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Supplementary Figure S1. (A) Purification of AtuE-His6. Lanes 1-3 show different
amounts of purified AtuE-His6 on a 12% SDS-PAGE and subsequent staining with
Coomassie brilliant blue. Note the absence of any visible impurities even at higher

protein concentrations (35) (B) Cluster of AtuE crystals.
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PA2890/1-264 .MSLPHCET[JLLEP IEGVIR[ITNEP QS| SLAMVGE[LRAVIJAAVRDDRS[VEA| G|. ADGH[F]
PA4330/1-257 IRVERETG|L IJTLRILDRQDKKRJALTRAMY SRMAER LLEAQAD TAVRV[VL I|T|G|. GDAC
PA0745/1-272 MNTAVEPYKASSFDLTHKLTVEKHGHTALIT|INHPPA. DRDSLIGLRQLIEHLNRDDDT Y[l GloGPKEF
PA1021/1-253 LLQETRGT[VRL|LRFDNPARRWALSPALRME[LJLRALEAAECDPS/IRS Gl. GEEV[F
PA1240/1-265 MSEANSGPGRV|ITREQRGHLF|LI|GLDRAGKR| DSAMLAD[LJALAMGEYERSEE|SRC AHGE . H|F]
PA1629/1-261 ..... MSADPSPVV[LLEFPAADIALLR/LNRPQARRNALNDEVRQRIASHF|QTLGADP AIRY] cps.RCF
PA1748/1-229 .. ... . ...MSEL[I|SYQFEDG[IAT|L|T[LINN . GKV| SPAVIDAFNQALDQALQDKAV.|. clo.pPGIfm
PA1821/1-270 .. ... . .MTEYNAFF|RVELADK[I AHV|QZ|NRPDKI| NQDFWRE|I|IELFRWVDD TDE[VRV|V GlaG. KHJF
PA2767/1-322 ..... .MTLAPRHLRIEQRGRVLQVLILDNPPA LTTAVMQE[L[AD|LLEEDLEQRQD|IGA[V GAADGVF
PA2841/1-263 .. ... MNDTLPGR/I|SRERRGH|LL|L|L|GLID[RVAKR] DLPMLDD[L[VARLGEYEADDQ[LR|CA IAHGE . HJF]
PA3426/1-256 VIIVERNGP|V T|T|LV|I]ARPERRSAVDRP TAQALADALIREFEADD TAR[V] GlsG . GNJF
PA3591/1-265 LLERPEQGVAL|LRILNRPAVLYAUNMRLREALAEHV[RRLDECAD|TRV| GNGTA.[F
PA4980/1-263 [LJoTRVEAGI AWLVILINRP QQR DIPTLEALHVRLDACERDPAVRAVVLGGSGRS .[E
8(? 9(_) 109
PA2890/1-264 CA[ MAGARAA. . ..... GAEAYRTLNRA. ... . .FGSLLEEAQAAPQLLVA
PA4330/1-257 TS[G FILEQPPS....... LRDS..PVGRF.... . .MSALLE....FPKPVIA
PA0745/1-272 SAG FADGDKA....... RA...REMARR.... . .FGEAFEALRDFRGVSIA
PA1021/1-253 CAG MRVTELA....... AGRARMQDN. . ... . .ARLVRQMVRMGKPLIA
PA1240/1-265 TA[C LAPKLAA....... SGFRYPDGGVD. . . .PWGVVQPRRS. .[KPLVV
PA1629/1-261 AAG LSTSTAI....... GLY..... GRH. .. .GERYWEAIARCPKPVIA
PA1748/1-229 SG[G MT....S....... GPENAVNLVAA. . . .GSTLARRLLSHP[YPVIV
PA1821/1-270 SsS|G JAQVGSQLGKDVGRNADALRRKILE. . . . . .LQASFNAVDNCRKPVLA
PA2767/1-322 LTH IERAVAPITFSMPAWLTRLLLESESLLRHLPGARKLLRRTLLAGVADMNLFHEVTAHMRRMDKVFIA
PA2841/1-263 TAG VGETFRQGWKLPEGAVDPWGTEGG . ¢ v v vee vt et e et et eeee et ieiae e RRPS[KPLVV
PA3426/1-256 CAG VAEDGERRNRLEAEG. ... ......... .DGPMGPSRMQLGKPLIA
PA3591/1-265 AAG LAEASALEIQQRGV. . .. .ERHWQALAACRKPLIA
PA4980/1-263 CA[G WARREARGELESYGWTEAR . « o vt v i ie e et i eiee e iiiee e e eean HALMGRLHALDKPTVA
10 12? 130 140 170
PA2890/1-264 VEEaV TG GGF GLAC ATJARAD....AQFGLPETS . RR[TG ERRLALTARRFDGRER
PA4330/1-257 /N[EPRVIGI|GTT|LL L VIFVGRN...A.RLKMPFVN| TP RML ARELIMLGQDFSGEQM
PA0745/1-272 N[e Y2 MGG|GLECAL RIIAERQ...A.QMALPEAA| LPWLVGEGWAKRMILCNERVDAETE
PA1021/1-253 E[gW2 VIGA[GIL S[VA T I|VCGAG. . .A.RFAAGFGKV LPAR[T ARQIILMFGQVVEAEER
PA1240/1-265 /olgT/cWTAGIEL AVIAARG...T.RFAHLEVL FPRAR IAMRY IILTGDEFDADEL
PA1629/1-261 /IN[EFI2 LG GlGICE|L I[VAGES...A.QFAQPEIK[V LVRAVGKFQALRMLFTGCLVKAP QR
PA1748/1-229 PleHR VAKGAF|LLL RIGVDG...PFQIGLNEV. IAIRDR[LRK SAF|TR|SVINAEMF SPAAR
PA1821/1-270 AI|Q[eY|CL|GGAIID[LVS| RYSTAD...A.QFSIKEI | LPRIIIGDGMMRELAYTGRMVDGEER
PA2767/1-322 AI|N[ELIAL|GGGCE[LAL] RILMAEDDQVERFLGQPEVL[T G| LARS|LGVARALELCLEGQLLEPRQE
PA2841/1-263 /olgY|cY|T I|GTE[LML NLICASN....ARFAQLEVQ G| MHQV|AG[WGNAMRWLLTGDEFDAHER
PA3426/1-256 ~I[E[EYAVAGGLELAT RVMAEDAICGVFCR. .. .R| G IJPRIVGQGRALD|LILTGRPVKADER
PA3591/1-265 AV[E[EHT|GGGCELAY IVAGAS....ARFAQPEIRY G| i SKFQRLRMIJFTGCTVRAPER
PA4980/1-263 AVN[gS|AV/GAGMD[LAL RIAAAS....ARFKAGYTGMAY/CPDAGASWH|LPRLLLG AKRLIFLDEAWSAERE
180 190 200 210 220 230 240 250
PA2890/1-264 TRLGLVHF[CEADADALEQRTEETIEQLRRCAPN KALLJLASESGELGALLIDDAARQFAERVGGA[EG s[EGTL
PA4330/1-257 AAWGLANARALEDGAT|V|LEHARDAARREFLHLAP|S KRLMKAPFIEELRRV|IAEEGD IFSTRLR[SPERI[EALS
PA0745/1-272 LRIGLV[EQV[VDSGEARGAALLLAA. KVARQS|P|V] K| QGARERAPNTW[LPEERERF VD[LF D|2/Q[D|T RE|G|V]N
PA1021/1-253 LRR|[IGLADR[LCAAGGA[L|AMA[L|. E[LAGRVEQQAP|L K| . .AEGLDLL{LEREGELQSQLF L|SAD[HAE|GK
PA1240/1-265 LR VVEPGEE|LARA[L|. E[Y AERIARAA[P|L L FQGRDEGDDAA[LSRVNE SLAAL|IGSE[D|VRIE|GV|L
PA1629/1-261 LA VVADEST|LARA[L|. E[L AME|IARLP[P|L KEV[VLAGADLPLDSALALERKAFQL|LF D|S|Q[D|QK[E|GMH
PA1748/1-229 VDAGFLDT|LV.SADQLQESARARAAQQLKKLNMT KLK[VRKALLETLDQA[IELDKKELG.|.|. .[.|.[.[. .|.|.|.|.
PA1821/1-270 RS|IGLVNR[TYADQAALMDGVFELARQIARKS[P|T K RYMRDHRVDDG|LE Y VATWNAAMLQ[S|AD|LRIVIAMA
PA2767/1-322 LALGLVNG[L|. APASE|[LLEAADALAQRISRRS[F|Q K YQAASRDWTEGMASEKAGE LSAASOGNTRRAMR
PA2841/1-263 YRLGLV|QE[V[TAP .ED|LLDHAIALAERVAAQAP|L L ROALLEGEAVARAALPEAARRTIILDSEDAKE|GLR
PA3426/1-256 L1QIGLANRVVPSGSARAEA|. EELARELAAFPQT RIAS[VYAQWELSFDVALANEF QGGLAV|IES|GE|TLE/GRIQ
PA3591/1-265 IAIG IAADGOQA[L| . ELARQIAGLP[]P[L KEV[VLAGADLPLDQALALERKAF QL|L|F D|SHD|QK|E/GMR
PA4980/1-263 1/GA [VIVAD . EH[L [FARRLASGP[TF 1 RDGAGRSLAEQRAEQAAGLLICIGRSEDAAEALR
260
PA2890/1-264 [EFVQKRKPVWAQ. . .. .. ....
PA4330/1-257 |AFMHRRQPD[FSRFA
PA0745/1-272 |AF|LEKRDPKWRNC........
PA1021/1-253 |AF|LAKRPP V[
PA1240/1-265 [~MV|QKRAPA
PA1629/1-261 |AF|LEKRPPNYQGK. .. ......
PA1748/1-229 |.|.[.|.|.|. ...
PA1821/1-270 |2HMA[KQKPE
PA2767/1-322 [E[Y|I|E[RVRT T
PA2841/1-263 |ALIQE[R|
PA3426/1-256 [RF[XKD(G
PA3591/1-265 |[AF|LE[K
PA4980/1-263 [AVRAE[K
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Supplementary Figure S2. Sequence alignment of P. aeruginosa putative hydratases.
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Supplementary data set: P. aeruginosa proteins identified in the GeLC-MS/MS
approach. Results from the GeLC-MS/MS experiment are shown on different Excel
sheets as indicated at the bottom: all identified proteins, proteins that showed a
significantly increased abundance in the presence of octanoate, proteins that showed a
significantly increased abundance in the presence of citronellate. Proteins exhibiting a
change in abundance > 3 and a p-value < 0.05 were considered as differentially
abundant.

The tables show the fold-change, p-value and the “number of peptides used for
quantification” as well as identifiers (Locus-Tag, NCBI accession number, gene
name) for each protein identified. In addition metadata like subcellular localization,
putative function, MW and pl as retrieved from the “Pseudomonas Genome
Database™ are given for each protein. Only proteins with 80% peptide- and 99%
protein-probability (see materials and methods) and a minimum number of two

peptides per protein are listed.



