Name

Accession (aa lengt

Protein sequence

ains (Interpro, HM M Panther, Prosite, Pfam)

TM Predictions

2D predictions

predictions

OUTER MEMBRANE

TOM complex
MCSVFFEVVEPLDHATFLSVCDEV L RDSLLVL APFGLPRHLREAL GSEKEFIRL Y GPRFRFILEAVS
DVTYKERGVTESQVAVTLHKL TEEEQNPEAMAYLARMGDSLREIY SPARILEL PTRAPTSTADLAT
IGSSLLGAGAVY TPGPQQAGRRGGRGGGAPL CDGTPRQPSRAGHAGRCSSSPAGDGDSSCAGEN
NK CSTAGRAEGGGGGGGGGDSRADK GETDHDKY QRERVASCLSALRGCREEL EVFSDELEQAHI
QALTEAFAGRY SGAAPPGDSAGGSSSSSQEL K SRRSDVAALDEFAAVPFLDHEL FMLVRAIEEERL
GEEK GAGK EKESASGGGSSSSSATGACSESPTAADGDGDTSLCERPAACLEFLL TSQAVRVRADES| N ! ) N
MERGLDKEAAASLKEANILMEAFLEEGQRLPRPSRHLAEL RAGLAK CEMRGGDLEAAIAHAEAAL '(:anglfgfc}g?;:i’m)' Tf;::”?:?;fg;g?fmﬁgﬁg KOGO547, Trandocase of outer |22 4 T:a;soﬁaz lz"a"e PHYRE: mulf ahelical rPHYRFT';RO?Og:fJa"'mpep"de

Tom70a Esi0007_0019 (952) AEHPACGEAFLIRGQCRRELGDNGGALRDLYNAFVLQGNALNNAGDGSEAQAIEDVSRESCRAR (2P, "ETeToPACeTaon ol Heos 1 o " |mitochondrial membrane complex, [T ed[f°‘4 Traembre |audure 15000] EE/“ o ructureof th
AGEEFSQRAAPNALPADWVVRSFLTSY DTKGLYEEHDAVFRLHGEDPVAAAAAAEGDEGGQAA oo oo iir o n bl P subunit TOM70/TOM72 P ) smer fucture essotcrym s 2' ”37”'90 ©
AVTEFWQGL SLVREGK Y AESIAK FSSSV SAFSSSAPVAVL GEGTGAGDTTRIQSLALEY CGSFLYL : peptide repedt, 0. Segment veast tom70, 1.2e-
MGDMNTALEHLRLAGEVDETNAK SWVKRGSVL SDLGRREEAFECFDAAAAIAPRDSDLFLHRGQ
GHLLANDFRKATADLRRSVEL CPTMPISRAAWGVALFKLATAAEL PSPSSLSKCVQVLEESRELFP
ENPEVLFFFAEVLISMGDFKKGLEFLQTAASLDPECPVPYVNAARAY LGMNDTKAARRQVVAVY
QQGYDFFLDGHAVCPATGCCASENL SVIGRRMRFILRSMLMPMCVLLGTVKSLFLFHSFVGICSRF]

SLAATTWCMVQLFWDIRPIVRGRLCLWSNRLLRFRDFVCDR
MGQGIKVCSSQGPSIPLLPARRVQKHHLRTPGPRREGRGRWRMDQSKLAVLGTVGLVATAAVCC
AIVFSGRFSFAGSSTGKPFASSPGTTADAQGV AASNKVIDDEDDKDKL TGGV STEKGTGKGDSGG
GDGSRAAPGSGGASVPAAEAAAARGVAVGQGKAEDGEAL IVRFNRANSKAKKLFTGQRYALAA
EQYGIALEL CDEL PNHDNKRTALHNNRGAAY EKDGQYALALADCSMCL SREVGHKFARVRKSR
VLEAMGKHEEAL SEVCAHL LLERDRVQAKAALNPSEPL TPPAPPANLEGLLQKVASKRADAILLE [IPR011990 (Interpro), Tetratricopeptidelike helical 1PR013026 DAS: 51-68, cutoff 2.2
¢ omiToh <0232, 0002 (739) REQTAEK QEAAAAGGAGTGTEKLKPLVKQVVMELLRSFGSFAQLERRY KGMEETAITRELKDAE |(Interpro), Tetratricopeptide region PTHR23083 (HMMPanther), | KOG4234, TPR repest-containing  |TM pred: 50-69 (in-out) PHYRE: multi o-hdical  |PHYRE: 100% crystal
— KAGKEGDGSASATTTSASRVSSLLDRGLLRMVKRNYDGAREDIFEAAEL LSTLTEADPSEAGADE |TETRATRICOPEPTIDE REPEAT PROTEIN, TPR protein score=2175 48-60 (out-in)  |structure structure of the yeast tom70
\V/PPHVKASVWEWQGTFLQLSGKLDEAMEAYRRCGEEMEAEGEEY PADVLIKMAWY CMDK EDM | PFO0515 (Pfam), Tetratricopeptide repest, 0.00022 score=2252
DAAKDLFARAGEAHPEY GSSFAHRARL DSEK DGAEQV RSFLRKAIEL NSEDAFAWEQL CRIHVQA
GDIPKATSTIEEGLEFVPNSDALLTLKAELKY SMAMKAGDASSCAAILEVFDAAIRANPSSPVLYLN
KASCLLQMMSDV GGAMELLEKGVSVDPTSVNALVQLANLKIMVAREMAEAEAATALLDKAVAL
CTTKEELMETLSVRVATEGRIKGALLLGRTTLG
MATRLPRCFAAAAAAASATSSASSGSNSSRATPPAAASSKHSQARGDGGKEPWRREAASTPADAA
GCTKLASGGCRRGAVGGTAAAAGAASYRPSIEALEASL QGLLGSVPLVRIAHADGAAAVAVEAA ) ) .
GAEGEGDAAAAV SELEDGDKPEY IQRADEQAAQMRQQLRRPAQFADQFLEV SQLTQVHSFEGFR ::F"rR»—?(F)allgoi%g?Li?ﬁé;?&lﬁjﬁfgccngmom AL IMpoRT [K0G3296, Translocase of outer ?ﬁs',gzz;u(ti‘;f_fotg PHYRE: N-terminal a-  [PHYRE: 25%

Tom40 Esi0055_0058 (442) LDMSKAVTPTFFTSHNVFFGNPQFPSGHY QGTLTVVGESETMVRASMDADCNV SMDAHAPLGM RECEPTOR SUBUNIT TOI\)I40 mitochondrial membrane complex, scor’<)3=77.8 523 (out-in) helix following by at least |Transmembrane beta-barrels,
PGLAGKLTVHQGKNDVIQGTALY HGDTCSGQISLGTGPTEISYNQAVTPHLSMGGQGQFSSAQQA | oo f o BEn (DD ) subunit TOM40 e w0 |16B-strands porins superfamily
VGLLYGFKYNTPSWAVLGRLIGGGANVVTAQYLRRVVPGRVTLGAEY QAQLGAGSQMMYV GAE » Eukanyotic porin. i :
FQLKQSKMSASVDSNGKVDSTLELKCGTFPTLPVTLTISSSLDHSEDKQTFGLALTCGQ

DAS: 50-63, cutoff 2.2
MAKKLTFNDEKRDNGPGVLQTLVVTGRSLGVAGFGWAQWAAKKTGRTGWVLLTTAVVTLVPL |PF04281 (Pfam), Mitochondrial import receptor subunit TMpred: 47-64 (in-out)

Tom22 Esi0246_0018 (112) \VFEITREAQLIEQEKIHINALLAEGKTRQEIAQMGL Y SALDPNVMGPEAS Tom22, 1.3605 NI xzig?g 48-64 (out-in) PHYRE: 3 or 4 a-helices PHYRE: 0% TraM-like
TMHMM: 0
DAS: 32-40, cutoff 1.7

Tom7 ESi0179_0016 (57) MGEKIMRRRPRRK SAPLLPKVLAVAKPIMRWGIMPAVLLMGMRSEPNPTLLEVLYPL PF08038 (Pfam), TOM7 family, 1.2¢-06 NI TMpred: 23-42 (in-out) PHYRE: Proteinwitha |PHYRE: 15% doa-independent
score=329, 24-44 (out-in) single central a-helix degradation protein 4
score=156 TMHMM: 0

Tomé NI

Toms NI

SAM/TOB complex

Miml NI
MVIPLDELPLRVRTVKIVGNNRTKPYVVEDQLQDAYEATTVGDV Y GGLVEGAQRLDGLGLFESV
QVSMDAVDDGSLDQTDVTVTVKEKNWYLLQSGATTTGTAKGNLDASEFSNLRY SVAGALRNPL

3 - 1009
o Do A T ST e W EPETIOMLTYE sy s s s s e [SSOTIIE oo v [FTE 8 et
Sam50 Esi0503_0006 (451) 1PR010827 (Interpro), Surface antigen variable number protein logous to bacterial outer 9 helix following by at least P -

GMRIGLMGDTSFAKGMLEMQRHIPLFGVELGPETY SPVTLSLCASGGAIRPFGPSKRTFFSDRFNL
GGPMTLRGFPFY GAGPRSPKEEGGCEGGDALGGDIRY TASASL GFPFPVPAMATAGWRGY LFTNL
GNLTTWDTPLKQYGRDTRVSVGVAAAWNFLGVGRLEINY AHVLRRSPRDLHRERPLQFGFGV SF
E

PF01103 (Pfam), Bac_surface Ag, 3.3e-24

membrane proteins

TMpred: 2 Transmembrane
segments

16 B-strands

member of the2 omp85/tpsb
transporter family




MASEEHGDAVPVRTSWNPLRALRSWGRIEEQPDLEQPGPVITHGSALDVMVVTQFRPAWEIQAH
LRFVRLPYRVENSSYMGSAATGLYPALTDGQFVLRSEDAAGHIASRRSDVDVGLTEAEKVEAQAL
AMLVREGLQPLLRVMRYMGDEGEVRQTVHPPMKKALSWPLSWWSPAAEGRRSKRESAVRGLD

PTHR12289 (HMM Panther), METAXIN RELATED

KOG3027, Mitochondrial outer
membrane protein Metaxin 2, Metaxin

DAS: 2 Transmembrane

PHYRE: 100% structure of

ﬁg‘w_l L Esi0338_0018 (407) RLSKAELIGRAKEMY AALDLRLGNSKEAFFFGSRPTSVDAVVFGHLAEAWTIAVLLDLLPAFDNL |PFO0043 (Pfam), Glutathione S-transferase, C-terminal domain, i‘ggﬂgg;’?en ; out m ra mil'sz Transmambrane|PHYRE: a-hdix structure | glutathione s-transferaseiii in
axin SRLFRHVCDNYFRPGSFPPPSSGGEGVAESKK SGSEDRLRDAMLRADYVNSHNAFNQLAGCALCS{0.022 ritochon d'rialr ;”an"bcaserangc‘;”me'la P ) Smer apo form

EVPYIEDPYPPRPIANAGIPPPV L AGDL PGVEGAQGTAAAGSTTAAAAAAEAAAGK ATAANESL PV it TOM 3 stoin 1 plex, - |segment

KYTVISIAAFMVLSNILSRG sdount ain
[Sam3sy
Metaxin2 NI
MDM complex
Mdm10 NI
Mdmi2 NI
Mmml NI
TNTERMEM BRANE SPACE
MIA/ERV complex
Mia40 NI

MPSSRRRSK DPADCEDPACADMADL LRKGRALAAKNK QKAASNTATDGKAAGSQAQPSSSAAE |PTHR12645 (HMM Panther), ALR/ERV K OG3355. Mitochondrial sulffdryi [PAS: 1 Transmembrane
vl Exi0202.0015 (194 TDEHAASSSRNDGCPL DK GEL GAATWGLIHTTAAHY PEKPSKETQDQARALVTGLAGLYPCTYC [IPR017905 (Interpro), ERV/ALR sulphydryl oxidase eitdase soiven in the biouenoae oy [seament, cutoff 22 PHYRE: Four-helical up- |PHYRE: 100% FAD-

- RKDFREEVRKLPPDVSSRVALSLWACQQHNLVNEKIGKPTFGCTLPALDERWKKGKPSCWEGGA | PR0O06863 (I nter pro), Ervi/Alr PF0O4777 X X 9 TMpred: 0 Transmembrane |and-down bundle dependent thiol oxidase
. cytosolic Fe/S proteins
EGV (Pfam) Erv1/Alr family, 7e-25 segments
DAS: 1 Transmembrane

Hott3 E<i0046. 0120 (101) MLVPGQVSIQFPCCKRWY ECPECHDERENHPQRISTKNVAFACK TCRKIFVKDLSIY GTEDSACPH | IPROOBLS (Intepro), Zincinge, CHY-type  PFOS495 |, o oo segment, cutoff 2.2 PHYRE: 2 or 3 a-helix PHY RE: 95% ring finger and

CETVFVLPAVTPEAKVAQLALSILAAEVSAEVSKF

(Pfam), CHY zinc finger, 8.1e-13

TMpred: 0 Transmembrane
segments

structure

chy zinc finger domain

TIM8/13 Complex

MSWFRGK K EPEPESTPEPTFSSDTSAFEGSTNFASGPPSRGGGGATSAGMGDLQAAMQIEQQKAQ

IPR004217 (Interpro), Mitochondrial inner membrane translocase
complex, Tim8/9/10/13-zinc finger-like
PTHR21535 (HM M Panther), MAGNESIUM AND COBALT

KOG3489, Mitochondrial import
inner membrane translocase,

DAS: 0 Transmembrane
segments, cutoff 1.7

PHYRE: 100% tim8-tim13

Tim8 Esi0109_0044 (125) MQAIVSRLTDLAFTKCIQKPSSSLSSSEQSCINATVLKY FDTSEFVLGRLMK SQQGGGDI TRANSPORT PROTEIN/MITOCHONDRIAL IMPORT ;‘ﬁu”” T'rm o irfn?fﬂ?’?;m TMpred: 0 Transmembrane | Y - 2o-helixstrudure o
INNER MEMBRANE TRANSL OCASE SUBUNIT TIM8 trandw ond fapiedniivti segments
PF02953 (Pfam), Tim10/DDP family zinc finger, 6.4e-15 0025,
IPR004217 (Interpro), Mitochondrial inner membrane translocase |K 0G1733, Mitochondrial import
complex, Tim8/9/10/13-zinc finger-like inner membrane translocase, DAS: 0 Transmembrane
Tim13 Esi0243_0012 (82) MDGQASAEQQQAIIQQL QEQVQAKALQELMTQMTDQCFNRCAKTSSGDRINSSEQGCLAMEMD | or o 6a3g (14 M Panther), TRANSLOCASE OF INNER  |subunit TIM13  KOG3489, segments, cutoff 1.7 PHYRE: 2 a-helix structure | T1Y RE: 100% Timl0-like,

RYMDTMGLVNKAMVAKANR

MITOCHONDRIAL MEMBRANE 13 HOMOLOG
PF02953 (Pfam), Tim10/DDP family zinc finger, 1.6e-16

Mitochondrial import inner membrane
translocase, subunit TIM8

TMpred: 0 Transmembrane
segments

100% tim8-tim13 complex

TIM9/10 Complex

MSWFGNSEPEPPSGPSPMDLAKQEVDMY SDLFTKMSGLCFKKCVVKMHGESDLNVGEMSCVDR

1PR004217 (Interpro), Mitochondrial inner membrane translocase
complex, Tim8/9/10/13-zinc finger-like PTHR11038

KOG3480, Mitochondrial import

DAS: 0 Transmembrane
segments, cutoff 1.7

PHYRE: 100% crystal

Tim10 Esi0041_0146 (107) (HMM Panther), MITOCHONDRIAL IMPORT INNER inner membrane translocase, PHYRE: 2 a-helix structure |structure of thetim9 tim10
CVSKYMEAQEKVGVILKRAEESL AAQQGGV GGPAAGGYPGVPGR f : X
Q Q MEMBRANE TRANSLOCASE SUBUNIT TIM10 subunits TIM10/TIM 12 TMrz::‘:SOT'a"“embrane hexameric complex
PF02953 (Pfam), Tim10/DDP family zinc finger, 2.8¢-16 A
IPR004217 (Interpro), Mitochondrial inner membrane translocase
complex, Tim8/9/10/13-zinc finger-like ~ PTHR10898 K 0G3479, Mitachondrial import ~ |PAS: 0 Transmembrane PHYRE: 100% Tim10-like,
! ) MTPVQQQDFLQHLESQQRKDSLAMY NNLVFRCFDECSK SFRSKRLDDGETKCINVCAEKFIKLTS . - - ! : ts, cutoff 1.7 ) S "
Tim9 Esi0075_0052 (88) Q Q SQQ (HMM Panther), MITOCHONDRIAL IMPORT INNER inner membrane translocase, segments, cuta PHYRE: 2 a-helix structure [100% crystal structure of the

RVALRFQDIQQQKAKDEAAGVQR

MEMBRANE TRANSLOCASE SUBUNIT TIM9
PF02953 (Pfam), Tim10/DDP family zinc finger, 1.9e-14

subunit TIM9

TMpred: 0 Transmembrane
segments

tim9 tim10 hexameric complex

INNER MEMBRANE

T1M 23 complex

MLLGRVGTLLPSCSGRVATRRFLAKKAAGGGGGGKKGSGTPKK GPAAIKARGAMPVSKAGK QG

SKTGKTGGAAAREAAATTTSTAKAAAAEAAASVKPPPY GGGGGFTKSEMLAARKARKASVTAKT)

AAAAATAKAAAPAAGAGAGRTGGAGAAASAAGAGGAKGQGKWGWGTKLVAGTSVGLAALGI I y

AWQLKPDEMRKLLDDSPIDHFFIWFMGKWALY SSPVKDKLLLDCPLPPGALPPPTLVLDLEGTLL :’J?géﬁiﬂ,ﬂ?:ﬁgﬁ"&g&ié? LIM INTERACTOR- K?ﬁ;;ﬁu;;?fﬁﬁng;in DA;;]!T':S!S!T"E';;”‘”S PHYRE: muli ocheiical|PHYRE: 100% HAD-like, NLI
Tims0 Esi0000_0471 (547) GTIYTRKKGWRVAKRPGLDAFLKEMSQLYEIVVFTDSMGGLADEWITQMDPQGTISQRVYRDGT prosphatase, 9 9 |segments, : - interacting factor-like

RYIDGKYVKDLSALNRPLEQTLIIDDNADCISMQPENAIKVKAFSLEDGSDPTADTALYDLAPFLR

ALATQGVADFRDVLRPHVGEDSNAVVADFRSKVNAVRQKEDAEK SKGLGGLVRQIAPVVGAGG
PAAGMGGMLTSKDIVGDAPETLSPGMAAAAAATAGGK GGGK GGGGSKPLAEKQKGGLWKSLQ
EGNKEREEDFMRRNEAFQRVMEKRMAREKAKRDEQAQQQ

IPR004274 (Interpro), NLI interacting factor PF03031
(Pfam), NLI interacting factor-like phosphatase, 4e-37

factor (involved in RNA polymerase |
regulation)

TMpred: 3-4 Transmembrane
segments

structure

phosphatase




MLRLGRHGSTLKACSLRQPAAAY ARATRPSSIWRRDPIVPSGPHDNIVRGITTNTFTNTTTNTEQQ

RSVALSRWIQADRRRGPHVGPAPAASV TQLQQWRGLASGSSGK GKGGEEEGGMFDRLKKTFTEE!
IDKNPSLKESLSKLKDAEQKLRENPSVKENLAKLKEAEKKFRENPSVQENL SKLKDAEKKWREDA
KSKQGEFAEQAEKAREKAQQGGGAFQEKFQELKQTLEEKLGKVGGESGDGKDGGEGKDGAENE
FVRASKEKFSGAQKALDENSLFSKLRVKTQAFREAVAGASSEL FPSEGQKAESAVVKKLKQPKKE

1PR0O07379 (I nterpro), Mitochondrial inner membrane
translocase complex, subunit Tim44-related

KOG2580, Mitochondrial import

DAS: 0 Transmembrane
segments

PHYRE: multi a-helical

Tima4 Esi0086_0051 (602) KKKKKKKKDGKEKAPY EGEDDEEEEEEEEEK GGMGSLMIVK TAGEAWERLQERLKESPIQDLL |- -HR10721 (HMM Panther), MITOCHONDRIAL INNER inner membrane transiocase, TMpred: 0 Transmembrane |structure PHYRE: 100% TIM44-like
GASRVVASGSLGQGAK SAKDTVKDKVEDVQEAWETSQHPLVY KL SSAWDSL TAESDEGIGVREL ';";T;g?#;?ﬁmiﬁf: dfﬂ?f:';‘g; IMa4 subunit TIM 44 segments
RRLDPSFSVEDWKRDIQEL FL PEFMSAFLRGDVKLLKQWTGEACY NKLASEAKQRKADGMVLDP| ' O
HVLDIRQGEVLAIKADAGKANPTIALQFMCQQINCVRNKK GEILEGAEDDIRATY Y ILAFQREFND
DEAELRWRVVDMMVY GAFPWY
MASEPTEESGGV QDPY SDASAKY GPLKLPELQNVDLSKMY GGAAQGKEPEY LDY NIKGRGFWER|PTHR15371 (HMM Panther), TIM23 K OG3324. Mitochondrial import |PAS: 4 Transmembrane
Tim23 Esi0047_0026 (206) MPYNAGALY ITGILGGGAAGVREGFAKAPNRRSRVLLNSIMNHAGKKGSFYGNTFAVLATYYTC |IPR003397 (Interpro), Mitochondrial inner membrane translocase inner men;branetranst P segments, cutoff 1.7 PHYRE: 4 a-helices PHY RE: 25% Mitochondrial
- AETLLDHFEVDQMGPVQQAGLGEIINPLLAGASTGLLYKSSAGPRLALMASVAGLGAVGVAYAV |complex, subunit Tim17/22 PF02466 (Pfam), subunit TIM23 ! TMpred: 3 Transmembrane structure carrier
DKTSASVLGQGIIF Tim17/Tim22/Tim23 family, 3.4e-13 segments
MM SKASRK GDDSK GEQQQQQK QQGEEQQY EDADY EPEPEEKISIVK TVAGY CVL GLVVAAL SAT|PTHR13032 (HMMPanther) FAMILY NOT NAMED DAS: 44-67, cutoff 1.7 PHYRE: 100% structure of
Tim21 Esi0103_0070 (205) ITELWPSHMAPQSIMSHAHDVFQADPDTANHFGTPLKGY GRDNNRHREGRRNFVEHVDHEDPID (IPR013261 (Interpro), Mitochondrial inner membrane KOG4836, Uncharacterized conserved |TM pred: 51-69 (in-out) PHYRE: 2 N-t a-helices  [theimsdomain of the
- KSKRTRVRFNVEGPHGHGMAY AEVSNKMESGEWVYLCVQDLQTGHVITLHDNRALLMAQAQA [translocase complex, subunit Tim21 ~ PF08294 (Pfam), protein score=1978, 47-63 (out-in) followed by 4 B-sheets mitochondrial import2 protein
GSDEEKNAFRKMLGQ TIM21, 9.8e-12 score=1876 tim21 from s. cerevisiae
MGDRDPCPHRIVGDV GGAFAFGLAGGGIWHSVK GFRNSPK GQGTQGALKAVMYRAPVLGGNFA |PTHR10485 (HM M Panther), MITOCHONDRIAL IMPORT DAS: 4 Transmembrane
VWGALFSVCDCSLVAVRHKEDAWNPIL SGAATGGILALRAGPRTAAKNAVVGGALLAVIEGMGI [INNER MEMBRANE TRANSLOCASE SUBUNIT TIM17 |KOG1652, Mitochondrial import (s, ot 17 PHYRE: 4 a-hlices PHYRE: 25% ammonium
Tim17 Esi0117_0080 (264) LLSRYMAQVEPPPMEAGGDAGGAGGGL GAPQAPRPL GLAPPLPPVGAPAGY RPMGDGGEV DSSA|IPR003397 (Interpra), Mitochondrial inner membrane translocase [inner membranetransiocase, ﬁl - ed? A Transmembrane | ucture transporter amt-1 froma
TRSHDVVTGSGFETGSRFEDTLATQDPFASNTGDRY LEGGAAPRGAGDAAAAAAEGAESRGWFG [complex, subunit Tim17/22 subunit TIM17 n’:mté uetu fulgidus (ma)
RMIGRGGGK PF02466 (Pfam), Tim17/Tim22/Tim23 family, 4.1e34 0
Pam17 NI
. DAS: 1 Transmembrane PHYRE: 100% structure of
MANPFARIIAQLAVASAGIVSRAFVSAY SQAVHNARTGTL ESAKAMSRTSKLSTLEAMQILNLQK |IPRO05341 (Inter Pro), Protein Transporter, Pam16 ) o e L
Tim16/Pam16 |Esi0237_0006 (155) GEMKPDLIKQRYDQYFGINDPDKGGSFY LQSKVFRAKEALDEQLALQAK QASEEAALKAKAAAG |IPR001623 (InterPro), Heat shock protein Dnal, N-terminal K&zﬁ““z' Uncharacterized conserved ﬁa re‘ ed!f ‘;"T‘ignz'z brere ;';'Lii' multi a-helical ﬁ&"ﬁiﬂﬂfi ?;“g:f:‘m"f ;?f
GKGGAGGAKARPAAGGARRPSANRRR PF03656 (Pfam), Pam16, 2.76.26 p prec: smer p P
segment motor, 1.5e-09
MAARPLVRIAGLKPSV SHRCPLPLLGRLGATSSSNRESGANDRHARAQALV SQARDIHV SRRNESS] DAS: 1 Transmembrane ] o )
imiapamis |Es0159. 0032 (209) VLITGAGIAVSAMVARY GLMEY QKY QAAHPEI TEEADSGAAGDQTAAGETGKASPQGAAKGAGA E;;iﬁzmgggaﬁg)' UNC':S:’:SERﬁfHDm o KOGO723, Molecular chaperone (DnaJ |segment, cutoff 2.2 PHYRE: multi a-helical T;;SE 1000/”,:;;’;‘32 °f;”‘
- SAGGFFGAFGKRHY DGGFEEKMTRKEAALILGVRESATAQRIKDSHRRILMINHPDK GGSKYMAA| : Heat shock p g superfamily) TMpred: 1 -2 Transmembrane  |structure caeno s,
RINEAKEILLKGRK PF00226 (Pfam), DnaJ domain, 6.56-09 st 6.9e12
MLGARLGRSVAKRQLAHIRGGPSSAPSPL PL CAAASRRAL SSK GPAGDIIGIDL GTTNSCVAIMEGR
SARVIENTEGARTTPSVVAFQPDGTRLVGLVAKRQSVTNPESTL Y ATKRLIGRRFKDKEVQGVQK PHYRE: 100% aystsl srucure
LVPYKIVESQDGAAWYEVQGNKMSPSQVGSMVLTKMKETSESFLGRPVGKAVVTVPAY FNDSQ |IPRO18181 (Inter Pro), Heat shock protein 70, conserved site rlvsio of SSel. aenet 10
RQATKDAGRIAGLEVMRIINEPTAAALAY GLDKADGKLIAVFDLGGGTFDISILEISGGVFEVKSTN |PTHR19375 (HMM Panther), HEAT SHOCK PROTEIN 70 DAS: 0 Transmembrane : 455 - ayeast hepl10,
GDTMLGGEDFDEVLLKHLL SEFRKESGIDLSGDTL AMQRLREAAEKAKRELDGMPQTDVSLPFIT |(HSP70) PF00012 (Pfam)  |KOG0102, Molecular chaperones ments, et 2.2 10006 arvetal Sructureof the
mtHsp70 Esi0010_0066 (689) ADSSGPKHMNVKV TRAEFENLVDGLIERAIKPCKDCMRDAGLETDEVHEVLLVGGMTRMPKVQ [Hsp70 protein 1PRO01023 (InterPro), Heat [mortaliVPBP74/GRP75, HSPT0 ﬁa ot Trenemembrane | PHYRE: /B siructure Tokda h’ém ook commte
SKVEAFFGKPPSRGVNPDEVVAMGAAIQGGYLRGSVKDILLLDVTPLSLGIETLGGVMTKLINRNT [shock protein Hsp70 superfamily prec: Smer e rom ramf;’g
TIPTKKVQTFSTAADNQSQVQIKALQGEREMATDNKMLGQFDLV GIPPAQRGV PQIEVSFDIDADG|I PRO13126 (Inter Pro), Heat shock protein 70 Segment gm’ i
ILHVGAK DK QTGKEQSIVIQSSGGL GEADIEKMVRDAEEHAEADKKRRDLIEAKNSADSAVY GTE |IPR012725 (InterPro), Chaperone Dnak n erIg gsgafe 1 8:41
KNLLEHKDKIPEDVKADVQKAIDELKAVMESEDAEQIKEKVQALQTAALKIGEAIY GNKGAAGD veraly "
DAEGAPEGGDAESDKENIQDAEFEEK K EEGEGEKK SQ
IPR0O00740 (InterPro), GrpE nucl eotide exchange factor
MVVASLSTAADY GKEQSSLAARAGGQGYWHPHAFAGRGQRGL CPLGGVRSLSTNAKEDEEDKA girlzonsos (InterPro), GrpE nudedtice adﬁsgéggf; colled- DAS: 0 Transmembrane m:eRrE dlgg:gfa' S‘:f;‘;;
) KEGGGAGGEAEQSNSK GEGEDEDEDQEGL AEKLAKTEERLMDTKEKAL YLAAEMENVRSIAKK ) KOG3003, Molecular chaperone of the [segments, cutoff 1.7 PHYRE: multi a-helical chang
Mgel Esi0000_0394 (281) (InterPro), GrpE nucleotide exchange factor, head X grpe2 bound to the atpase
= DAESARLYAVQKFAKQLLDVADNLERAIASAKEAEGEGGGDSSHDVLLQGVEMTSNELTKVFRS |t 007 0 BEE 0T A0 B GrpE family TMpred: 0 Transmembrane  |structure + onef-strand G0~ O 0 18 TP
QGLEKY GEVKDKFDPHLHDAMFEFVNPAQEPGTLGQVLKCGY TLHGRVIRAAQVGTVKAA MITOCHONDRIAL Pr01025 segments cheperone drok
(Pfam), GrpE, 8.4e-52
T1M 22 complex
Tims4 NI
MPADDDRRHGECCNQQGPEGLRSLHPQL GSRLPFFLPWYPRPAAGAADAMPTPPVLTESCGFKLI |PTHR14110 (HMM Panther), MITOCHONDRIAL IMPORT ) . DAS: 3 Transmembrane )
imo2 Exi0063, 0018 (192) MGTVGGAGMGFVFGLFLGAMGDMQPLQMINGREVPQAPFREQARLAY KQTADRSL SMGRNFAS|INNER MEMBRANE TRANSL OCASE SUBUNIT TIM22 ﬁggﬁiﬁx;”:ﬁ‘r‘:ﬂ'aj Import | segments, cuoff 1.7 PHYRE: 4 a-helices mmﬁ 1?;?]’ Sr“?:n‘:z‘zzmz
- FSAIFMGSECVIEKMRGK TDMMNSVY AGCATGAAFGMK QGPQAACFGCY GMATFSALMDKLM |IPR003397 (InterPro), Mitochondrial inner membrane translocase r ocass, TMpred: 3 Transmembrane  |structure irug transport
GH complex, subunit Tim17/22 subunit TIM22 segments ichia coli, 1.3
Tim18 NI
Timi2 NI

Tim17/22-like proteins




MAY CRLLLQGLLLSVALGCNALPGWSRNSVGAAVQPHHGLAWTSRTPTTRTLRRQFPVAAAVAS

PS51257 (Prosite), PROKAR_LIPOPROTEIN

KOG1652, Mitochondrial import

DAS: 4 Transmembrane

PHYRE: 5% ammonium

TImLI2A |00 o065 217) TSHLTTGRTASGVMENCMEACLTTMQSFIGGTIMGCVIGGYMGGSFGRVPDVGIWLK SVQTKAVE|IPRO03397 (Interpro), Mitochondrial inner membranetranslocase | 22 M Sion ey segments, cutoff 1.7 PHYRE: 4 a-helices oo At
(Tim22like) - MGGNWGQL SAAFTGFTSISTVIRGRNDKWDQVL GACGAGAFLNRAK GPQGMAQGAATY GLFSL |complex, subunit Tim17/22 PF02466 (Pfam), il ocase, TMprec: 4 Transmembrane  |structure b
IFAFPSGQDDELDVVDIPVDAPKTR Tim17/Tim22/Tim23 family, 5.4e-17 subuni segments 9
MGWFGLGRRKPADESSPSSPTL STDGINMSTGCGAQAASESTGRSCTPMAEPVGAPK TTLNAPAA DAS: 4 Transmambrane
AMRADACDKASPVEEQQEQQQGEGVADSSPGY AHRLKAAFLDTVATAKRAPETMEEAMAVIKG |IPR003397 (InterPro), Mitochondrial inner membrane translocase : &cms‘oﬂe'n PHYRE muli achelicd | PHYRE: 65% Phase 1 flagdilin
Tim17/22-8  |Esi0046_0104 (318) ERAVKPDY GRAVGTV SAAFAGGCAHGWWHGAAL AAKY PPHQRSIVRVRAGARRGLRFATFALI |complex, subunit Tim17/22 PF02466 (Ptam), NI Al ed'_ smmsnembrane |adre s e L Tlagetin,
FEGSSAVMEALRRKKDFVGGTVGGALAGMAY GV SGGVAAARSGLFY GVWLGGVFGLFRNHVA |Tim17/Tim22/Tim23 family, 5.8e.07 e g
SLREQARLAEEDERL AQEERDAIGETAL RRSIAGIDAQVRTWPTAAADSEDETDTTELASSQRTP Segment
OXA complex
MSTAAGTGHSGDVATTADLGPDAMAGGADAAMAAAGTADQAQAALEVAPETFKMALY TPPQV
AMMAVDYVHATTGMPYWMTIVAITVGIRTAILPIGLLAARNGARTAAMKPEMDEL QAAIKGDQQ A ) !
SSQPRKADRY RQETKALFQKHKASLYMNAALPIVQLPLFIGFFLGLRRMPDVVPEFATGGVLWFQ ;2/03\1(?3?:0 nterPro), Membraneinsertion p'°§”'_'m 1242 |KOG1239, Inner membrane protein DAS: 41'330;'2 gra”e PHYRE muli ahelicd | PHYRE: 95% membrane rotin
Oxala Esi0028_0040 (412) DLGAPDPYMIFPVMTGVMMMAMAEL GGEGGALAGSSVKMKAGMRGMALLVTPLTMYVSTGV 428 ;i andlocase involved in respiratory |0 - - i embrane p
FVYWTTSNFY SILQTLAFK SSGIKKFFDFPDL PPNKLK SNTAEKEI GWLDVL GGDHPIKEYRkMQD | M "fa:aemm)r"c;xg;%%sa PF02096 (Pfam), 60Kdinner | 1 i acsembly TMpred'sA Transmembrane - |structure / hydrolase
QREVQAWFVEGEGGWTRKAHNAEQGEGGNV AREGAPFHAPPSMAGPY SGKAKTPSFASSAAAG | METRrae protein, 3: Segment
TPKVVLRSVRPKPAGDRGKTAARGPRKNRG
MLTGARL SRQSRRLVGRVHGNGASL TAPAIAENRL THHDGSDNSKRTCRGY LRPPQHLLQAQTL
HVPALQQRGHRSSSVTRLGGDGSAIGAAAL GGGRGL DL SAAWRGAAAAGGTVGARRSFWGRSG
GDGSQAGSSGSGSDSGSGSEDSAGFPETGGAADADGWSAPPDAWAPDEV PPEIPQDASY PGFDV G A ) !
EGFSVDSAAAALDAVAGAAPDASAVGTAMTATGLSAADLGMYPHHLFMHVIEYVQATAGVPYW| ;2/03\1(?3?:0 nterPro), Membraneinsertion p'°§”'_'m 1242 |KOG1239, Inner membrane protein DAS: 41'330;'2 gra”e PHYRE muli aheicd | PHYRE: 95% membran
Oxalb Esi0025_0161 (553) EAIVMVSVAARIAVLPAVATFLGMSKRLNMIKPEMAVHQGKMQDIKNRMEANPEIKEAAMAEM 428 1, andlocase involved in respiratory |0 : - RE embrar
MLVSQEMGNLLKQHRIHFPKMMLSMFAQFPVFISLFLATRDMGTY FPGY MTGGLDWMMNLNAP (HMM Pamher), Oxal, 5.3e-41 PF02096 (Pfam), 60Kd inner chain assembly TMpred: 5-6 Transmembrane  [structure protein, transport protein
DPTWTLPILTSGSMILLMELGSDMPAAHGPDKPNFNPKVMFRVMSVV FVPVAFSMPAGVLY Y T [MeTPrane protein, 4.1e:34 Segments
TTNVFGMLQRGL FEMRPVQQAL GWPL PEDMPAPAAPADK KEPAEADFASK EDLERWGGGGEGA
SGEASRAAAEAAERAREAVAKASKVRHEEL KRQHGERSGEDGPK
MHVMGGVQSGVQAVHHTTGLPWWATIAVATIGVKISLLPVVVY QAGHMDRMRAAWPEIQILRG - ) ]
YLATSLEEIPQERVLERWRK YKVFFSGARGVLGLHGTHLRGMFATPLVNLPVFITFVWSIRGMLR g(:i%?gi(' nterPro), Membrane insertion p’;‘r?_'r; 1pazs |KOG1239, Inner membrane protein DAS: 4T’Znnsoﬁ52 lz’ra"e PHYRE: muli ahelicl | PHYRE: 95% Voltage.cated
Oxalc Esi0170_0057 (261) DGTVPGLDTGEADTVHSLMLPIGTLCTY TSLEIVKMKGATGWMKFFQDGMQTFIILMLPWVSTF 28 1iransocaseinvolved in respiratory |0 g - iE: 95% Voltage gat
PQGVEMYWIPSAVFOMGQTY TMKNNKVREL LGLK PLGLPPREAAGATPSLAPAPAPAPIPAPKAI (HMM Panther), Oxal, 3.8e-32  PF02096 (Pfam), 60Kd inner chain assembly TMpred: 4 Transmembrane structure potassium channels
GG membrane protein, 2.1e-19 segments
TAT system
' . 259
MKLACCVLVWACALAARVAEAFVPALAGRAGIMSAAGRQASMSPAAAGRQNAFSHTSY GSPAQ DAS: 2 T'(;"L": oﬂe‘z g’a‘e PHYRE: muli a-hdical mi?:mfg ;o!g)ysm i:‘nc'ure”f
TatA/B Esi0067_0034 (171) AQSSRWL SGRPSSGASTTTMGLFGLGAPEIAVCIAVAALILGPDKMAGFAKDMGKMAGELKDVP |PF02416 (Pfam), mttA/Hcf106 family NI Al ed'_‘°”2 maembrane |adure et vt o el tamingi
KEFQAGVEEGEAKTQK TIREIESNGLAVEDAEPATKKEEEEKA prec: Smer me ote
segments extensions of the leucine zipper
MKRLQLSIYYIQELNYRLAYAALGTTLIFFTTYTYKQGLIFLLLPKGLSHFVSAGLTEIFFTYIQLCII DAS: 7 Transmembrane
ac g (259 LSISFGIFLIASQSYVFLRPGMY TYESSTFLKLIISAFCFYTY YILVFPALIKVSWEL FLTY SQNFTPIN [PFO0S02 (Pfam), Sec-independent protein translocase protein | segments, cutoff 2.2 PHYRE: multi o-hdicdl  |PHYRE: 85% Rhodopsin-like,

LTFEPRLNNY LDHIQQLNKILIFSFPCLLTLNLFQKY TNKQLWVKHRGIAY IIAFFIAAFITPPDIISQI
LVGAPLIFFFEIQIILWAFYKEYKKQLLVRQPIKSHKNTLRNKE

(TatC)

TMpred: 6 Transmembrane
segments

structure

0.014




