 -0.649 -0.360 -0.136 -0.090 1.071 1.309 0.033 0.558
Sala_2948 YP_617986 transcriptional regulator, MarR family -0.088 1 -0.168 0.873 1.000 0.686 -0.088 -0.088
Sala_2379 YP_617421 TonB-dependent receptor -0.088 1 -0.166 0.874 1.000 0.687 -0.088 -0.088
Sala_2022 YP_617066 protein of unknown function DUF853, NPT hydrolase putative -0.087 1 -0.165 0.874 1.000 0.687 -0.087 -0.087
Sala_0669 YP_615723 cysteine desulfurases, SufS subfamily -0.062 5 -1.144 0.317 1.000 0.269 -0.124 0.921 1.000 0.756 -0.160 0.877 1.000 0.688 0.533 -0.656 0.341 -1.315 -0.994 -0.418 0.818
Sala_1433 YP_616480 hypothetical protein -0.065 3 -0.677 0.568 1.000 0.384 -0.096 -0.158 0.879 1.000 0.688 -0.640 0.770 -1.446 -0.439 1.122
Sala_2215 YP_617257 band 7 protein 0.030 12 0.093 0.928 1.000 0.506 0.155 0.882 1.000 0.748 0.155 0.879 1.000 0.688 -1.062 -0.506 0.110 0.057 -0.555 0.397 0.505 0.525 0.169 0.422 -0.073 0.167 0.013 0.489
Sala_2249 YP_617291 HflK protein -0.036 18 0.013 0.990 1.000 0.522 -0.143 0.889 1.000 0.751 -0.152 0.881 1.000 0.688 0.173 1.490 0.802 0.301 -0.652 -0.234 0.098 -0.163 -0.667 -0.757 0.460 0.172 0.138 -0.188 -0.216 0.070 -0.375 -0.421 0.002 0.552
Sala_2257 YP_617299 hypothetical protein 0.083 1 0.158 0.880 1.000 0.688 0.083 0.083
Sala_1576 YP_616622 N-acylneuramite-9-phosphate synthase 0.046 9 0.408 0.694 1.000 0.431 0.130 0.900 1.000 0.756 0.150 0.883 1.000 0.690 0.388 0.379 0.324 -0.211 0.116 -0.348 1.249 -0.747 -0.423 0.081 0.593
Sala_1527 YP_616573 Sulfate adenylyltransferase, small subunit 0.030 9 -0.246 0.812 1.000 0.473 0.156 0.883 1.000 0.748 0.139 0.892 1.000 0.695 0.560 -0.094 -0.235 -0.355 0.052 -0.093 0.012 -0.357 0.288 -0.025 0.300
Sala_1982 YP_617026 Gamma-glutamyltransferase 0.029 17 -0.737 0.472 1.000 0.343 0.133 0.896 1.000 0.756 0.138 0.892 1.000 0.695 -0.111 -0.345 -0.305 -0.308 0.257 0.231 -0.784 -0.195 1.545 0.028 -0.522 0.203 0.202 -0.492 -0.346 -0.442 -0.188 -0.092 0.517
Sala_3098 YP_618135 hypothetical protein -0.074 1 -0.140 0.893 1.000 0.696 -0.074 -0.074
Sala_1842 YP_616887 threonine dehydratase 0.041 10 0.164 0.874 1.000 0.493 0.112 0.914 1.000 0.756 0.128 0.900 1.000 0.700 0.829 -0.391 -0.374 0.277 0.324 0.569 0.017 0.042 -1.126 0.120 0.029 0.554
Sala_0033 YP_615092 outer membrane protein -0.019 4 -0.063 0.954 1.000 0.514 -0.218 -0.073 0.944 1.000 0.703 -0.688 -0.383 0.486 0.508 -0.019 0.609
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Sala_0162 YP_615219 PAS/PAC sensor signal transduction histidine kinase -0.052 2 -0.291 0.820 1.000 0.476 -0.139 0.912 1.000 0.756 -0.113 0.914 1.000 0.703 0.127 -0.231 -0.052 0.253
Sala_0249 YP_615305 methionyl-tRNA formyltransferase -0.052 1 -0.098 0.925 1.000 0.703 -0.052 -0.052
Sala_0571 YP_615625 hypothetical protein 0.025 10 0.461 0.655 1.000 0.420 0.097 0.925 1.000 0.756 0.101 0.921 1.000 0.703 -0.070 0.283 0.526 0.225 0.570 -0.822 -0.151 0.576 -0.009 -0.453 0.068 0.463
Sala_0600 YP_615654 +/H+ antiporter NhaA 0.055 1 0.104 0.921 1.000 0.703 0.055 0.055
Sala_0653 YP_615707 Phezine biosynthesis PhzC/PhzF protein -0.056 1 -0.106 0.919 1.000 0.703 -0.056 -0.056
Sala_0692 YP_615746 threonyl-tRNA synthetase 0.014 10 0.541 0.602 1.000 0.399 0.088 0.933 1.000 0.756 0.071 0.944 1.000 0.703 0.203 0.361 -0.127 -0.598 0.615 0.091 0.080 0.036 -0.037 -0.079 0.055 0.319
Sala_0741 YP_615794 TonB-dependent receptor -0.040 1 -0.077 0.941 1.000 0.703 -0.040 -0.040
Sala_0768 YP_615821 phosphoadenosine phosphosulfate reductase 0.048 1 0.092 0.930 1.000 0.703 0.048 0.048
Sala_0786 YP_615839 RNA-binding S4 0.025 13 0.123 0.904 1.000 0.500 0.108 0.917 1.000 0.756 0.110 0.914 1.000 0.703 0.080 0.136 -0.632 -0.247 -0.242 0.072 0.048 -0.287 -0.638 -0.059 -0.084 0.799 1.289 0.018 0.528
Sala_0821 YP_615872 two component transcriptional regulator, winged helix family 0.061 2 0.207 0.870 1.000 0.493 0.099 0.937 1.000 0.756 0.122 0.907 1.000 0.703 -0.232 0.353 0.061 0.413
Sala_0826 YP_615877 phosphate binding protein, putative 0.013 20 -0.407 0.689 1.000 0.431 0.090 0.930 1.000 0.756 0.082 0.935 1.000 0.703 -0.068 0.056 0.013 -0.048 0.094 0.095 0.098 0.071 -0.404 -0.229 -0.635 -0.472 0.430 0.165 -0.253 -0.722 0.142 -0.011 0.548 0.503 -0.031 0.343
Sala_0923 YP_615974 amidohydrolase -0.039 1 -0.074 0.944 1.000 0.703 -0.039 -0.039
Sala_1048 YP_616098 SapC 0.016 15 -0.549 0.592 1.000 0.395 0.072 0.944 1.000 0.756 0.075 0.941 1.000 0.703 -0.394 -0.468 0.013 -0.160 -0.181 -0.034 0.776 -0.266 -0.629 -0.354 -0.592 -0.669 0.136 0.230 1.404 -0.079 0.559
Sala_1088 YP_616138 transcriptional regulator, LysR family -0.026 6 -0.152 0.885 1.000 0.496 -0.102 0.928 1.000 0.756 -0.102 0.921 1.000 0.703 0.659 0.232 0.012 0.015 -0.326 -0.773 -0.030 0.487
Sala_1173 YP_616222 hypothetical protein -0.016 18 0.228 0.823 1.000 0.476 -0.075 0.941 1.000 0.756 -0.077 0.939 1.000 0.703 -0.067 -0.775 0.401 0.126 -0.352 -0.349 -0.149 -0.240 -0.064 -0.148 1.526 0.276 0.088 0.288 -0.074 -0.033 -0.050 0.044 0.025 0.462
Sala_1176 YP_616225 ABC transporter related 0.051 1 0.097 0.926 1.000 0.703 0.051 0.051
Sala_1185 YP_616234 Electron-transferring-flavoprotein dehydrogenase -0.029 15 -0.118 0.908 1.000 0.501 -0.090 0.930 1.000 0.756 -0.099 0.922 1.000 0.703 0.906 1.063 -0.754 0.781 -0.075 -0.270 -0.230 -0.039 -0.245 -0.517 -0.160 -0.583 0.259 -0.184 -0.198 -0.016 0.540
Sala_1295 YP_616342 Biotin--acetyl-CoA-carboxylase ligase 0.098 4 1.435 0.247 1.000 0.231 0.067 0.953 1.000 0.760 0.083 0.936 1.000 0.703 -0.082 0.499 0.654 -0.016 0.264 0.367
Sala_1314 YP_616361 translation elongation factor P -0.015 17 -0.290 0.775 1.000 0.458 -0.086 0.933 1.000 0.756 -0.084 0.934 1.000 0.703 -0.049 -0.335 0.332 0.126 -0.179 -0.090 0.176 0.065 -0.354 0.703 -0.752 -0.385 -0.212 0.001 -0.443 0.397 0.540 -0.027 0.381
Sala_1440 YP_616486 hypothetical protein -0.017 13 0.085 0.934 1.000 0.508 -0.083 0.937 1.000 0.756 -0.084 0.934 1.000 0.703 0.342 0.159 0.488 0.188 0.303 0.120 0.043 -0.222 0.705 0.100 0.053 -1.319 -0.797 0.013 0.537
Sala_1454 YP_616500 hypothetical protein 0.044 2 0.193 0.879 1.000 0.495 0.092 0.941 1.000 0.756 0.092 0.929 1.000 0.703 0.271 -0.184 0.044 0.322
Sala_1471 YP_616517 acetolactate synthase, small subunit -0.018 20 -0.887 0.386 1.000 0.306 -0.119 0.907 1.000 0.756 -0.113 0.911 1.000 0.703 0.161 -0.222 0.026 -0.172 -0.172 -0.483 -0.301 -0.508 0.417 -0.144 -0.904 -0.190 -0.035 -0.146 0.054 0.120 0.193 0.151 0.356 0.470 -0.066 0.334
Sala_1515 YP_616561 Thioredoxin-like protein 0.035 2 0.413 0.751 1.000 0.449 0.197 0.876 1.000 0.747 0.079 0.939 1.000 0.703 0.120 -0.050 0.035 0.120
Sala_1581 YP_616627 acylneuramite cytidylyltransferase 0.064 1 0.121 0.908 1.000 0.703 0.064 0.064
Sala_1621 YP_616667 hypothetical protein 0.035 14 -0.063 0.951 1.000 0.513 0.073 0.943 1.000 0.756 0.085 0.933 1.000 0.703 0.299 0.120 0.038 -0.400 0.250 -0.075 0.245 -0.077 1.860 -1.359 -0.480 -1.072 -0.438 0.901 -0.013 0.789
Sala_1654 YP_616700 diguanylate cyclase/phosphodiesterase 0.039 1 0.074 0.943 1.000 0.703 0.039 0.039
Sala_1657 YP_616703 3,4-dihydroxy-2-butanone 4-phosphate synthase -0.059 1 -0.111 0.915 1.000 0.703 -0.059 -0.059
Sala_1703 YP_616749 protein of unknown function DUF1275 0.043 1 0.082 0.938 1.000 0.703 0.043 0.043
Sala_1713 YP_616759 SecF protein -0.025 16 0.190 0.852 1.000 0.487 -0.100 0.922 1.000 0.756 -0.106 0.916 1.000 0.703 -0.196 0.127 0.649 0.167 0.169 0.670 -0.487 0.304 -0.406 0.632 -0.293 0.024 -1.014 -0.089 0.168 -0.083 0.021 0.449
Sala_1754 YP_616800 Polyphosphate kinase -0.033 9 -0.155 0.880 1.000 0.495 -0.107 0.919 1.000 0.756 -0.119 0.907 1.000 0.703 -0.603 0.393 0.346 -0.420 -0.478 0.586 -0.260 0.459 -0.239 -0.024 0.463
Sala_1897 YP_616942 malonyl CoA-acyl carrier protein transacylase -0.021 15 0.691 0.501 1.000 0.355 -0.099 0.924 1.000 0.756 -0.101 0.921 1.000 0.703 -0.733 -0.094 0.500 0.068 0.050 -0.411 -0.411 0.937 -0.075 0.105 0.904 -0.216 -0.093 0.209 0.522 0.084 0.472
Sala_1940 YP_616985 Arginine N-succinyltransferase 0.026 11 0.103 0.920 1.000 0.504 0.072 0.945 1.000 0.756 0.083 0.935 1.000 0.703 1.710 0.602 -0.026 0.714 -0.525 -0.968 0.039 -0.291 -0.062 -0.734 -0.204 0.023 0.753
Sala_1941 YP_616986 Succinylarginine dihydrolase 0.025 6 -0.119 0.910 1.000 0.501 0.107 0.921 1.000 0.756 0.106 0.917 1.000 0.703 0.674 -0.052 -0.473 -0.152 0.323 -0.451 -0.022 0.449
Sala_2149 YP_617191 PTSINtr with GAF domain, PtsP 0.050 3 0.519 0.655 1.000 0.420 0.078 0.122 0.906 1.000 0.703 -0.378 0.891 0.066 0.193 0.644
Sala_2171 YP_617213 Glycine C-acetyltransferase -0.018 9 -0.317 0.759 1.000 0.452 -0.074 0.945 1.000 0.756 -0.079 0.938 1.000 0.703 0.238 -0.328 0.081 -1.448 -0.241 0.284 -0.080 0.516 0.414 -0.063 0.593
Sala_2205 YP_617247 hypothetical protein 0.020 10 0.053 0.959 1.000 0.515 0.082 0.938 1.000 0.756 0.089 0.931 1.000 0.703 0.774 0.993 -0.363 -0.562 -1.261 -0.364 0.137 0.100 0.178 0.480 0.011 0.670
Sala_2295 YP_617337 AMP-dependent synthetase and ligase 0.027 12 0.398 0.698 1.000 0.431 0.111 0.914 1.000 0.756 0.117 0.908 1.000 0.703 0.474 0.047 0.129 0.623 0.054 0.257 -0.962 0.376 -0.080 0.173 -0.476 -0.028 0.049 0.427
Sala_2298 YP_617340 hypothetical protein -0.043 2 -0.047 0.970 1.000 0.517 -0.115 0.913 1.000 0.703 -0.961 0.875 -0.043 1.298
Sala_2637 YP_617675 helicase-like protein 0.039 4 0.149 0.891 1.000 0.497 0.094 0.940 1.000 0.756 0.116 0.911 1.000 0.703 0.210 -0.336 0.698 -0.417 0.039 0.521
Sala_2726 YP_617764 16S rR processing protein RimM -0.039 1 -0.075 0.943 1.000 0.703 -0.039 -0.039
Sala_2741 YP_617779 4Fe-4S ferredoxin, iron-sulfur binding -0.021 8 -0.647 0.538 1.000 0.373 -0.096 0.927 1.000 0.756 -0.083 0.935 1.000 0.703 -0.513 -0.081 0.120 -0.016 0.047 -0.305 0.159 0.150 -0.055 0.240
Sala_2961 YP_617999 putative acyl-carrier protein -0.041 1 -0.079 0.940 1.000 0.703 -0.041 -0.041
Sala_2962 YP_618000 Transketolase, central region 0.023 10 0.326 0.752 1.000 0.449 0.105 0.920 1.000 0.756 0.106 0.917 1.000 0.703 -0.006 -0.056 -0.080 0.581 -0.007 0.731 -0.309 0.381 -0.394 -0.429 0.041 0.401
Sala_2976 YP_618014 Penicillin-binding protein 1A 0.029 2 0.374 0.772 1.000 0.457 0.073 0.945 1.000 0.703 0.952 -0.433 0.259 0.979
Sala_2980 YP_618018 Ankyrin 0.021 18 0.791 0.440 1.000 0.331 0.089 0.930 1.000 0.756 0.094 0.926 1.000 0.703 -0.054 -0.210 0.382 1.065 0.103 -0.086 0.972 0.241 -0.143 -0.376 0.597 -0.047 0.458 -0.286 -0.136 -0.108 -0.668 -0.173 0.085 0.456
Sala_2981 YP_618019 3,4-dihydroxy-2-butanone 4-phosphate synthase 0.017 19 -0.488 0.632 1.000 0.410 0.080 0.937 1.000 0.756 0.082 0.935 1.000 0.703 -0.194 -0.239 -0.002 0.354 -0.049 -0.314 0.043 -0.113 0.194 -0.647 -1.322 -0.276 -0.280 0.237 -0.380 0.119 0.146 0.953 0.729 -0.055 0.489
Sala_3019 YP_618057 hypothetical protein -0.017 9 -0.799 0.447 1.000 0.333 -0.066 0.950 1.000 0.759 -0.070 0.945 1.000 0.703 0.315 0.161 -1.000 -0.888 -0.730 -0.432 -0.032 1.068 -0.047 -0.176 0.661
Sala_3068 YP_618105 3-hydroxyacyl-CoA dehydrogenase, NAD-binding -0.018 19 -0.688 0.500 1.000 0.355 -0.097 0.924 1.000 0.756 -0.097 0.924 1.000 0.703 -0.252 -0.226 -0.294 -0.144 0.073 -0.040 0.123 -0.031 -0.542 -0.802 0.647 -0.521 0.418 -0.387 0.124 0.210 0.144 0.098 0.322 -0.057 0.360
Sala_3176 YP_618212 glycosyl transferase, family 51 -0.039 3 0.133 0.906 1.000 0.501 -0.089 0.930 1.000 0.756 -0.106 0.918 1.000 0.703 -0.241 0.443 -0.118 0.028 0.365
Sala_2221 YP_617263 signal peptide peptidase SppA, 67K type 0.012 9 0.496 0.633 1.000 0.410 0.090 0.934 1.000 0.756 0.064 0.950 1.000 0.706 0.233 0.238 0.148 0.294 0.227 0.077 0.233 -0.709 -0.251 0.055 0.330
Sala_1455 YP_616501 TonB-dependent receptor, plug 0.045 8 0.737 0.485 1.000 0.348 0.045 0.966 1.000 0.767 0.061 0.952 1.000 0.706 2.542 1.612 -0.874 -0.299 -0.237 0.451 -0.326 -0.414 0.307 1.177
Sala_1571 YP_616617 hypothetical protein 0.028 2 0.742 0.593 1.000 0.396 0.355 0.728 1.000 0.695 0.063 0.952 1.000 0.706 -0.010 0.065 0.028 0.053
Sala_1730 YP_616776 SsrA-binding protein -0.031 1 -0.060 0.955 1.000 0.707 -0.031 -0.031
Sala_0170 YP_615227 hypothetical protein -0.024 4 0.126 0.908 1.000 0.501 -0.038 -0.056 0.957 1.000 0.708 0.863 0.387 0.045 -1.086 0.052 0.830
Sala_0493 YP_615547 hypothetical protein 0.028 1 0.052 0.960 1.000 0.710 0.028 0.028
Sala_1916 YP_616961 translation initiation factor IF-1 0.017 3 -0.450 0.697 1.000 0.431 0.273 0.811 1.000 0.725 0.052 0.960 1.000 0.710 -0.462 -0.541 0.535 -0.156 0.600
Sala_0682 YP_615736 AMP-dependent synthetase and ligase -0.017 6 -0.200 0.849 1.000 0.486 -0.041 0.971 1.000 0.767 -0.048 0.962 1.000 0.710 -0.195 0.547 0.082 0.366 -0.904 -0.147 -0.042 0.511
Sala_1610 YP_616656 Pyruvate, phosphate dikinase 0.014 16 0.244 0.810 1.000 0.472 0.041 0.968 1.000 0.767 0.046 0.964 1.000 0.710 -0.109 0.459 -1.419 0.927 -0.156 0.110 0.165 0.434 -0.200 -0.697 0.021 -0.088 0.787 0.258 0.101 -0.052 0.034 0.552
Sala_1799 YP_616844 Shikimate kinase 0.019 2 -0.098 0.938 1.000 0.509 0.047 0.964 1.000 0.710 -0.087 0.071 -0.008 0.112
Sala_3104 YP_618141 phosphoribosylamine--glycine ligase 0.013 6 -0.306 0.772 1.000 0.457 0.046 0.966 1.000 0.767 0.046 0.964 1.000 0.710 -0.750 -0.556 0.040 0.124 0.042 0.708 -0.065 0.523
Sala_1360 YP_616407 luciferase-like protein -0.020 2 -0.142 0.910 1.000 0.501 -0.068 0.957 1.000 0.763 -0.044 0.966 1.000 0.710 -0.161 0.121 -0.020 0.199
Sala_1673 YP_616719 cytochrome c oxidase, cbb3-type, subunit III -0.012 6 0.043 0.967 1.000 0.516 -0.036 0.973 1.000 0.767 -0.044 0.966 1.000 0.710 -1.107 -0.004 -0.080 0.527 -0.061 0.794 0.012 0.655
Sala_0349 YP_615405 cysteinyl-tRNA synthetase 0.009 16 0.036 0.972 1.000 0.517 0.036 0.972 1.000 0.767 0.037 0.971 1.000 0.711 -0.482 -0.024 -0.214 -0.494 -0.276 0.047 -0.047 0.961 -0.524 0.327 0.222 0.781 -0.152 0.050 -0.073 -0.042 0.004 0.416
Sala_0724 YP_615778 transcriptional regulators, TraR/DksA family -0.008 6 0.086 0.935 1.000 0.508 -0.088 0.938 1.000 0.756 -0.039 0.969 1.000 0.711 -0.140 0.278 0.062 0.081 0.009 -0.251 0.006 0.184
Sala_2157 YP_617199 glycosyl transferase, group 1 0.021 2 0.058 0.963 1.000 0.516 0.028 0.982 1.000 0.770 0.040 0.969 1.000 0.711 0.388 -0.345 0.021 0.518
Sala_2370 YP_617412 thiamine biosynthesis protein ThiC -0.006 20 0.012 0.990 1.000 0.522 -0.040 0.969 1.000 0.767 -0.037 0.971 1.000 0.711 0.251 -0.011 -0.004 -0.421 -0.248 0.439 -0.061 -0.183 0.104 0.503 -0.051 -0.099 0.265 0.295 -0.235 -0.335 0.220 0.285 -0.349 -0.352 0.001 0.282
Sala_0822 YP_615873 phosphate uptake regulator, PhoU -0.008 5 -0.049 0.963 1.000 0.516 -0.053 0.967 1.000 0.767 -0.036 0.972 1.000 0.711 0.044 -0.428 0.431 -0.182 0.100 -0.007 0.322
Sala_0037 YP_615096 5-methyltetrahydrofolate--homocysteine methyltransferase -0.015 10 0.349 0.735 1.000 0.446 -0.027 0.979 1.000 0.769 -0.034 0.974 1.000 0.711 -0.361 0.530 -0.218 0.220 2.309 -0.250 -0.631 -0.107 -0.297 -0.265 0.093 0.842
Sala_0364 YP_615420 Alcohol dehydrogenase, zinc-binding 0.011 5 0.182 0.864 1.000 0.491 0.037 0.973 1.000 0.767 0.035 0.973 1.000 0.711 0.626 0.212 -0.024 -0.144 -0.499 0.034 0.419
Sala_1755 YP_616801 ATPase involveDNA in DNA replication initiation -0.012 2 -0.041 0.974 1.000 0.517 -0.032 0.976 1.000 0.712 -0.303 0.280 -0.012 0.412
Sala_1055 YP_616105 Alcohol dehydrogenase, zinc-binding 0.005 10 -0.029 0.977 1.000 0.518 0.033 0.975 1.000 0.767 0.028 0.978 1.000 0.712 -0.254 -0.083 0.181 0.036 0.269 -0.107 -0.486 0.851 -0.333 -0.108 -0.004 0.376
Sala_1445 YP_616491 SecE subunit of protein translocation complex -0.015 1 -0.029 0.978 1.000 0.712 -0.015 -0.015
Sala_2359 YP_617401 peptidase M19, renal dipeptidase -0.015 1 -0.028 0.978 1.000 0.712 -0.015 -0.015
Sala_3081 YP_618118 Phosphoenolpyruvate carboxylase 0.004 20 0.243 0.810 1.000 0.472 0.027 0.979 1.000 0.769 0.026 0.980 1.000 0.713 0.226 0.157 0.073 0.103 0.128 0.136 0.245 -0.010 -0.777 -0.254 0.472 0.526 -0.187 -0.003 0.058 -0.267 0.202 0.149 -0.320 -0.328 0.016 0.302
Sala_1773 YP_616819 Ribonucleoside-diphosphate reductase 0.006 19 0.053 0.958 1.000 0.515 0.022 0.983 1.000 0.770 0.023 0.982 1.000 0.713 -0.988 1.127 0.514 0.428 -0.030 0.113 -0.364 -0.155 0.449 -0.057 0.013 -0.122 0.415 -0.580 -0.507 -0.125 -0.138 -0.070 0.182 0.006 0.467
Sala_2049 YP_617091 HPr kinase -0.013 2 -0.033 0.979 1.000 0.519 -0.016 0.990 1.000 0.771 -0.024 0.981 1.000 0.713 0.389 -0.415 -0.013 0.569
Sala_0712 YP_615766 cell wall-associated hydrolase -0.009 6 0.714 0.507 1.000 0.359 -0.014 0.989 1.000 0.771 -0.019 0.985 1.000 0.714 -0.832 0.205 0.642 1.732 -0.112 -0.113 0.253 0.870
Sala_1272 YP_616319 Host factor Hfq -0.004 9 -0.273 0.791 1.000 0.466 -0.021 0.984 1.000 0.770 -0.019 0.985 1.000 0.714 0.610 -0.148 -0.475 0.256 0.101 0.287 0.221 -0.668 -0.544 -0.040 0.441
Sala_0264 YP_615320 Extracellular ligand-binding receptor -0.001 19 0.187 0.854 1.000 0.487 -0.007 0.995 1.000 0.771 -0.006 0.996 1.000 0.716 0.349 -0.335 0.122 -0.069 0.137 0.069 -0.178 -0.040 0.208 -0.102 -0.012 0.199 -0.188 0.135 0.171 0.149 0.211 -0.374 -0.282 0.009 0.207
Sala_0463 YP_615517 lysyl-tRNA synthetase 0.002 17 0.152 0.881 1.000 0.495 0.005 0.996 1.000 0.771 0.006 0.995 1.000 0.716 -0.170 -0.320 -0.149 0.350 -0.080 0.002 -0.267 -0.731 -0.179 0.936 -1.110 0.486 0.569 1.720 -0.010 -0.066 -0.570 0.024 0.655
Sala_0471 YP_615525 secretion protein HlyD 0.002 18 0.257 0.800 1.000 0.469 0.005 0.996 1.000 0.771 0.005 0.996 1.000 0.716 2.571 0.828 0.087 -0.927 0.069 -0.198 -0.299 -0.435 0.230 1.465 0.332 -0.497 0.864 0.020 -0.271 -0.697 -1.067 -1.065 0.056 0.926
Sala_0922 YP_615973 2-nitropropane dioxygenase, NPD 0.007 2 0.019 0.988 1.000 0.522 0.009 0.994 1.000 0.771 0.013 0.990 1.000 0.716 -0.365 0.379 0.007 0.526
Sala_1413 YP_616460 amidohydrolase 0.001 7 -0.207 0.843 1.000 0.484 0.004 0.997 1.000 0.771 0.003 0.997 1.000 0.716 -0.215 0.101 0.219 0.153 0.361 -0.786 -0.042 -0.030 0.381
Sala_1924 YP_616969 hypothetical protein 0.005 5 0.236 0.825 1.000 0.477 0.007 0.995 1.000 0.771 0.010 0.992 1.000 0.716 0.891 0.623 -0.537 -0.475 -0.157 0.069 0.651
Sala_2270 YP_617312 Chromosome segregation protein SMC -0.002 1 -0.004 0.997 1.000 0.716 -0.002 -0.002
Sala_2293 YP_617335 NADH:ubiquinone oxidoreductase 17.2 kD subunit 0.006 1 0.012 0.991 1.000 0.716 0.006 0.006
Sala_2777 YP_617815 molybdopterin binding domain 0.004 7 -0.798 0.455 1.000 0.336 0.011 0.992 1.000 0.771 0.012 0.990 1.000 0.716 -0.106 0.606 0.256 -0.685 0.093 -0.392 -0.896 -0.161 0.532
Sala_2990 YP_618028 riboflavin synthase, alpha subunit 0.001 18 -0.016 0.987 1.000 0.522 0.007 0.995 1.000 0.771 0.007 0.995 1.000 0.716 0.199 0.206 0.279 0.313 -0.059 0.300 0.632 -1.386 0.166 0.123 -0.621 0.060 -0.143 -0.339 0.006 0.213 0.171 -0.150 -0.002 0.443
Sala_3062 YP_618099 hypothetical protein -0.004 1 -0.008 0.994 1.000 0.716 -0.004 -0.004
Sala_1201 YP_616250 Saccharopine dehydrogenase -0.001 9 -0.043 0.967 1.000 0.516 -0.002 0.999 1.000 0.771 -0.002 0.998 1.000 0.716 0.360 0.043 0.874 -0.787 -1.068 0.111 -0.105 0.244 0.252 -0.008 0.592
Sala_2885 YP_617923 Methionine biosynthesis MetW 0.002 2 3.006 0.204 1.000 0.206 0.001 0.999 1.000 0.716 1.012 0.507 0.759 0.357
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Supplemental FIG. S1. Inverse metabolic labeling workflow of experiments A-D 

for 10ºC vs 30ºC experiments. S. alaskensis cells grown at 10ºC and 30ºC were 

metabolically labeled during growth in unlabeled (14NH4Cl) and labeled (99% 

enriched 15NH4Cl) media where all other sources of N had been eliminated. 10ºC and 

30ºC samples were combined 1:1 14N:15N as cell pellets with OD, 0.3 (λ = 433nm) in 

4 biological replicates (experiments A-D) representing 16 technical replicates in either 

a Tris (experiments A-B) or urea (experiments C-D) protein extraction buffer. GeLC-

MS/MS was used as a platform for protein separation and MS analysis, followed by 

protein identification, quantitation, and intra-experimental normalization and 

statistical testing. 

 

Supplemental FIG. S2. Inverse metabolic labeling workflow of experiments E-F 

for 10ºC vs 30ºC experiments. S. alaskensis cells were processed as for experiments 

A-D (Supplemental Fig. S1), with the exception that proteins from the 10ºC and 30ºC 

samples were extracted separately in a Tris extraction buffer and combined 1:1 

14N:15N based on protein concentration. Two biological replicates, representing 4 

technical replicates were processed. 

 

Supplemental FIG. S3. Q-Q plots of the 30ºC vs 30ºC dataset. The observed 14N:15N 

ratio of each protein was plotted (y-axis) against the theoretical value expected under 

a normal distribution (x-axis). The majority of the data points lie along the straight 

line, indicating that they are consistent with a normal distribution. However, the tails 

of the distribution show that the observed protein ratios are heavy tailed, most likely 
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caused by the detection of a larger number of proteins with large ratios than would be 

expected for a normal distribution. A. Three 1:1 14N:15N experiments; B. Three 0.8:1 

experiments; C. Three 1.2:1 experiments. 

  

Supplemental FIG. S4. MA plots of peptides and proteins pre- and post-

normalization for 30ºC vs 30ºC data. See legend for Fig. 2. 

 

Supplemental FIG. S5. MA plots of peptides and proteins pre- and post-

normalization for skewed 10ºC vs 30ºC data. See legend for Fig. 2. 

 

Supplemental FIG. S6. MA plots of peptides and proteins pre- and post-

normalization for non-skewed 10ºC vs 30ºC data. See legend for Fig. 2. 

 

Supplemental FIG. S7. Histograms of raw unadjusted p-values arising from the 

testing of each protein for differential abundance in 10ºC vs 30ºC experiments. In 

order to determine the appropriate significance test to adjust for the multiple-

hypothesis testing in an experiment, a histogram of unadjusted p-values must be 

examined. The dashed line is the expected density of each bin if all the proteins were 

null (none of the proteins are differentially abundant) (H0). The estimated proportion 

of truly null hypotheses (π0) (dotted line), indicates that a large number of proteins 

show evidence for differential abundance, i.e. there are a large number of true 

alternate hypotheses (H1). A. A Student’s t-test with a simple linear model accounting 

only for 14N and 15N label reversal; B. An unmoderated t-test with the full linear 

model; C. An empirical Bayes moderated t-test with the full linear model.  
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Supplemental Fig. S5
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