
 

Supplemental Figure 1. Growth and mtDNA stability upon inactivation of SAM37 in C. albicans 

and S. cerevisiae. A) Growth of C. albicans and S. cerevisiae wild types and isogenic sam37 deletion 

mutants was assessed in synthetic complete media. Overnight cultures were diluted to OD600=0.1 and 

growth was monitored by measuring optical density over time. At least two repeats in triplicate were 

performed. B) Growth of the indicated strains was assessed at 30°C, on YPD or synthetic complete plates. 



10 fold serial dilutions starting from OD600=0.5 were dropped on the plates, and growth assessed after 3 

days at 30°C. The far right panels show that the slow growth of the C. albicans sam37ΔΔ mutant is 

complemented by re-introducing a wild type copy of the SAM37 gene into the mutant genome. C) Cells 

derived from wild type S. cerevisiae and the sam37Δ mutant were stained with DAPI and visualized by 

fluorescence microscopy. Clear nuclear (bright staining) and mitochondrial (cytoplasmic punctuate) 

staining is observed in both wild type and mutant cells. 



Supplemental Figure 2. Filamentation by the sam37ΔΔ  mutant in liquid media in vitro. C. albicans 

cultures from the wild type (DAY185), the sam37ΔΔ mutant and the reconstituted strain were grown 

overnight in YPD and then diluted into pre-warmed filamentation media at 37°C. Development of 

filaments was monitored by microscopy over time. Filamentation by the mutant was delayed in M199 



(see the 3h time point) but after 5h the mutant was filamentous. In Spider media the filamentation defect 

of the sam37ΔΔ mutant was most pronounced.  



 

Supplemental Figure 3. In vitro growth and filamentation of wild type and sam37ΔΔ  mutant C. 

albicans under the conditions used in the worm infection assay. A) Growth of the indicated strains 

was assessed in 20% BHI media in M9 buffer, at 25°C or 37°C, by diluting the overnight cultures to 



OD600=0.1 and measuring optical density of the cultures over time. Three repeats in triplicate were 

performed. B) Cellular morphology in 20% BHI media in M9 buffer was assessed in liquid media, at 

25°C or 37°C over a 4-6 days time course, which parallels the worm infection assay shown in Figure 3. 

At 25°C in vitro all strains stayed in yeast form. At 37°C, the wild type and the complemented strain 

filamented at the 6 h time point, while the sam37ΔΔ mutant was delayed, but filamentation was 

observed at day 1.  



 
Supplemental Figure 4. ClustalW alignment of the fungal Sam35 and Sam37 proteins with the 

animal metaxins. Ca-Candida albicans, Sc- Saccharomyces cerevisiae, Nc-Neurospora crassa, Hs-

Homo sapiens, At-Arabidopsis thaliana 

 



 

Supplemental Figure 5. Calcofluor white staining of C. albicans sam37ΔΔ  mutants Cells 

from wild type (A) and mutant cultures (B) were grown over night in YPD and stained with 

calcofluor white (250µg/ml). Micrographs were taken with the 100X objective. Bright field and 

calcofluor white stained cells are shown, two fields for each of the wild type and mutant cultures. 

 



>Q6PKY5_XENLA [ (score: 6.80e-246, model: Metaxin1) Q6PKY5_XENLA Metaxin 1 
(LOC407749 protein). ] 
MAAPMELYCWKGDWGLPSVDPDCLTVLTYAKFSGAPLKVHKITNPWRSPSGRLPALKTSDDGVLFQPSRIITHLRKQKYN
ADYDLSARQGADTLAFISLLEEKLLPALIHSFWVEGKNYVEHTRKWYAESIPFPLNFFLPNQMHKRNMERLKLIRGESWR
EEDEEMEGRLYTDAHECLSLLSQRLANNNFFFGDSPASLDAYVFSHLAPILNAKLPNNKLQQHLSSLPNLCRYCTSIITV
YFPWEQESGPRVAPKPPSAETQDTEDDPHKRRNQVLSVLAGLLAMVGYAVLSGIVSIQRVAPDHALEQGITMEDNEEEEE 
>Q5RKQ2_DANRE [ (score: 4.70e-241, model: Metaxin1) Q5RKQ2_DANRE Metaxin 1b. ] 
MAAPLELFCWKGDYGLPSVDVDCLAVLAYAKFAGAPLKVHKITNPWRSPTGSLPALKTREEGSISQPSKIIIHLRKQKYN
ADYDLSAKEGADTLAFVSLLEEKLLPALVYTLWIDSKNYVDVTRCWYAENIPFPLNFLLPNRMHSQQLEKLRLVRGDPVL
EPGEQLEKELYRDAFECMTLLSQRLGSQKFFFGDSPSSLDAYVFAHLAPLLKIKLPNGKLQQHLNSLNNLEQFCSNILLL
YFPSDQREAPARKIHVQSDSSDFDNEPHMRRNQILSVLFAVGAMLGYAVLTGIITIKRERPQLKNSSHEDGDEEDED 
>Q4R3I0_MACFA [ (score: 5.40e-241, model: Metaxin1) Q4R3I0_MACFA Testis cDNA 
clone: QtsA-16827, similar to human metaxin 1 (MTX1), transcript variant 1,. ] 
MAAPMELFCWSGGWGLPSVDLDSLAVLTYARFTGAPLKVHKISNPWRSPSGTLPALRTSHGEVISVPHKIITHLRKEKYN
ADYDLSARQGADTLAFMSLLEEKLLPVLVHTFWIDTKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLELLSGEHMP
EDEEELEKELYREARECLTLLSQRLGSQKFFFGDAPASLDAFVFSYLALLLQAKLPSGKLQAHLRGLHNLCAYCTHILSL
YFPWDGAEVPPPRQTPAGPETEEEPYRRRNQILSVLAGLAAMVGYALLSGIVSIQRATPARAPGTRALGMAEEDEEE 
>Q1L8P8_DANRE [ (score: 1.50e-240, model: Metaxin1) Q1L8P8_DANRE Metaxin 1. ] 
MAAPLELFCWKGDYGLPSVDVDCLAVLAYAKFAGAPIKVHKITNPWRSPTGSLPALKTREEGSISQPSKIIIHLRKQKYN
ADYDLSAKEGADTLAFVSLLEEKLLPALVYTLWIDSKNYVDVTRCWYAENIPFPLNFLLPNRMHSQQLEKLRLVRGDPVL
EPGEQLEKELYRDAFECMTLLSQRLGSQKFFFGDSPSSLDAYVFAHLAPLLKIKLPNGKLQQHLNSLNNLEQFCSNILLL
YFPSDQREAPARKIHVQSDSSDFDNEPHMRRNQILSVLFAVGAMLGYAVLTGIITIKRERPQLKNSSHEDGDEEDED 
>Q4VX25_HUMAN [ (score: 7.30e-240, model: Metaxin1) Q4VX25_HUMAN Metaxin 1. ] 
MLLGGPPRSPRSGTSPKGPWSSTGHVQFGKSPQTWPRRTRPRSPEPAAPSGVRGSTWTRRRDTPRRAGPTALSRYVGHLW
MGRRPPSPEARGPVPRSSAASRARRSLASPGISPGPLTATIGGAVAGGGPRQGRAEAHKEVFPGQRVGKMAAPMELFCWS
GGWGLPSVDLDSLAVLTYARFTGAPLKVHKISNPWQSPSGTLPALRTSHGEVISVPHKIITHLRKEKYNADYDLSARQGA
DTLAFMSLLEEKLLPVLVHTFWIDTKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLTGEHRPEDEEELEKELY
REARECLTLLSQRLGSQKFFFGDAPASLDAFVFSYLALLLQAKLPSGKLQVHLRGLHNLCAYCTHILSLYFPWDGAEVPP
QRQTPAGPETEEEPYRRRNQILSVLAGLAAMVGYALLSGIVSIQRATPARAPGTRTLGMAEEDEEE 
>MTX1_HUMAN [ (score: 7.30e-240, model: Metaxin1) MTX1_HUMAN Metaxin-1. ] 
MAAPMELFCWSGGWGLPSVDLDSLAVLTYARFTGAPLKVHKISNPWQSPSGTLPALRTSHGEVISVPHKIITHLRKEKYN
ADYDLSARQGADTLAFMSLLEEKLLPVLVHTFWIDTKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLTGEHRP
EDEEELEKELYREARECLTLLSQRLGSQKFFFGDAPASLDAFVFSYLALLLQAKLPSGKLQVHLRGLHNLCAYCTHILSL
YFPWDGAEVPPQRQTPAGPETEEEPYRRRNQILSVLAGLAAMVGYALLSGIVSIQRATPARAPGTRTLGMAEEDEEE 
>Q8R5C0_MOUSE [ (score: 2.10e-239, model: Metaxin1) Q8R5C0_MOUSE Metaxin 1 (Lung 
RCB-0558 LLC cDNA, RIKEN full-length enriched library, clone:G730021A22 
product:metaxin 1, full insert sequence ] 
MAAPMELFCWSGGWGLPSVDLDSLAVLTYTRFTGAPLKIHKTSNPWQSPSGTLPALRTSDGKVITVPHKIITHLRKEKYN
ADYDLSARQGADTLAFMSLLEEKLLPVLIHTFWIDAKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLCGEHKS
ENEEELEKELYQEARECLTLLSQRLGSQKFFFGDAPASLDAFVFSHLALLLQAKLPSGKLQAHLRGLHNLCAYCTHILNL
YFPRDGDEVPLPRQTPAAPETEEEPYRRRTQILSVLAGLAAMVGYALLSGIVSIQRTSPARAPGTRALGLAEEDEED 
>MTX1_MOUSE [ (score: 9.90e-239, model: Metaxin1) MTX1_MOUSE Metaxin-1. ] 
MAAPMELFCWSGGWGLPSVDLDSLAVLTYTRFTGAPLKIHKTSNPWQSPSGTLPALRTSDGKVITVPDKIITHLRKEKYN
ADYDLSARQGADTLAFMSLLEEKLLPVLIHTFWIDAKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLCGEHKS
ENEEELEKELYQEARECLTLLSQRLGSQKFFFGDAPASLDAFVFSHLALLLQAKLPSGKLQAHLRGLHNLCAYCTHILNL
YFPRDGDEVPLPRQTPAAPETEEEPYRRRTQILSVLAGLAAMVGYALLSGIVSIQRTSPARAPGTRALGLAEEDEED 
>Q4KLN2_RAT [ (score: 1.80e-238, model: Metaxin1) Q4KLN2_RAT LOC295241 protein 
(Fragment). ] 
RCSRGHVQFGKSPQRPLSRTRCPSSKPCLSPAVRGYARQRHRESPKRAWTAALLPYGGRLRTSPRRSSEGQCSTSSSAAA
SPAARSHASLDLKLRVATQAETRGCSSWREKADAYERVLPGQRMCKMAAPMELFCWSGGWGLPSVDLDSLAVLTYTRFTC
APLKVHKISNPWQSPSGTLPALRTSSGKVITEPHKIITHLRKEKYNADYDLSARQGADTLAFISLLEEKLLPMLIHTFWI
DAKNYVEVTRKWYAEAMPFPLNFFLPGRMQRRHMERLQLLCGEHRLESEEELEKELYQEARECLTLLSHRLGSRKFFFGD
APASLDAFVFSHLVLLLQAKLPSGKLQAHLRGLQNLCVYCTHILNLYFPRDATDVPPPPCQTPAGPETEEEPYRRRTQIL
SVLAGLAAMVGYALLSGIVSIQRASPARAPCTQALDLAEEDEED 
>Q27HK4_PIG [ (score: 2.00e-236, model: Metaxin1) Q27HK4_PIG Metaxin 1. ] 



MAAPMELFCWSGGWGLPSVDLDSLAVLTYARFTGAPLKVHKITNPWRSPSGTLPALRTSQGEVISVPHKIITHLRKEKYN
ADYDLSARQGADTLAFMSLLEEKLLPVLIHTFWVDAKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLCGEHRP
EEEEELEKELYQEARECLTLLSQRLGAQKFFFGDAPASLDAFVFSYLALLQQAKLPSGKLQAHLRGLHNLCAYCTHILSL
YFPWEGAEVPRPRQTPASSETEEEPYRRRNQILSVLAGLAAMAGYALLSGIVSIQRAPPARAPSTRALGMAEEDEEE 
>A4QNH5_XENTR [ (score: 1.50e-235, model: Metaxin1) A4QNH5_XENTR Metaxin 1. ] 
MAAPMELYCWKGDWGLPSVDPDCLTVLTYAKFSGAPLKVHKVTNPWRSPSGRLPALKTHDDGVLFQPSKIITHLRKQKYN
ADYDLSAKQGADTLAFISLLEEKLLPALIHSFWVEGKNYVEHTRRWYAESIPFPLNFFLPNQMHKRNLERLQLIRGDSWR
EEDEDTERQLYTDAQECMSLLSQRLAKHKFFFGDSPASLDAYVFSHLAPILSAKLPNNKLQQHLSSLPNLCQYCRAILTI
YFAWEGDSGPRITPKPQSGETPDTEEEPHKRRNQVLSVLVGLLAMVGYAVLSGIVSIQRVGPDHALEQGIAMEDNEEEEE 
>Q2TBS1_BOVIN [ (score: 1.70e-230, model: Metaxin1) Q2TBS1_BOVIN Metaxin 1. ] 
MAAPMELFCWSGGWGLPSVDLDSLAVLTYARFTGAPLKVHKITNPWRSPSGTLPALRTSHGEVISVPHRIITHLRKEKYN
ADYDLSARQGADTLAFMSLLEEKLLPVLKHTFWIDAKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLCGEHRP
EDEEELEKELYQEAQECLTLLSQRLGSQKFFFGDAPASLDAFVFSYLALLQQAKLPSGKLQAHLRGLHNLCAYCAHILSL
YFPWEGAKAPPPRQTPANPETEEEPYRRRNQILTVLAGLAAMAGYALLSGIVSIQRAPSARAPGTQALGMAEEDEEE 
>Q4SW18_TETNG [ (score: 1.30e-224, model: Metaxin1) Q4SW18_TETNG Chromosome 
undetermined SCAF13694, whole genome shotgun sequence. (Fragment). ] 
MAAPEELFCWEGDWGLPSVDTDCLVVLAYAKFAGAPLKLQKLSNPWRSPSGCLPALRTSRKETLSRPSDIIIHLRKQKFN
ADFDLSAKEGADSLAFISLIEEKLRPALLYAFWAEPKNYVDVTRCWYGEHLPFPLNFFLPGQMQRRQLAKLCLQRGQQSL
EVGEELEKEVSLGGARSPRSSLLWAGPASASRFLPQLYRDAAECMNLLSQRLGSHKFFFGDSPSSLDAYAFGHLAPILRC
KLPSGRLQQHLKSLDNLSSFCSNVLLLYFPRDGPEGGAARTSSPPDAPDFEQVPNKRRKQLLSALVALGAMLSYALLTGM
LSIQHVQPDELQGLGAEEEE 
>A2THY5_DANRE [ (score: 1.30e-202, model: Metaxin1) A2THY5_DANRE Metaxin 1a. ] 
MAAPCELFCWKAGLGLPSVNTDCLIVLAYARFAGAPLKIHKISNPWRSPTGSLPALRTKDEGSCSQPSQIIIQLRKQKFN
ADYDLSAKEGADTLAFISLLEERLLPALIYALWIDPKNYVEVTRRWYGENMSFPLNFFLPGRMQNRQLERLRLIRGNGTL
EAGEEAEKELYHDALECLNLLSQRLGSNKFFFGDSPSSLDAYVFGHLAPLFKIRLPNCRLQQNLKNLDNLNTFCSNILSL
YFPNESIEGVSRPVSSTQPGSDLDNEPYKRRKQLLSVLVAVAAMLSYALFTGIVAIEHVQEEEPVGSHIGPSHEEEEEV 
>Q60UY8_CAEBR [ (score: 1.40e-200, model: Metaxin1) Q60UY8_CAEBR Putative 
uncharacterized protein CBG19767. ] 
MELHIWPSDFGLPTIDVSSLQFLACSKMCASPVRVVQSARPWRSPNGELPMVAQIDGNAKPVTDFEKFVDILKKCGQDVV
IDADLTTIERAQLDAFSCYLHHNLYPAVLHTFWADDLNYNTVTQYWYASHLHFPYNLYYLEKRKKKALRMLGGKNDTEIL
KDAFMALNTLSTKLGDNKFFCGNKPTSLDALVFGYLAPLLRVPLPNDRLQVQLSACPNLVRFVETVSSIYLPLSEDELKR
QQSNRKMWQSRISKAKADKEAAKTTEEAAEAIPDEPPMRDAILFTIGALVLSVAFAIHTGLIQVSVEEEIAE 
>Q4VX24_HUMAN [ (score: 1.80e-197, model: Metaxin1) Q4VX24_HUMAN Metaxin 1. ] 
MLLGGPPRSPRSGTSPKGPWSSTGHVQFGKSPQTWPRRTRPRSPEPAAPSGVRGSTWTRRRDTPRRAGPTALSRYVGHLW
MGRRPPSPEARGPVPRSSAASRARRSLASPGISPGPLTATIGGAVAGGGPRQGRAEAHKEVFPGQRVGKMAAPMELFCWS
GGWGLPSVDLDSLAVLTYARFTGAPLKVHKISNPWQSPSGTLPALRTSHGEVISVPHKIITHLRKEVHTFWIDTKNYVEV
TRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLTGEHRPEDEEELEKELYREARECLTLLSQRLGSQKFFFGDAPASLDAF
VFSYLALLLQAKLPSGKLQVHLRGLHNLCAYCTHILSLYFPWDGAEVPPQRQTPAGPETEEEPYRRRNQILSVLAGLAAM
VGYALLSGIVSIQRATPARAPGTRTLGMAEEDEEE 
>Q9BUU3_HUMAN [ (score: 1.80e-197, model: Metaxin1) Q9BUU3_HUMAN Metaxin 1. ] 
MLLGGPPRSPRSGTSPKGPWSSTGHVQFGKSPQTWPRRTRPRSPEPAAPSGVRGSTWTRRRDSPRRAGPTALSRYVGHLW
MGRRPPSPEARGPVPRSSAASRARRSLASPGISPGPLTATIGGAVAGGGPRQGRAEAHKEVFPGQRVGKMAAPMELFCWS
GGWGLPSVDLDSLAVLTYARFTGAPLKVHKISNPWQSPSGTLPALRTSHGEVISVPHKIITHLRKEVHTFWIDTKNYVEV
TRKWYAEAMPFPLNFFLPGRMQRQYMERLQLLTGEHRPEDEEELEKELYREARECLTLLSQRLGSQKFFFGDAPASLDAF
VFSYLALLLQAKLPSGKLQVHLRGLHNLCAYCTHILSLYFPWDGAEVPPQRQTPAGPETEEEPYRRRNQILSVLAGLAAM
VGYALLSGIVSIQRATPARAPGTRTLGMAEEDEEE 
>MTX1_CAEEL [ (score: 2.80e-185, model: Metaxin1) MTX1_CAEEL Metaxin-1 homolog. 
] 
MELHIWPSDFGLPTIDVVSLQFLACSKMCASPVRVIQSTRPWRSPSGELPMVAQTEGEAKPVTDFEKFVDILKKCGQDVV
IDADLTTIEKAQLDAFSCYLHHNLYPAVMHTFWTDELNYNTVTQYWYASHLHFPYNLYYLEKRRKKALRLLAGKNDTEIL
KEAFMALNTLSTKLGDNKFFCGNKPTSLDALVFGYLAPLLRVPLPNDRLQVQLSACPNLVRFVETVSSIYLPLGEDELKR
QQANRKMWQSRISKAKADKEAAKTTEEASESLPEEPPMRDAILFTLGALTLSLVFAIHTGLIQVSVEEEISE 
>Q4VX23_HUMAN [ (score: 8.10e-164, model: Metaxin1) Q4VX23_HUMAN Metaxin 1 
(Fragment). ] 



EGGQDGGAHGAVLLVRGLGAAVSGPGQPGRADLCQIYWCSTEGTQDQQPLAEPFRYPVSLGGTLPALRTSHGEVISVPHK
IITHLRKEKYNADYDLSARQGADTLAFMSLLEEKLLPVLVHTFWIDTKNYVEVTRKWYAEAMPFPLNFFLPGRMQRQYME
RLQLLTGEHRPEDEEELEKELYREARECLTLLSQRLGSQKFFFGDAPASLDAFVFSYLALLLQAKLPSGKLQVHLRGLHN
LCAYCTHILSLYFPWDGAEVPPQRQTPAGPETEEEPYRRRNQILSVLAGLAAMVGYALLSGIVSIQRATPARAPG 
>Q5F3K9_CHICK [ (score: 1.10e-152, model: Metaxin1) Q5F3K9_CHICK Putative 
uncharacterized protein. ] 
MAAPMELSCWGGDWGLPSLHPESLTVMAYAKFSGAPLTVNTINNSWSTPKDVPVLISEDTVISQPAKILNFLRKQRYNAD
YELSAKQGADTLAYIALLEEKLLPALLHTFWVEAENYCSVTKPWFASRIPFPLSLYLPGKMSREALNRILLTRGGPPLYS
LTEVEAQIYRDAKECLNLLSKRLGTSQFFFGNTPTTLDAFVFGFLAPVYKVCFPRVQLQEHLKQLTNLCRFCDDILTCYF
KLTITDG 
>Q3KPT9_XENLA [ (score: 8.50e-136, model: Metaxin1) Q3KPT9_XENLA LOC407751 
protein. ] 
MELRCWGSDWGLPSVHPECLVVLAYARFAGAPLKVTPVDYTWASPKGTVPFLTSAGEDTHQPANILNFFRKQKYNADYVL
SAKEGSDTLAYIALLEEKLLPAVLHTFWVDTENYCNVTRPWYASHTPFPLNYYLPGKMSRDALDRILVTRGQPPLYSLSE
VEAQIYKDAKECLNLFSNRLGTAQYFFGSTPTSLDAFVFGFLAPLYKAHLHKVNLQQHLKQLSNLCHFCDHILSAYFVSD
DAGTSAAGQEAIDANLQKLTQLVNKESNLIEKMDDNLRRSPQNRPQKLSTLKPVGGAENSHSSDLLSH 
>Q6QIT1_XENLA [ (score: 3.50e-134, model: Metaxin1) Q6QIT1_XENLA Metaxin 3. ] 
MMELRCWGSDWGLPSVHPECLVVLAYARFAGAPLKVTPVDYTWASPKGTVPFLTSAGEDTHQPANILNFFRKQKYNADYV
LSAKEGSDTLAYIALLEEKLLPAVLHTFWVDTENYCNVTRPWYASHTPFPLNYYLPGKMSRDALDRNLVTRGQPPLYSLS
EVEAQIYKDAKECLNLFSNRLGTAQYFFGSTPTSLDAFVFGFLAPLYKAHLHKVNLQQHLKQLSNLCHFCDHILSAYFVS
DDAGTSAAGQEAIDANLQKLTQLVNKESNLIEKMDDNLRRSPQNRPQKLSTLKPVGGAENSHSSDLLSH 
>Q4VBW0_DANRE [ (score: 3.50e-127, model: Metaxin1) Q4VBW0_DANRE Metaxin 3. ] 
MAEPIELLCWGGDWDLPSVQTDSLTVLAYAKFAGAELTVKFVDWTWRTITASVPQIHYEGTTVTEPTQILNFLRKQRFNA
DFELTAKQGADTMAYIALLEEKLRPALLHTFWVDAENYANLTRPWFTSHSPFPLNFFVPGRQASLALSRILLTKAESPLL
NITEVEGKIYSEAKECLNLLSHRLGNFNFFFGDTPTSLDAFVFGHIAPLIKAPLPSGQLQKHLNQLDNLCQFCNTILKNY
FTDATAEKRMDCSPTVAHDFVDANLQKLTQLVNKESNLIEKMDDNLRSSPQHRPHRHEAKPSAPASDRNSTPA 
>Q6Y0L8_DANRE [ (score: 7.30e-124, model: Metaxin1) Q6Y0L8_DANRE Metaxin 3. ] 
MAEPIELLCWGGDWDLPSVQTDSLTVLAYAKFAGAELTVKFVDWTWRTITASVPQIHYEGTTVTEPTQILNFLRKQRFNA
DFELTAKQGADTMAYIALLEEKLRPALLHTFWVDAENYANLTRPWFTSHSLFPLNFFVPGRQASLALSRILLTKAESPLL
NITEVEGKIYSEAKECLNLLSHRLGNFNFFFGDTPTSLDAFVFGHIAPLIKAPLPSGQLQKHLNQLDNLCQFCNTILKNY
LTDATAEKRMDCSPTVAHDPVDANLQKLTQLVNKESNLIEKMDDNLRSSPQHRPHRHEAKPSAPASDRNSTPA 
>Q7Z380_HUMAN [ (score: 3.40e-101, model: Metaxin1) Q7Z380_HUMAN Metaxin-3. ] 
AQDGGPLGTQLLGRRLGTPIGSQRVPGGDGDVPILTTEDDMVSQPAKILNFLRKQKYNADYELSAKQGADTLAYIALLEE
KLLPAVLHTFWVESDNYFTVTKPWFASQIPFPLSLILPGRMSKGALNRILLTRGQPPLYHLREVEAQIYRDAKECLNLLS
NRLGTSQFFFGDTPSTLDAYVFGFLAPLYKVRFPKVQLQEHLKQLSNLCRFCDDILSSYFRLSLGGISPAGQETVDANLQ
KLTQLVNKESNLIEKMDDNLRQSPQLPPRKLPTLKLTPAEEENNSFQRLSP 
>Q17MF9_AEDAE [ (score: 5.40e-63, model: Metaxin1) Q17MF9_AEDAE Metaxin. ] 
MELFLYRGEWGLPTIDYDCARLLAYLKFAEAKITLNFNGNPFSSPTGMLPYLVTEEGKKIGGYNRITEFLQSRGFDANAQ
LEGQNYIVINGCIQYVFENLFPYFMYSLWGDPKNLDTTRALYAKRIPIPFNFYCPRKYVLKTNELTVSLAGFALEDSIEL
HDVKDLQLNAKKCINWISEKLGENRFFFGDTPSEIDAILYGYLSVLLKLTLPNNVLQNHVKQCSNLVKFVERITTIYFAR
EGFTSASSNSSSSSSSNDSSKEKPEQEQKFYDGTQKDSDDTPYERRKRYVVSGIFATIAMVSYALLSGILSISQHDHGGG
GFISYDEPEYDDEE 
>Q4RUS1_TETNG [ (score: 1.30e-52, model: Metaxin1) Q4RUS1_TETNG Chromosome 12 
SCAF14993, whole genome shotgun sequence. ] 
MCSFKAYAKFSGAKVTVSPIDWTWRTLTGEPARHASTHTDHCWRSSTRFNTGSKNNTDLLNTVNLQQQSRSCLVERFNAD
YELSAREGADTMAYIALIDEKLRPALLHTFWVDAENYVNLTRPWFASRSPFPLNLVVPGRQANAAFSRILLTKGEAPLQR
ITEVEAKIYSEAKECLNLLSYRLGSADFFFGKSALPSSPLQRHLTQLENITRFCDSILALYFSPDRPGSPQPVPDTKDAN
LQKLTQLVNKESNLIEKVLLLLRYQSHTCNSNRFCVLLSVFQMDDNLRSSPQHKSHRADLRASLAAGKSSTPA 
>MTX1_DROME [ (score: 2.30e-41, model: Metaxin1) MTX1_DROME Metaxin-1 homolog. ] 
MEMQLGAMLYVYKGEYGLPSIDFECLRALCLLRFTRCPMDVQTSSNPLRSGAGKLPYLQIGNQKFAGYRQIKRVLDLEGY
PIDAHLSTKQKHLSTAYANWVFTNLHAYYHYFLFGEPHNFDTTTRGLYAKRTPFPFNFYYPSSYQREACDVVQVMAGFDV
NDKLDKHEGDYLVVNAKKVVNLLSRKLGRKVWFFGDTYSEFDAIVYSYLAIIFKIALPNNPLQNHIKGCQNLVNFINRIT
KDIFRIEGYSSVKLTKTPSGTEASLTASERKFLDSELNTKIVAGVGAVLAMGAFAAWRGIYNQLTTRSSTDYDGIDYEDD
EMEEGLD 



>Q295J4_DROPS [ (score: 7.50e-35, model: Metaxin1) Q295J4_DROPS GA21755-PA 
(Fragment). ] 
MDIQLGAMLHVYKGEWGLPTIDFECLRALCLLRFTRCPMDVETNANPLRSGAGKLPYLQIGNDKFVGYSQIKRVLDLEGY
PIDAHLNTKQKHLSATYANWVFTNLHAYYHYFLYGEPFNFDKTTRGLYAKRTPFPFNFYYPSTYQREACDVVQVMASFDV
NDKLDKHESDYLVLNAKKCVNLLSRKLGRKVWFFGDTYSEFDAIVYSYLAIIFKITLPNNPLQNHIKGSQNLVNFINRIT
KDIFRNEGFSSIKPTKTANGTDVNVTHSEHKFLESECSTKIIAGVGALLAMGAFAAWRGIYNQLTTRSSTDYDGIDYDDD
DAEEGLE 
>Q5HYI7_HUMAN [ (score: 1.10e-32, model: Metaxin1) Q5HYI7_HUMAN Putative 
uncharacterized protein DKFZp313L052. ] 
MAAPLELSCWGGGWGLPSVHSESLVVMAYAKFSGAPLKVNVIDNTWRGSKGDVPILTTEDDMVSQPAKILNFLRKQKYNA
DYELSAKQGADTLAYIALLEEKLLPAVLHTFWVESDNYFTVTKPWFASQIPFPLSLILPGRMSQQILSSRAGTHMLRK 
>Q7Q284_ANOGA [ (score: 2.70e-15, model: Metaxin1) Q7Q284_ANOGA 
ENSANGP00000014380 (Fragment). ] 
EMEIFVYRGEWGLPSIDYECSRLLAYLKFSGAKVTVNFNGNPFSSPNGMLPYMIADGKKIAGYGRIVEHLVAAGIGPPTA
TDRAENINGYMQYVQENLHPYFMYMLWGDPKNVDTTRTVYAKRIPIPFNFYCPRKYVLRTNDITQSLVGFSLEDSIEFHD
VAEFQHNAKTCLNWVAARLEESRWFTGDRPTEVDALLYGYLSVLLKLTLPNNVLQNHIRQCPKLMQFVDRTTATYFAKEG
FNS 
>A1CES6_ASPCL [ (score: 4.80e-13, model: Metaxin1) A1CES6_ASPCL Mitochondrial 
import receptor subunit (Tom37), putative. ] 
MVLELHVWGPAFGLPSIDPQCLATIAYFSLVLPKDAWVLIASSDPSVSPTNELPALKNGKAWVSRFRNIVDYLRQYSNGE
WDLDEVLSGTDRADNIAFSSFIESRGQPLIDLSLYITSQNYYDKTSPAYGAILQWPNQWIIPPRLHSAAKKRTEPLGLSS
LDLQAMEDQRKREHSAAVAAGQIPENLIQRPRDTVSGLLGKTAQQNRFKLEALTAELFDPLEEMLGQKSYFFPGDKPATA
DCLALGYLSLALVPDLPYPWLRDAMKIKAPNLSRYTERLRQHCYGAVAVDVSHAFDGPSRPATDAASPLPWLAPARATAV
TVGSTLLNTLADATPILKNIRAHERLRQAAQSPDSGLSRVESHALSAYATGQKKDVLVSVAAVVGGVAALLGYMAHVGLL
QISYGSDEEEWEEEEEEEEEEQQEGGIAGIPESLSATEFLNF 
>Q6GPN0_XENLA [ (score: 1.40e-12, model: Metaxin1) Q6GPN0_XENLA LOC407750 
protein. ] 
MSLVTDAFVSQIAAVEPWPENAALYQPMKSEQVLLSDNASCLAVQAFLKMCNLPVQVVCRANAEYMSPSGKVPFIHVGNQ
VISELGPIVQFVKAKGHSLSDGLDEVQRAEMKAYMELVNNMLLTAELYIQWCDEATLEEITQPRYSYPYSWPLNYFLVFQ
RKWEIKRKMKAIGWATKTLEQVFEDVDQCCQALSQRLGTQSYFFNKQPTELDALVFGHLFTILTTQLTNDELQEKVKNYS
NLIAFCRRIEQHYFEDHDGSISSSMKLSKGPTLP 
>Q6Q8B0_XENLA [ (score: 1.70e-12, model: Metaxin1) Q6Q8B0_XENLA Metaxin 2. ] 
MSLVTDAFVSQIAAVEPWPGNAALYQPMKSEQVLLSDNASCLAVQAFLKMCNLPVQVVCRANAEYMSPSGKVPFIHVGNQ
VISELGPIVQFVKAKGHSLSDGLDEVQRAEMKAYMELVNNMLLTAELYIQWCDEATLEEITQPRYSYPYSWPLNYFLVFQ
RKWEIKRKMKAIGWATKTLEQVFEDVDQCCQALSQRLGTQSYFFNKQPTELDALVFGHLFTILTTQLTNDELQEKVKNYS
NLIAFCRRIEQHYFEDHDGSISSSIKLSKGPTLP 
>Q9UUA5_SCHPO [ (score: 2.00e-12, model: Metaxin1) Q9UUA5_SCHPO Metaxin; 1 
predicted transmembrane helix; similar to S. cerevisiae YMR060C. ] 
MLQLFIYSPGLGQPTMDPGCLAALIYCALAVPKDEIEILRTANSGMSPTHKLPALWDGHVWIGSLKNILIYLKQKGYNLD
NFDAKQLANVMAFTSLLEGSVNDLWLLEAFVNEENFVEAIRPAWSKALKFPHNYLTPNALQRQAKERLAQTLGIRDEEVS
YEASRMPISHKWTNATRHRQALLRTQARRIRISSLARQVYGSLESLISDSKFIFGEKPTSLDCLFYAYLSFHAFTNELPQ
ATLRPCLQFNSPKLYAYLKSLRETWFSDDSNILSPLSIKVQPENLLTIARLAWNNVTAKANDTRKSITKFSVPPERKLLW
ARNGFFIFASAFSFVWFVISNGIVVIETEDDEASFEEVDDAKESIQEKEIDETTESKATHDSSETSSSKELPKEEEKESS
SFDLQPLSAQDLLFSGFAEDEIMDEEFGYDDDDDEEFDLDDLDDLEEEIV 
>Q6GUH5_XENTR [ (score: 3.00e-12, model: Metaxin1) Q6GUH5_XENTR Metaxin 2. ] 
MSLVTDAFVSQIAAVEPWPENAALYQPLKSEQVLLSDNASCLAVQAFLKMCNLPVQVVCRANAEYMSPSGKVPFIHVGNQ
VISELGPIVQFVKAKGHSLSDGLDEVQRAEMKAYMELVNNMLLTAELYIQWCDEATLEEITQPRYSFPYSWPLNYFLVFQ
RKWEIKRKMKAIGWATKTLEQVFEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLFTILTTQLTNDELQEKVKNYS
NLIAFCRRIEQHYFEDHDSSISSSTKLSKGPTLP 
>Q6WFZ4_DANRE [ (score: 6.10e-12, model: Metaxin1) Q6WFZ4_DANRE Metaxin 2. ] 
MSLAAEAFVSQIAAAEPWPENAALYQPLKEDQILLSDSASSLAVQTFLRMCGLPVQVSCRANAEYMSPSGKVPFIQVGNQ
VVSELGPIVQFTKAKGHSLSDGLDDVQRAEMKAYMELVNNMLLTAELYIQWCDDFTATEISRPRYSSPYSWPLNHILAYQ
KQWEVRRKMNAIGWSGKSLEQVYEDVSQCCQALSQRLGTQPYFFNKQPTELDALVFGHLFTILTTQLTSDELVEKVKSYS
NLLSFCHRIEQAYFKEQEREGQSGSSRHSKGSLP 



>Q5B6M7_EMENI [ (score: 2.40e-11, model: Metaxin1) Q5B6M7_EMENI Putative 
uncharacterized protein. ] 
MVLELHIWGPGFSLPSIDAQCLATIAYFSLAVPKDSWVLVASSDPTVSPTHELPALKNGSTWVSRFRNIVDYLRQYSNGA
WDLDRDLSALEKADSVAFSSFVESHAQALLDLSLYVTSQNYYNSTSPAYGAILQWPNQWILPPQLHATAKARTEPLGLSS
LDLEATEEQRKRDHSAAVAAGRIPQNLISRPRETVTNLLGKTPQQHQFRLEALTGELFVPLEELLDDKTHLLGTTPSSLD
CLSVGYLSLALVPDLPLPWLRDAMQRKAPRLSQYIERLRLELFGTVNVADAFNSGANSLLPWQAPERASFARVGTSLLTS
LADSTPILKEIRMNNKLRETAECSSAGLSEVESKSLSEYARAQGKDTLLSIATVIGGVAALIGYMAHIGVFSAPQEEEKE
EPEEYQVELPKSISANDFLGI 
>Q4WHX7_ASPFU [ (score: 3.80e-11, model: Metaxin1) Q4WHX7_ASPFU Mitochondrial 
import receptor subunit (Tom37), putative. ] 
MVLELHVWGPAFSLPSIEAQCLAAIAYFSLAVPKDAWVLIASSDPSVSPTNELPALKNGTTWVSRFRNIVDYLRQYSNGA
WDLDRDLSGIDRADNIAFSSFVESRGQPLLDLSLYVSSENYYNRTSPAYGAILQWPNQWIVPPRLRSAAKSRTEHLGLSS
LDLEAAEDQRKREHSAAVAAGQIPKTLAQRPRDTVSSLLGKSPQQNQFKLEALTAELFEPLEEILGQKTYLVSDGDATSV
DCLALGYLALILVPDLPYSFLRNAMRTKAPRISAYTERLRQRCYGTVGVEVAHAFDETRRSVTDATPLPWQPAQRANLTT
VCSTLLNTLADATPILKDIRSSERLRQAAQSPDSGLSGIESRALSEYATGQKKDILVSIAAVAGGVAALVGYMVHVGFIE
ISFGGEEGHWEEEGHAGEEEGGSEFALPELPTSVSATEFLGI 
>A1DFG3_NEOFI [ (score: 4.80e-11, model: Metaxin1) A1DFG3_NEOFI Mitochondrial 
import receptor subunit (Tom37), putative. ] 
MVLELHVWGPAFSLPSIEAQCLAAIAYFSLAVPKDAWVLIASSDPSVSPTNELPAVKNGTTWVSRFRNIVDYLRQYSNGA
WDLDRDLSGIDRADNIAFSSFVESRGQPLLDLSLYVSSENYYNRTSPAYGAILQWPNQWIIPPRLRSAAKSRTEHLGLSS
LDLQAAEDQRKREHSAAVAAGQIPKNLVQRPRDTVSSLLGKTPQQNQFKLEALTAELFEPLEEILGQKTYLVSDGDATSV
DCLALGYLALILVPDLPYSFLRNAMQTKAPRISTYTERLRQRCYGTVGVEVAHAFDEARRSVTDATPLPWQPAQRANLAT
VCSTLLNTLADATPILKDIRSSERLRQAAQSPDSGLSGIESRALSEYASGQKKDMLVSIAAVAGGVAALIGYMVHVGFIE
ISFGGEEGQWEEEGQEGEEEGGSEFALPELPTSVSATEFLGI 
>O64471_ARATH [ (score: 8.50e-11, model: Metaxin1) O64471_ARATH Expressed 
protein (At2g19080/T20K24.9) (Putative uncharacterized protein). ] 
MEGDQETNVYTLVARKPSFDLPTACPNCLPAYIYLKLAQLPFELAFNSTFPDSDELPYFESDTYVAYNNEDGGVIEKLKK
DGIVNLDSQLQSLSDYLSLKALIVSWLEEALTYEIWVGTEGISTSKIYYSDLPWVISKVLFYKQTYLAKNRLGITKENAE
QREKQIYKRASEAYEALSTRLGEQKFLFEDRPSSLDAFLLSHILFIIQALPVTSVLRCKLLEHSNLVRYAEKLKSEFLEA
SSSSPSPPLHSFPSSFPRKSSKPKSKPKVEKTEEEKKFKKRARFFLAAQFLAVVIYVSVMGGGSSDELEYEDEDD 
>Q5C360_SCHJA [ (score: 9.30e-11, model: Metaxin1) Q5C360_SCHJA SJCHGC05855 
protein (Fragment). ] 
ILSAPDELLPCDPNCLLILCYIRLKEARINIKVKLPDHSSVGEFPVLNHDSKDYHGIPVILTYLRKENYGLEYDLSDTEG
VQLCALISTIDRRLAPAVNWFLWADDSVYTKFTRKMYFGSLRFFQQLYIPHIWRNRQINKAKSSQLITCLKNMSESEVGE
HLYSLAKLCITSLSYILGENTFFVGDRPTAVDAYVFAFMWPLLMYESQHGDSNWWDVDYKSSSTNYVQSGSH 
>Q1KKR5_FUGRU [ (score: 1.30e-10, model: Metaxin1) Q1KKR5_FUGRU Metaxin 2. ] 
MSLAAEAFVSQIAAAEPWPESATLYQPLKEDQVLLSDCASSLAVQTYLRMCGLPVEVMYRANAEYMSPSGKIPFIHVGNQ
VVSELGPIVQFTKAKGHSLSDGLDDVQRAEMKAYMELVNNMLLTAELYIQWCDDATATGITRPRYSSPYSWPLSSFLAYQ
KQWEVRRKMNAIGWGGKTLEQVYEDVNQCCQALSQRLGTQPFFFNKQPTELDALVFGHLFTILTTRLTSTELAERIKSHS
NLLSFCRRIEQTYFEDKSS 
>Q1T1H8_MEDTR [ (score: 2.00e-10, model: Metaxin1) Q1T1H8_MEDTR Glutathione S-
transferase, C-terminal-like. ] 
MAEVYTLVVRKPCFGLPTGCPQCLSSLIYLNFSQIPFQLDFHVNHPHSDKIPYIEVGDDYVAYNNEIEGIIECLKKDVGV
VDLDSEVSSLPDWISIKAILTTWLHDALTYELWVGSDGSSANSIYYSDLPWPLGKILYSHKVRWVKLKHGITDDNAVVKK
EEIYERANSAYGALSKLLGEKNYLFDESRPSSLDAIFLAHGLVALQALPESSTLRIKFSEHDNLVRYVHKCKTELKDAGT
SPPSAPSGSRSQSTQRPKSKSIPKREKTKEEKTLKRKGKYFVAAQLVAVVVFLTLMVTFDITEGEVEDVDAGEY 
>Q2UPU0_ASPOR [ (score: 2.20e-10, model: Metaxin1) Q2UPU0_ASPOR Translocase of 
outer mitochondrial membrane complex. ] 
MVLELHVWGPAFSLPSIEAQCLATIAYFSLAVPKDAWVLVASSDPSVSPTCELPALRNGSTWVSRFRNIVDYLRQYSNGE
WDLDAGLSGLQRADNIGFSSFVESRAHALVDLSLYVTSQNYYNQTSPAYGSILQWPNQWILPPKIHAAAKARTDHLGLSS
LDLQAIEDQRQREHSAAVAAGQIPPNFIRRPRDTVTSLLGKTSQQNQFRLDALTGELFEPLEEILGDKVYLLTGENEGPS
SLDCLAVGYLSLALVPELSFSWLRDAMKSKAPRLTVYTERMRQQCYGLGAEVSHAYTPTPNSGSSLPWRAPERARLTTLG
NTLFNVLADNTPILKDIRAQDRLRVAAESPDSGLSEPDSRKLSALAKGQKKDILVNIAYAVGGIAALIGYMTYEGFFSAE
IGDEYEEDDEFEPMPDIEPDSLQVQNMLAGL 
>MTX2_PIG [ (score: 2.50e-10, model: Metaxin1) MTX2_PIG Metaxin-2. ] 



MSLVAEAFVSQIAAAEPWPENATLYQQLKGEQILLSDNAASLAVQAFLQMCNLPIKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHSLSDGLDEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITHARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGNKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTNDELSEKVKNYS
NLLAFCRRIEQHYFEDHSKGSSSVRLS 
>Q7SFC4_NEUCR [ (score: 4.80e-10, model: Metaxin1) Q7SFC4_NEUCR Predicted 
protein (Putative uncharacterized protein G17B7.090). ] 
MTLELHVWGPAFGLPSIDAECLATVTYFAQTLSAADYLLVQSSPSAVPSHHLPALYNPSTATWISGFDPIVNYLSTLQPP
SYHHPDVTTLPSRVYADSQAYKALLTSSAAPLLALSLYVSSANYSETTRPAYSAILPFPLPWTEPLAVRAAMAARAAHLG
MSSLDTDAEMERLEREEREREAAGWVQIPKALRKAVGGQNSGVKGQLSPEMKRRIKLEGLAAEVFDVLGEVDFLEEEDGE
EEEEEEEEAKEGGARIKVTLETKCLAFAYLALMLLPEVPRPWLKEVLQKKYAGLCKFVLEYRRKTFPDSGKVLPWADRES
DPAVSACDSALSIVGRFVRAVIDDIPMLGREWSRWWALRQRRVAEENSAETQLVVRRSVGESERSLLLAGAGLTLLAINV
AGLGIYWYRYRGLLGAPLQTWHRPLVGLGSFGAAGAMFAGLA 
>MTX2_HUMAN [ (score: 6.70e-10, model: Metaxin1) MTX2_HUMAN Metaxin-2. ] 
MSLVAEAFVSQIAAAEPWPENATLYQQLKGEQILLSDNAASLAVQAFLQMCNLPIKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHSLSDGLEEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITHARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGKKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTNDELSEKVKNYS
NLLAFCRRIEQHYFEDRGKGRLS 
>Q8IZ68_HUMAN [ (score: 6.70e-10, model: Metaxin1) Q8IZ68_HUMAN Metaxin 2. ] 
MYIAAEPWPENATLYQQLKGEQILLSDNAASLAVQAFLQMCNLPIKVVCRANAEYMSPSGKVPFIHVGNQVVSELGPIVQ
FVKAKGHSLSDGLEEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITHARYGSPYPWPLNHILAYQKQWEVKRKMK
AIGWGKKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTNDELSEKVKNYSNLLAFCRRIE
QHYFEDRGKGRLS 
>Q5VRG1_ORYSJ [ (score: 7.90e-10, model: Metaxin1) Q5VRG1_ORYSJ Putative 
uncharacterized protein OSJNBa0033B09.11 (Putative uncharacterized protein 
P0680A03.32). ] 
MWAGIGFPVYVMGFIDAAGRRGEQTHKPSAFFSSRSSKESSPLPAMASAAAAAAAEWEEAERKVLVARKAAFGLPTACPT
CLPVLLYLRMCNVPFDIHVDSSFPDADHIPYVEFGECVAFNNEKGGVIEYLKEEKIVDLNSKHPSVSYSDVLSTKAMVMT
WLSDALQYELWLASDGSIPHDIYFSDLSWPIGKILYWKKTREVKQQLGITKLNAAEKEEEIYQKANAAYDALSTRLGDQI
FLFDNSPTDVDALFLGHALFVLNVLPDTSVLRSCLQKYDNLVNFTKHLKVQLLEADSDSSATGLGSTDPSSSSTPRKRAS
SGRSYKPKPRAKKERTEEEKKFRRKAKYFLATQLVAVLLFLSLMGGADSSELDDEDGVDYED 
>Q0DE86_ORYSJ [ (score: 7.90e-10, model: Metaxin1) Q0DE86_ORYSJ Os06g0168000 
protein. ] 
MASAAAAAAAEWEEAERKVLVARKAAFGLPTACPTCLPVLLYLRMCNVPFDIHVDSSFPDADHIPYVEFGECVAFNNEKG
GVIEYLKEEKIVDLNSKHPSVSYSDVLSTKAMVMTWLSDALQYELWLASDGSIPHDIYFSDLSWPIGKILYWKKTREVKQ
QLGITKLNAAEKEEEIYQKANAAYDALSTRLGDQIFLFDNSPTDVDALFLGHALFVLNVLPDTSVLRSCLQKYDNLVNFT
KHLKVQLLEADSDSSATGLGSTDPSSSSTPRKRASSGRSYKPKPRAKKERTEEEKKFRRKAKYFLATQLVAVLLFLSLMG
GADSSELDDEDGVDYED 
>Q5U1Z9_RAT [ (score: 9.10e-10, model: Metaxin1) Q5U1Z9_RAT Metaxin 2. ] 
MSLVAEAFVSQIAATEPWPENATLYQQLRGEQILLSDNAASLAVQTFLQMCNLPVKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIIQFVKAKGHSLSDGLDEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITLARYGSPYPWPLNLILTYQ
KQCEVKRKMKAIGWGNKTLDQVLEDVDRCCQALSQRLGTQPYFFDKQPTELDALVFGHLYTILTTQLTSDELCEKVKNYS
NLLAFCRRIEQDYFEDRGKGRLS 
>Q8C454_MOUSE [ (score: 9.50e-10, model: Metaxin1) Q8C454_MOUSE 12 days embryo 
spinal cord cDNA, RIKEN full-length enriched library, clone:C530040G04 
product:METAXIN 2 homolog. ] 
MSLVAEAFVSQIAATEPWPENATLYQQLRGEQILLSDNAASLAVQAFLQMCNLPVKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHYLSDGLDEVQKAEMKAYMKLVNNMLLTAELYLQWCDEATVGEITIARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGNKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTSDELSEKVKNYS
NLLAFCRRIEQHYFEDWGKGRLS 
>Q2M4G1_MOUSE [ (score: 1.20e-09, model: Metaxin1) Q2M4G1_MOUSE Metaxin 2. ] 
MSLVAEAFVSQIAATEPWPENATLYQQLRGEQILLSDNAASLAVQAFLQMCNLPVKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHSLSDGLDEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITIARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGNKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTSDELSEKVKNYS
NLLAFCRRIEQHYFEDRGKGRLS 



>Q3TI19_MOUSE [ (score: 1.30e-09, model: Metaxin1) Q3TI19_MOUSE TIB-55 BB88 
cDNA, RIKEN full-length enriched library, clone:I730049A07 product:metaxin 2, 
full insert sequence. ] 
MSLVAEAFVSQIAATEPWPENATLYQQLRGEQILLSDNAASLAVQAFLQMCNLPVKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHSLSDGLDEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITIARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGNKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYAILTTQLTSDELSEKVKNYS
NLLAFCRRIEQHYFEDWGKGRLS 
>A2AT31_MOUSE [ (score: 1.40e-09, model: Metaxin1) A2AT31_MOUSE Metaxin 2. ] 
MSLVAEAFVSQIAATEPWPENATLYQQLRGEQILLSDNAASLAVQAFLQMCNLPVKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHSLSDGLDEVQKAEMKAYMELVNNMLLTAELYLQWCDEATVGEITIARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGNKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTSDELSEKVKNYS
NLLAFCRRIEQHYFEDWGKGRLS 
>Q3TI40_MOUSE [ (score: 1.50e-09, model: Metaxin1) Q3TI40_MOUSE TIB-55 BB88 
cDNA, RIKEN full-length enriched library, clone:I730047J24 product:metaxin 2, 
full insert sequence. ] 
MSLVAEAFVSQIAATEPWPENATLYQQLRGEQILLSDNAASLAVQAFLQMCNLPVKVVCRANAEYMSPSGKVPFIHVGNQ
VVSELGPIVQFVKAKGHSLSDGLDEVQKAEMKAYMELVNNMLLTAELYLRWCDEATVGEITIARYGSPYPWPLNHILAYQ
KQWEVKRKMKAIGWGNKTLDQVLEDVDQCCQALSQRLGTQPYFFNKQPTELDALVFGHLYTILTTQLTSDELSEKVKNYS
NLLAFCRRIEQHYFEDWGKGRLS 
>Q1DNN1_COCIM [ (score: 1.60e-09, model: Metaxin1) Q1DNN1_COCIM Putative 
uncharacterized protein. ] 
MVLELHTWGPAFGLPSIDAQCLATIAYFALALPTNGSPEWVLVPDSDPKIVPTNELPAVWTGSRWISGFRNIVAFLKQYS
DGEWDLDRWMGPGEQADCVAFSSFLELHGQSLIDLSLYVSSDNYTSVTSPAYGTLLQWPNQWIIPPQVRSQAKARTEHLG
LSSLDLDAVEEERQQGRDINSVAAGQIPRSLATRPRQTVSGLLGKPSQKSRIRLEGLTASFVEPLQEMLEKKGYLLSDNI
PSSLDCLALGYLSLAMVPELPFPWLKDDIQAQAPRLGAYVKKLGARCFGGSVDAAAVLSGIQAGTGSRLPWQIPERISLG
GIGLRIFEGIADSIPVVKDIRLSRRLKQMGQDRSLESEEVLALADGYKREALTSAATVALGLGMFMFYLFTAGPLQVSFA
TEDDHSSSSAENEEAGGDDSEEKGEKGSSGKPFDLGEVGSMLGL 
>A5B6D4_VITVI [ (score: 3.50e-09, model: Metaxin1) A5B6D4_VITVI Putative 
uncharacterized protein. ] 
MDELDNQKLTLVARKPCFGLPTACPSCLPVYIYLRFAQVPFDLSFNLIHPDSDQIPYIESGAYVAYNNEKGGVLESLKED
GIIDLDSQLHAIPEWLSMKVMISTWLEEAIMYELWVCSDGTSAKKIYYSDLPWPIGKILYFKQIHAVKQLLGITKDNAER
REEEIHRRATIAYGALSTRLGEQTFFFENRPSGVDALFLGHALFTLQALPDTSVLRSKLLEHSNLVQYAEKLKTEFMEAG
SSSSSVPRFPAEPSSSTSRRGPSNWSSKAKSKPKREKTEEEKTFRRRAKYFLVTQLVAVLVFLSLLGVSGGDNEVDLDDE
DDDYNY 
>Q7Q415_ANOGA [ (score: 6.30e-09, model: Metaxin1) Q7Q415_ANOGA 
ENSANGP00000010484. ] 
MKDWPRDAVLYQPYEEEQILLAENASCLAVRTYLKMLNLPVALEQRANAEFMSPGGKRTKLPVLRVENFIYAEFDHIVTF
LEKNFNKSLSAPLTPEEKDQMRSTNCLVEHLFTTAEQYVSWIDPEVRNTVTKKRNGCVFPFPLNHVQNWRKESAVRRQLR
MADYLHEGIDTIMGEVDHLCQDLSSRLGDKRYFFGDSPTELDALVFGHLYSIFTMKLPNNVLALTIHKYSNLNQFCKNID
ETYFSVKGK 
>Q17FN8_AEDAE [ (score: 1.30e-08, model: Metaxin1) Q17FN8_AEDAE Metaxin. ] 
MSAITSEYLKNETIASQPWPQQAHLYQPYEEEQILLAEHASCLAVRTYLTMLNLPFVVDQRANAEFMSPGGKRTKLPVLR
VENYTYAEFEHILSFVELKGLSLTKQLTPDQKDDMRAHLCLVEQIFTNAEQYISWVDPEVLHKVTRQRNGCVYPFPLNHI
QNWRKQMAVRRQLGVADFLNITLDEVVEKVEKLCTSLSMQLGDKKYFYGDEPTELDALVFGHLFSIFTMTLPNNVLAVTI
NQFKNLTKFCKNIEEKYFKKVAGGR 
>Q629F8_CAEBR [ (score: 1.60e-08, model: Metaxin1) Q629F8_CAEBR Putative 
uncharacterized protein CBG00033. ] 
MNAAQDWEDVSLFTPYLNDQALMYDFADCLAVQTFLRMTSLPFNVRQRPNVDFISPDGVVPLLKINKTLITGFNAIVDFV
HKKGVTLTSHLSETQVADMRANISMIEHLLTTVEKFVLWKHDETYDKVTRLRYGSVYHWPLSTVLPFLKRRSVLEELADK
DWDAKTMDEVGEQADKVFRALSAQLGTQKYLTGDLPTEADALLFGHMYTLITVRLPLTNITNILKKYTNLIEFTKRVEQQ
YFKQ 
>Q55NT1_CRYNE [ (score: 6.70e-08, model: Metaxin1) Q55NT1_CRYNE Putative 
uncharacterized protein. ] 
MSRPSIILHATPPLHPLPASDAESLYYAALLQLAAPDGWALTRGDWGDNGGKLPFITHLAHPVPPAHLSSLPSFSDPDEE
LEDGEKLDAACWKAYIEGNVVDIVNHTYYSLPPNYPSTVAKSQFAGLPFPMNQYIPQRIRSIVKSRLEFVGLWGLGGLNV



GDAEDEDRKRQEEQFIIGPGGTTAPRAWTGWRSGQETDKRRRKWGEQQLEQKIKAIFDSLARRLGKKAYFFGERPTTVDL
ALFAQLAFVLTPTLPNPLLPNILRSSYPSLVGHHDRLLERLFSSWSTVPMAVSQTPARTTWGETFASWLPGPSRSRTQPS
SSSSTDSKENSKGGSPSKPKTDKQKAFERGRWLWFAGAAVSMVTYLFVSGVIAFEFGDEEEDEDWVAYEEDGEGEVGETT
VLDYEEEE 
>Q2HCV5_CHAGB [ (score: 7.40e-08, model: Metaxin1) Q2HCV5_CHAGB Putative 
uncharacterized protein. ] 
MDAGSLHQTNRLEIRICRADLSQGSGVTQLTQLLQFAMVLQLHVWGPAFGLPSIDAECIAVIAYLAQTASPADYQLVQSS
PSAVPTQHLPALHDPSTSTWTSGFSSITTYLAAAHPRSSQPITPTPPKQPQPTPTSTPTTTANATAYTAFLTLHAAPLLS
LTLYVSSANYAATTRPAYSAVLPFPLPWTEPPAVRAAHARRAAPLGLSGLDTDAVRARERAERERAVAEGWVTVPEGLGK
GVGGGGGGKGVEAALSPEQKMRIRLEGVASEVLDVLGEVEWEGQEVGVRCLAFGYLALMLVPEVPRPWLREVMESRYPEL
CKFVRGFRGDVFPKERALPWAEEEQSASAVAVGMRFVRGVLGEVPLVGERWSQWWTARKRREVLASKGVKSEPSGDLLMF
LGAGLGLTAMGAGVFFYRGLPPFGAAVQVWRKPMVSLSSFGAAGAMFSGALYGID 
>Q5KC66_CRYNE [ (score: 7.70e-08, model: Metaxin1) Q5KC66_CRYNE Expressed 
protein. ] 
MSRPSIILHATPPLHPLPASDAESLYYAALLQLAAPDGWALTRGDWGDNGGKLPFITHLAHPVPPAHLSSLPSFSDPDEE
LEDGEKLDAACWKAYIEGNVVDIVNHTYYSLPPNYPSTVAKSQFAGLPFPMNQYIPQRIRSIVKSRLEFVGLWGLGGLNV
GDAEDEDRKRQEEQFIIGPGGTTAPRAWTGWRSGQETDKRRRKWGEQQLEQKIKAIFDPLARRLGKKAYFFGERPTTVDL
ALFAQLAFVLTPTLPNPLLPNILRSSYPSLVGHHDRLLERLFSSWSTVPMAVSQTPARTTWGETFASWLPGPSRSRTQPS
SSSSTDSKENSKGGSPSKPKTDKQKAFERGRWLWFAGAAVSMVTYLFVSGVIAFEFGDEEEDEDWVAYEEDGEGEVGETT
VLDYEEEE 
>A2Y9S6_ORYSI [ (score: 1.20e-07, model: Metaxin1) A2Y9S6_ORYSI Putative 
uncharacterized protein. ] 
MASAAAAAAEWEEAERKVLVARKAAFGLPTACPTCLPVLLYLRMCNVPFDIHVDSSFPDADHIPYVEFGECVAFNNEKGG
VIEYLKEEKIVDLNSKHPSVSYSDVLSTKAMVMTWLSDALQYELWLASDGSIPHDIYFSDLSWPIGKILYWKKTREVKQQ
LGITKLNAAEKEEEIYQKANAAYDALSTRLGDQIFLFDNSPTDVDALFLGHALFVLNVLPDTSVLRSCLQKYDNLVNFTK
HLKVQLLEADSDSSATGLGSTDPSSSSTPRKRASSGRRFSWA 
>A3B8S3_ORYSJ [ (score: 1.20e-07, model: Metaxin1) A3B8S3_ORYSJ Putative 
uncharacterized protein. ] 
MASAAAAAAAEWEEAERKVLVARKAAFGLPTACPTCLPVLLYLRMCNVPFDIHVDSSFPDADHIPYVEFGECVAFNNEKG
GVIEYLKEEKIVDLNSKHPSVSYSDVLSTKAMVMTWLSDALQYELWLASDGSIPHDIYFSDLSWPIGKILYWKKTREVKQ
QLGITKLNAAEKEEEIYQKANAAYDALSTRLGDQIFLFDNSPTDVDALFLGHALFVLNVLPDTSVLRSCLQKYDNLVNFT
KHLKVQLLEADSDSSATGLGSTDPSSSSTPRKRASSGRRFSWA 
>A4RLK1_MAGGR [ (score: 2.90e-07, model: Metaxin1) A4RLK1_MAGGR Putative 
uncharacterized protein. ] 
MGLLRLYVWGPAFGLPSLDAECLAVIAYFQQNVRPGDYEIVASSPSAVPTTSYQGILDMLTSHPSSKTQNSSPDPSAAAR
IAHLTAQASPLLALSLYVSSANYAATTRPALSSVLPFPLGWTEAPARRRLMARRADHLGLSDLDTDADPDDPQNLSVADS
TRKSFIPARLQPRATKTISSALTPEAKARFRLDAAAAAVLDVVAAAPPTAASPPSAYDCLAFGYLALMTVPDLPRPFLEE
FVNARHPALRDFVTDARIAWFSSPSPSSLPWSSDRTLTADSPLCVASRLAAGCVAALPGGMGTAWSAWAHGRRSGRLAGR
TTGRRGSMEHGEVVWTLGLGVLSASVVATAVMLLQDVVTTHRFGAPLQVFERVRRVGGLWAVGSAGAVLGGAGRQLGAGQ
FAR 
>Q4PHX6_USTMA [ (score: 1.30e-06, model: Metaxin1) Q4PHX6_USTMA Putative 
uncharacterized protein. ] 
MSTYASTSSGSAPDGPRTLRLHVWGTSPTLPTLDPASLYAASLLRATFAHKGDVQLQLASASTSLARVPLLQVLEGNNET
VELIDSVEAIKSFCTAVGLDSALVSDEELEAKHTALHAFVDDHLLDLILHSLFSLPANFRTVTASAYSSVGGIEAPASSL
AKLASLPLRFQPSIPSRLRNVVETRLTAVGLWGLGGKEALAQSGEADDLAARAGIIPARKQGLGQSAKQAVHDEFERSKL
VSKWREVLDVIDAALGGGMYLFGGSKVSSLDAHVFGYLAPLLFASPKMPVDILPRLVKTSYPRLAHYLTKMNQQLFPGPD
ELSLWATHTEVLSSPPTVPTSSSTPLSGLLSYIWPFSAPTTSNKASSPSTTDSTPAAAAADSIPRTTPTATRQQQQRQSR
PSASPEDRRLRLGRALWVCSALIGLVGYTFASGIVSVRFVDSDELMEEEEEEEEEEDGWQVQSEDVLDDELDEMELSDQD
DDDIKPLVRRVNLILVLSSFVNGVAGCERGPCADIDVFASSTHTSAFVCHCNVIQPTTNLTQHDPSTSCGIATSSNPFCV
RSCLTTSSDTCAQNYHIVTGTFNSRSLFVLTYDVLNSKLSILHSIRAEGPHQYLALGVSSRQQQTVYATTWGTPSALSAW
HVSPTDYSLSFGNRREITATGSYVHVQPPPYLTRSAPGFGSLPGVARWLGSAGGPTGELHTLDPETGRIETRVKEMIFLA
GGEKQLATADKTRKALRYGAHSFDCSASSSSGQGQVAYVADLGANAIQAYRFASLDHLYTIVSKREEDGPRHVIPHPEWP
LVFTVTEHSNYVDAYQVPPYDSDIKEGARHVAEADLLTPQQAASGRSNWRGDTLRFSSDLRYIYATTRGKTMSNKGLLVA
LRLTITPSSSGIHVDLREVARFHTRTSGGKANAIELAPTRIMDGLDHMVLTDDEQGWIDVVAFDLNEPSFHVKASTQLPP
IQHHHQPQPQGASHAIWLL 



>Q9HE00_SCHPO [ (score: 2.40e-06, model: Metaxin1) Q9HE00_SCHPO SPAC589.04 
protein. ] 
MGGLTKFSSYFHSIFSRFPLITFSNPYPGENEDYKTKTVMYLTMWNSDLNSEALDVNSLQWQTWAKLNDPSIVFLNVSNH
ASPDEKVPFIQIESRKLVLNPSLLQYFLKDESTLQQISPWMSLLINQVETAILLTMYLDNENFSEIQKKWLPNMSWPLNI
IKSIGLPSQIKRKICLQLNESTLDFDAILEDASKAFSALSELLGSDKWFFNNESPSFLDVSLFAHAEIINHLPLKNDQLK
VVLGTHKNLTDLTTRVRTLAGYTSAGPIALR 
>Q0C9X8_ASPTN [ (score: 2.80e-06, model: Metaxin1) Q0C9X8_ASPTN Putative 
uncharacterized protein. ] 
MVLELHIWGPAFSLPSIDAQCLATIAYFSLVVPKDAWVLVASSDPTVSPTSAFSHTSYATPSLTTPDELPALKNGSTWVS
RFRNIVDYLRQYSHGEWDLDHKPTSTGDSTQRRADSIAFASFLESRAQPLLDLSLYVTSQNYAQATAPALAALLHWPAQW
LVPPRLHAAAKHRTAPLGLSALDLAAMDEQRTRDLSAAVAAGHLPEAFLHNRALTAARDASAASAALARSQFRLDALTAD
LFAPLEALLAGGAYLLTDEPDGPTTLDCLATGYLALALVPDAAGATSRERYENEKDGITPIV 
>Q0V5D9_PHANO [ (score: 3.90e-06, model: Metaxin1) Q0V5D9_PHANO Putative 
uncharacterized protein. ] 
MLELHTWGPAFGLPSIDPECIATIAYCRRVIPNGFWSLVADYDTTVGATGTPKYPALSIFIAFLQSTAAPLIDLLLYVSA
ENYNTTTSSAYTALLPWFANYTIPPKRRDIARSRTGHMGLSSLDVDTTTGEAFAPGRGTASSDYEAAKRAAGIPTGGQPS
ALRMGRGKGIGGFLGTPAYAARFRLDSLSNELLDPVADLLGKTDFLLTEDRISSLDCLAFGYLSLLFYPAVPQAWVKETI
QTKFPRIASYIRRLRKDIFCDEDIKPADVWTISSGPPQASSGMLLPWQPRSQGFMSSALDGAREIAGNLPLVSWFTQGTS
VVHMDYPLSSKNMRSSMPSPVFINTLLGATAAATIGFASLAIHHRRSPREGALIFWALRPSTGFGEAGDILSIFANQMPS
GAYSQF 
>Q8T4F2_DROME [ (score: 6.00e-06, model: Metaxin1) Q8T4F2_DROME AT01806p 
(CG5662-PA). ] 
MELEQNLTAALMQSSAEEGKSEEAWPADAHLHQPAEANQLLLPERSSCLAVKTFLRMCNLPFTEHISDNAEFMSPGGRLT
HLPLLRLGPVKTFAEFEPIVAQVEAVQGGNCLDSWMSEDQRDNIRCLVSYVENVFTLAEIHMSFVDEVNYQLYTATRCAA
AHPWPLSTIRRFAKQKDAQKILKVYRWQDLDNDQVIQEVSICADALIAELEEDQAKSYFGGSRPCKLDALVFGHVVAIMT
TKLPNMELAAVLATYPRLLAHCRRIDQSLFDGKLLTSAVEEQEDEMELEKIE 
>Q9VW58_DROME [ (score: 9.90e-06, model: Metaxin1) Q9VW58_DROME CG8004-PA 
(LD33138p). ] 
MTSQYLSQLITADKLSAEPWPEDATLYQPYEAEQILLPENASCLAVKAYLKMCNLPFLIRSCANAEHMSPGGRMTKLPFI
RAGAFIFAEFEPIVNFVEQKELAIGSWQDEDEKADMRTYVSLVENIFTMAELYISFKNERVYKEVTAPRNGVVFPWPLNH
MQNYGKRRNALRLLKVYQWDDLDIDSVIDKVAKCCETLEYKLKESPETPFFYGDQPCELDAIAFGHLFSILTTTLPNMAL
AQTVQKFQHLVEFCRFVDEKYFQTRCLPN 
>Q6CII7_KLULA [ (score: 1.10e-05, model: Metaxin1) Q6CII7_KLULA Kluyveromyces 
lactis strain NRRL Y-1140 chromosome F of strain NRRL Y- 1140 of Kluyveromyces 
lactis. ] 
MSGSKVLHLWGLNGEPSLVSPESIALCWLLKGGYVASGTVQVVYSNNTDLSPTGELPILIDTSAKITVGLYSIIEHLVHD
NDVKLLSSALLQFISEELKTCTMYQLYLNPVNYNEYTSKIYSYLLHWPFWYNTPLSARSRARELCRDIMVTIPEDEENES
TSNHQDELSEKATELAQSKVFKITRDSKRQQTKKLQELKNNSRFTTKLDNVLTNWESARQSLASAVLPADLVLVAHLKVQ
MALPQGDLLRSHLRNQYPSLYDKVNELIEKYDNSPVPNRDPTFSESGNVVTSTCYFLRTFV 
>MTX2_CAEEL [ (score: 3.60e-05, model: Metaxin1) MTX2_CAEEL Metaxin-2 homolog. ] 
MSSSGVITQLVTDALSMNAAQDWEDVSLFTPYLNDQALMYDFADCLAVQTFLRMTSLPFNVRQRPNVDFISPDGVVPLLK
INKTLITGFNAIVDFVHKKGVTLTSHLSETQVADMRANISMIEHLLTTVEKFVLWNHDETYDKVTKLRYGSVYHWPLSSV
LPFVKRRKILEELSDKDWDTKTMDEVGEQADKVFRALSAQLGSQKYLTGDLPTEADALLFGHMYTLITVR 
>Q1ZZ46_ASPNG [ (score: 3.70e-05, model: Metaxin1) Q1ZZ46_ASPNG Putative 
uncharacterized protein. ] 
MVLELHIWGPAFSLPSIDAQCLAAITYLSLTVPKDAWVLVASSDPSVSPTCELPALRNGSTWVSRFRNIVDYLRQYSNGD
WDLDQGLSGIEKADNTAFSAFLESRAQSLLDLSLYVTSQNYYNCTSPSYGAILQWPNQWILPPKLHSAAKTRTEHLGLSS
LDIQAIEDQRKRDHSAAVAAGQIPKNLIPQPRDTVSSLLGKTAQQG 
>Q6C8L9_YARLI [ (score: 4.50e-05, model: Metaxin1) Q6C8L9_YARLI Yarrowia 
lipolytica chromosome D of strain CLIB122 of Yarrowia lipolytica. ] 
MFRLHVWGPVSTSLTFSAPCLATIWYMQLCDIDFTVVQSSNEGLAGELPCLETSEKKIGGAESIIRYLKSLGHNLDADLT
SDEQIKNTALLAYMSSLQTITEYCLFVDEEAYQKVTRPMFNEFMPFLMQYNVSVRLREQAKDRCCAAGIDTATPSWAVSA
TKMASESLTNPKPSMGKLYDQSVEREKQKDASKAVSKTVFRLLNSATEIYTDMMDTATANVAKGSLFSTVSTSDVFLCAH
LQLQMLPALPDCAVAGLLKSKFPALLQYEDVFVEKIGNKDLKVEGPLGKDAPLWIYHLKQILGWY 



>SAM37_YEAST [ (score: 3.70e-04, model: Metaxin1) SAM37_YEAST Sorting assembly 
machinery 37 kDa subunit (Mitochondrial 37 kDa outer membrane protein) (MAS37 
protein). ] 
MVKGSVHLWGKDGKASLISVDSIALVWFIKLCTSEEAKSMVAGLQIVFSNNTDLSSDGKLPVLILDNGTKVSGYVNIVQF
LHKNICTSKYEKGTDYEEDLAIVRKKDRLLEYSLLNYVDVEISRLTDYQLFLNTKNYNEYTKKLFSKLLYFPMWYNTPLQ
LRSQARENCEEIIGSLTLEDDEEFVESKAMESASQLAQSKTFKIAHKNKIKGKQELQQVKYNLQFDNRLQSCVSNWLAAR
KKLDDSVILSSDLLFLANLYVQLGLPDGNRIRSKLEQTFGSELLNSMSNKIDDFVHRPSNNLEQRDPQFREQGNVVMSLY
NLACKYI 
>A2QRI9_ASPNG [ (score: 4.40e-04, model: Metaxin1) A2QRI9_ASPNG Function: human 
Metaxin participates in preprotein import into mitochondria. ] 
MSVQMALPRPQVGLIVPRPQAGFGNCGASLLRKQVLPLEAKVDQDAHHEWNDKERLERVGPATDSNERKVSRWDGFQRRG
RDEGQPGVAEGLLLGTRRMLQQVITNPQEINWARTDLFLCSSNTNKPTSTSRLLAGPVANSPALSNWPRALPPCLLNPLR
SPLHPSINPMTPEYRDDPGQTPDNVSTVSRARDFFSVPTPIKRIFDRFPLVTYPSNDLPHSAWSDKRGNRLYVFTDAASA
RHGRPSFNPQCLKWQAYLRFVGIDVDVIPSNNHASPSGALPFLIPAHPINNNAPIPSSKLQKWAIEQVHCEEEQQLDLRF
EVYASLLDHRIRNAWLYTLYLDPEEFEAVARPLYVNPSSTNSAVRTALALQLQQAARTEILKTSSYIDVGALEAEANDAF
EALSTLLGDNQHFFDRPNPGLFDASVFAYTHLILEEKLGWRRNRLGQLLRQHENLVQHRDRLLKFF 
>A3LTE5_PICST [ (score: 5.90e-04, model: Metaxin1) A3LTE5_PICST Predicted 
protein. ] 
MIQLHVWGCGTEISVISPECLAASWLLTDSLSNTSEEYEIVTSSNTNVSDIGKLPVLTTAERKLQGFEEISKYILETYGD
TNFVSKELSTHNQLVNKALIAKLQYKVEYIHQYNMFVNSRNYEKYTTKLFQKYLPFPMMYNQPLKLHQNAQEQVQLLGLN
KNKTGFFDFSGSVNNSEIAETEYINDENEEQDEVALSALHERQLVAKSKEKSLLRESKNSLKCLHLLNDYLDYFSKLYEK
LNGNKNSYGFIFDQKRASSCEILLCAYVYSLTYEDLPDRFIYNYLKIKRPDFTEFIATCTQRWNTQLQIEDAVRGPENEE
TPSLWNEVKYQTGIVHY 
>Q0D0L7_ASPTN [ (score: 6.20e-04, model: Metaxin1) Q0D0L7_ASPTN Putative 
uncharacterized protein. ] 
MTTDSRDPSGQAPANGTVSRARDYFSVPAPIKRFFDHFPLVTYPPNDLPQRALSSRRGNRLFVFTDAAGARHGSPSFNPQ
CLKWQAYLRFVGIEFDIVPSNNHASPTGSLPFLHPALPIGTNAPIPSHKLQKWAIEQVHCEEEQQLNLRFEVYASLLDHR
IRNAWLYALYLDDENFGAVARRLYVDATTTNPLVRAALAFELRQAAQTELRKTSQYVDASALEAEAGEAFEALSTLLGDD
QHFFARPNPGLFDASVFAYTHLILDDKMGWKQNRLGQLLKQHTNLVQHRERLLSFF 
>A5DUS1_LODEL [ (score: 6.40e-04, model: Metaxin1) A5DUS1_LODEL Putative 
uncharacterized protein. ] 
MIQLHVWGLQDKVSIISPQCVASVWLACLVLDSKAFEVVTSNNTNLSTSGEFPILLLENGQCISGYLAIALYLLSNYTSL
ETLQVLNNRQQLINVGLVSQLTETLEIINQYNLFINTTNYEKYTRKLLSNFYPFPMMYNLSLSFYNTAQQKVKLLGLDKS
KTSLFNFSSNNADVVVAETETVNSEQSDSEDVGEEGTNKGISGLHERYLLQKSKTKEVLKESKASMRCLMKVEKYVNEIE
SLKESENGKEEKRDEEKEKEKEKDDNQKNNRENSSYIFGNLPSSGDILFLACIYCLTSKEIPDRFIQDYLSSQKASFSET
AKLKIDELQKNTITNCTIRPPKGREIPSLYNEVMYWTGYVKY 
>A5DPS2_PICGU [ (score: 8.10e-04, model: Metaxin1) A5DPS2_PICGU Putative 
uncharacterized protein. ] 
MVDYELHVWGCDKSISVVFPECLAAAWLVTTCIPHEKINIVTLSNTNLSKTGVLPVLLTKDVSYEGFGPISSFILSEFSG
KNVIETKDLAQSAVILLIENKLVRVHQFNLYSNLKNYEGYTRKQFKKYLPFPMMYNQPLKLYNVAQDQVRMAGLLPSPPG
LFGVFSGSSGPHDEVDEETSEVALSALHERQMTAKSNKRELLRQSKNSLKCLNYLGEILDDIVKLNHQLNPHRPDDTFAL
IFNESKISVAELLLFAYIHSLTYDGLPDHAIHDYIRLKYLSFADFSQTKINELNQLLDDSAIQPPNSSQVPNLINEVRYR
LGY 
>Q7S734_NEUCR [ (score: 8.40e-04, model: Metaxin1) Q7S734_NEUCR Predicted 
protein (Putative uncharacterized protein G11A3.010). ] 
MATTSAAAPPRKWWQVPRPLQKVFDTFPLLAYDVNALPARAQSATSGDLPTLYVFSTEEEALLGAPSFNPNCLKWQAFLK
LAGVKFQILPSTNHASPTGALPFILPTRSSPTDAPSPIPSSKLHDYALKYGTSNPPEVSALRLDAYQALLDVPIRNAWLQ
ALYRDPEYTDLLDRFYITPASSSYWVRGALRHQLRRAAETEILKTGPGGAASTAVSLLVDEHSVYRAAVQALEALATLLS
ESKTGWFFGAETPTIFDASVFAYTHLMLKYMSDAEGEVEGNMGFILASRKLGTMVRSAGSGELEQHHRRLFELLWLADSN
AELLDAKARGNKLLQFQLQA 
>A1D2A2_NEOFI [ (score: 1.50e-03, model: Metaxin1) A1D2A2_NEOFI Mitochondrial 
outer membrane protein (Sam35), putative. ] 
MTPDNRGTSGQAPEDTPSSRARDFFSVPAPIKRIFDRFPLVTYPSNDLPHHSGIARRGNRLFVFTDPASARRGRPSFNPQ
CLKWQAYLRFVGIDLEIVPSNNHASPTGALPFLLPALPAATTGPIPSNKLQKWAIEQVHCEEEQQLDVRFEVYASLLDHR



IRNAWLYMLYLDAKNFEAVARRLYVDPSTSNCAVRAALAMQLQHAARDELLRTSAYVDVIALEADAADAFEALSTLLGDN
EHFFNRPNPGLFDASVFAYTHLILDEEMGWKQNRLGELLRQHENLVQHRDRLLRFF 
>Q6BJD7_DEBHA [ (score: 2.40e-03, model: Metaxin1) Q6BJD7_DEBHA Debaryomyces 
hansenii chromosome G of strain CBS767 of Debaryomyces hansenii. ] 
MIELHVWGHDSTISVISPECLASSWLLNLHLKPQNIPFKIVTSSNTNLSETDKLPLLLVSNEECASERYEGFHNISQYIS
SNFDTEHSTGNDIKYVPNHNLSSSEQKLINSSLTSFIENKIHNISQYNLYINTKNYEKYTRKLFQKFFPFPMMYNQPLKF
YHSAQRQVQVIGLNSNNPGFFSISGSEAVAQTEYFNDENDDDDAEADPVAISSLHEKQLLAKSKRKDLLKESRNSLKCLN
LVNEYIDYVVLLYQELNSFNKPDEFSYLFSDKASNAISSSELLFFAYIHSLCLPELPDKFIVNYLTLKYPKFLTFIYDTT
SKLNESLYKEKSIFREPEGIEVPNLWNELIYSTGYVKY 
>Q5BFM3_EMENI [ (score: 2.60e-03, model: Metaxin1) Q5BFM3_EMENI Putative 
uncharacterized protein. ] 
MTSNYDDHDLPQQRPDSRRAPRRVRDFFSVPAPVKRVFDRFPLLTYPANDLPHHAGSGRSGNQLFVFIDAAGARRGRPSF
NPQCLKWQAYLRFMGIDFELVPSNNHASPSGFLPFLLPALPVGTDAPIPSNKLQNWAIEEVHCEEEQQLNVRFEVYSSLL
DTRIRNAWLYHLYLNHENFEAVARRLYVDPSTTNTAVRFALAAQLQQAARDELLKSSPYIDAGALEAEAAEAFEALSTVL
GDKDYFFERPNPGLFDASVFAYTHLILDQKMGWKYNRLQQLLSQYKNLVQHRARLLEFF 
>Q6FU46_CANGA [ (score: 2.80e-03, model: Metaxin1) Q6FU46_CANGA Similar to 
sp|P50110 Saccharomyces cerevisiae YMR060c TOM37. ] 
MTGSVLYLWGKDRASGISGESIALEWYLKSKALREVEIVFANNTDISPLGRLPVLKVCSNGDYIHGFLNIVDYLEPKRKD
EFTDMEKLMELSAMSMLDSNLKTLNEYQLYLDKNNYITFTRKELSQLLYFPFNFNAAYEYRNRAKEQCVDLEYLPVEEKE
DEDEDDGPADYELAQSKTFALRGLRKRQRAEELKSVRLNRNYMHKLLEFLDQWDSITDDLPKTSPVPILFYSYMYIQLVI
LPNNNEICKYLKEMKSNGYVDTLKETFTKYNALDFNLNVREPVFRERGDLISTLLNKISV 
>Q4WSD2_ASPFU [ (score: 2.90e-03, model: Metaxin1) Q4WSD2_ASPFU Mitochondrial 
outer membrane protein (Sam35), putative. ] 
MSPDNHGASVQATEDTPSSRARDFFSVPAPVKRIFDRFPLVTYPSNDLPHHSGIARRGNRLFVFTDPASARRGRPSFNPQ
CLKWQAYLKFVGIDLELVPSNNHASPTGALPFLLPALPAATTGPIPSNKLQKWAIEQVHCEEEQQLDVRFEVYASLLDHR
IRNAWLYMLYLDAKNFEAVARRLYVDPSTSNCAVRAALAMQLQQAARDELLKTSAYVDVVALEADAADAFEALSTLLGEN
DHFFNRPNPGLFDASVFAYTHLILDEGMGWKQNRLGELLRQHKNLVQHRNRLLRFF 
>Q0UDF6_PHANO [ (score: 3.50e-03, model: Metaxin1) Q0UDF6_PHANO Putative 
uncharacterized protein. ] 
MSHTEEDKEPTPQSHNAPAQRSSRSLLAVPTPIKQLFDIFPLLTYPVNDLPQRAPQDRNKHVLYIFTSEDGALKGLPSYN
PACLKWQAYLKFSKIDFRIASANNHASPSGALPFILPASPEPYKHIQPVPSGKLQRWAMNNSKKAVEEPGDLRYEAYLSL
LDHRIRRAWLYCIYLSHNSTSIAEPLYILPSSGNPFVRLTIARELRTAAEKELLKFSPVINASTLYSQAEEAFAALETLL
DKDDWFFGAPGPGLFDASVFAYTHLLLDEGLGKGWLDTRLRDALMSRKRLTSHRNRILSTYFPGQS 
>Q759Y7_ASHGO [ (score: 3.80e-03, model: Metaxin1) Q759Y7_ASHGO ADR136Cp. ] 
MATIHLWGVDGAPALISPESIALFWLVNTCEVECTVVFSNNAHLSPREELPLYVGEDGSAAYEYPEIVEQLLGRELGLEE
RSLVCWAAERCGALSDYQLYLNRKNYEQYTRRVFSQLLPWPLWYNTPVQRRERARAQRGGTPAPAHDAEKELAQHSKTLQ
ATRELRERGEKALADAAAEMEYAAALDRALQPWIAVRGAAATLGPAELLFAAHLYVQQQLPDGARVTAHLRAHYPALCDG
LLRACELHACAPRAAAVAVRAPTAAETPSVPRELYRYVTSYWTI 
>A1CPE3_ASPCL [ (score: 4.50e-03, model: Metaxin1) A1CPE3_ASPCL Mitochondrial 
outer membrane protein (Sam35), putative. ] 
MAPDNRGPSDQASDHTTASRARDFFSVPTPIKRIFDQFPLVTYGPNDLPYRSGLERRGNRLFVFTDPARARRGRPSFNPQ
CLKWQAYLRFVGIDVETVPSNNHASPTGALPFLLPALPAGTSSPIPSSKLQKWAIEQVHCEEEQQLNLRFEVYGSLLDHR
IRNAWLYTLYLDQENFTAVARRLYVDPSTSNFAVRAALSMQLQNAARDELLKTSAYVDAAALEADAADAFEALSALLGDN
LHFFDRPNPGLFDASVFAYTHLILDEGMGWKQNRLGQLLRQHENLVQHRERLLKFF 
>Q2HGR1_CHAGB [ (score: 5.60e-03, model: Metaxin1) Q2HGR1_CHAGB Putative 
uncharacterized protein. ] 
MRTLVVQTATVFPPSYLPAMVLDEAAALFPFTLIDFVAPGPGSLSVEQQLASLGPPLHCAESFWLNSAQRSGPLKYCRVT
PGESEVVGSGTLPWALLDPHVGGDAVFYQGRRASHGISGALYLARGKSILLPTGFFAYSSDAADENNAACRALDEGPHLP
WRSIVTRSAAQDICQEFPYGTLEGCSAIDMAKARAAEPQLASAGRWLRGVEGPGFSAPSSAPGEKNSGHLTIPDGKTPKL
LLAFGLSGPEFQRENVTKKGKSARSSSGGTFRDLRRNLYAQAGEKPHPGRCSVLSARSCGSRFAPYGEETEENPRIGTFT
FTTTLRRAYLGFAERNTARPLSSKSPFSTGMSSITSPASSWRKMQIPRPLQQLFDHFPLQTYEPNHLPERSQHLTSSDLP
TLYIFSTDADARLGLPSFNPGCLKWQTLLRLAKLDFRTLPSTNHASPTGSLPFLLPPRTSPTTAPLPIPASNLLAYAQRS
QPGTGDLDPDLPPRSQAYLSLINLSLRSAWLYALYLDPSHAALLRQLYIRPASSSRGVQAALLYQLRRAAAEQIATTSAG
GGKIVSLAPVASVEGIDEEAVYRSAREALEALASLLSQSETGWFFGRERPGVFDAALFSYTHLMMEYMPEEGGSAGEGTG
VALGRMVLGAGDGELARHRERMLQTAWPGWDGYRK 



>Q4SGB1_TETNG [ (score: 8.20e-03, model: Metaxin1) Q4SGB1_TETNG Chromosome 17 
SCAF14597, whole genome shotgun sequence. ] 
MSLAAEAFVSQIAAAEPWPESATLYQPLKEDQILLSDCASSLAVQAYLRMCGLPVEVVCKANAEYMSPSGKIPFIHVGNQ
VVSELGPIVQFTKAKGHSLSDGLDDVQRAEMKAYMELVNNMLLTAELYIQWCDDATAAEVCLDYLKKREKSVFIILTSLL
IKVFFQITRPRYSSPYSWPLSSLLAYLSAAKLSPKDWEHNHSSLINSRFLLFPYILVHMFISTEINTKCMYVTGRQNWML
WCSATSSPSSPPDSRAQSWQRGSRATATCCPSAGASNRLTLKTRAPEGWK 
>A4RI50_MAGGR [ (score: 8.60e-03, model: Metaxin1) A4RI50_MAGGR Putative 
uncharacterized protein. ] 
MSSYNVATYLWMYGKKAAAIKLHNITLAEMSFFHPNLVKLKHVHLATQLLVGNAQMAEQLQQPAQGTPPKTSAASASSSA
ATPGYTIFPGRIPAPLQKLFARFPLYTYPANDLPARCPRPRESSSSNNSLPTLFVFISDDDAAKGRPSFNPTCLKWQTFL
RIAGVEVQILPSTNHASPTGALPFLLPSSSPTPIPANKLQAYAAAATKANNNSQQQPEPTTILAKESEALYTSLVDHPIR
RAWLHTLYLDPANTQLLTSLYLSPASRSPLAQRALHAQLRAAAHAELAASHNGVDCPAPETLRADAARAFASLGAELLAG
SGREWFTGAAGPGLLDAAVFAYTHLLLALPWGDRSLAEALAAEAPALVDHRDRMLERLWGGGGGAEDCGASVEWEKI 
>Q6CMW8_KLULA [ (score: 1.40e-178, model: Sam35) Q6CMW8_KLULA Similar to 
sp|P14693 Saccharomyces cerevisiae YHR083w hypothetical protein singleton. ] 
MVSILAVPGPLKTFFDKFPLKTFEYVNDEDKAMDYQISQRSAYFEGPDAVQSSKDDVFQLGVYQIVRDSETGVLLASDPW
GLFAELSLSKKNNLKLPSEGFNANGTNAPTKRRLQHSMCVLSPRASVTKSLPILVEGFTKRHVRSTESINEILYSRIATG
EHTMYLKLINTIVYDGYIVDLLCNVPSNKFCELYAHINERETSITNWVTIQDTKTTILERNGFQIRHEVLSKYLVELKYP
IRTPRVTQLAELSENIILETINCLERLQTHWKGSSKSEPDSTTNLNKYQYIDLALVSYILAIAQLGSESVLNQWLQTNGQ
YLLQYSYQLLKKCS 
>SAM35_YEAST [ (score: 1.60e-178, model: Sam35) SAM35_YEAST Sorting assembly 
machinery 35 kDa subunit (TOB complex 38 kDa subunit) (Mitochondrial 38 kDa 
outer membrane protein). ] 
MVSSFSVPMPVKRIFDTFPLQTYAAQTDKDEAVALEIQRRSYTFTERGGGSSELTVEGTYKLGVYNVFLEANTGAALATD
PWCLFVQLALCQKNGLVLPTHSQEQTPSHTCNHEMLVLSRLSNPDEALPILVEGYKKRIIRSTVAISEIMRSRILDDAEQ
LMYYTLLDTVLYDCWITQIIFCASDAQFMELYSCQKLSGSIVTPLDVENSLLQKLSAKSLKISLTKRNKFQFRHREIVKS
MQGVYHNHHNSVNQEQVLNVLFENSKQVLLGLKDMLKSDGQPTYLHLKIASYILCITNVKEPIKLKTFVENECKELVQFA
QDTLKNFVQ 
>Q6BK36_DEBHA [ (score: 9.10e-172, model: Sam35) Q6BK36_DEBHA Debaryomyces 
hansenii chromosome F of strain CBS767 of Debaryomyces hansenii. ] 
MFEVPKPIKKVFDTFPLYTYDPIPNNTPSNFQSIESNKFYFTSSNDQAKDNACFTLGVHNIYLVNTANGEKKIPSDPISF
GHALILCHKNDLKLPSSGDNVGSKSKHSIMKLSYHASPDNQLPILIEDDLKSQTRNIRSSLSMNQSVKVNNNFSENALAR
IINELVDTELADLWILCLLSDLPSSNPLVFNKLFKLDEEITKSTFTNKITIMSILNEIPRWGSFHLRYSYLFDHSRTKSF
INMPLRLLSEDILEVFANTNNESIRKAYNDKLKEFEINLELLIDYIKESDSNEQKKIIELKLVGFIIIMDSLLNTKLHEV
LSKEKFSSFVKLCYEIIALFPNLYKAFI 
>Q6FSA5_CANGA [ (score: 4.30e-168, model: Sam35) Q6FSA5_CANGA Similar to 
sp|P14693 Saccharomyces cerevisiae YHR083w. ] 
MSSTTMKVPTPVKWVFDRFPVVQYQTIPQSKAIAYSDTVNRCFEFRDVKSSMHNPEYDGGNSKNDNSGNDNFQLGVYSVH
GFEIGGTDVMLARDPLCLYAQLSLCKKNNLRLPTKFEEGNNEKKNQPKLDAESTLDSHFTTDVAGIRKPGNKVVILSEKA
HKDERLPILIETTMNGQSKNIKRYVRSMDSIMIILDSKLESAELAIGNLLDTTVYDAFLLCTIHNNLVYETYGCSPDTLH
TLSKRNRFFTRHPQISSLSLGQIYTPSPSDLEKQLAMAKDILLLLQSTHDKFSDYLRLKVASYVLALLHLPSFGEFLRAE
CSKLLDDSTTIVKDFV 
>Q759H5_ASHGO [ (score: 3.00e-148, model: Sam35) Q759H5_ASHGO ADR303Wp. ] 
MHTLTQVPAPIKQLFDALPLSQYGPVPATDDATLNDHAVRSYPFRGGPTDNQPTFRLGVYAVVEHESGAFLAPDPWCLLA
QLAVCKRNGLLLPTSTSAPSKGSCVLLLSRYAAADRQLPLLVETSSRAQRGAGAVHDAVAARITDPHAALLATLLNSTVY
DAYMATLLFELPDSELLRLYGVSAEPPLRVFAARTLRLALAFRNSFQVRNARLVSHAGAFPTPATAPARPLLDVLQARGS
RTLLQLQQLLHDGQFFPAPDSDCGPGYLDLAVASYVFAISLLRSSALHQYLAKHCQPLCRHAARVISCYT 
>Q6C5Q4_YARLI [ (score: 7.80e-141, model: Sam35) Q6C5Q4_YARLI Similarity. ] 
MLKVPAPIKTFFDAFPLEKLPPLEVSETDSNACQVVGGGSTQSPDFYLYTYGHKNGVGTTLSTEPTSLAVQLLLSHFHPK
KSTQLATVSHLANMDGKLPLLVQQPSNRTFLTFNSIYKNLVPLTPQINVLSSLVFHNLYHAWIVTILDPAYSRQFENTFL
SVKSLESNTEARFVEPLKIRFMQDLITDHKNLATAMEQSTRLPTRLVMSMESVYDSHPEIEEIYCRAHDALTAFSKLLAE
SPSQFFNAKDKGFEQSEIGSLDCVVAAFIYSLRPESPFGQTRLGHMVQDFPDLSSHAVSVIEEVYKKN 
>Q59ZS4_CANAL [ (score: 2.90e-105, model: Sam35) Q59ZS4_CANAL Possible 
mitochondrial protein. ] 



MNVPATIKSLFDVVPLVTYKDERLPHKGPNYPFSEEFTVAVHNVFNCKGMIIPTDPISLGIVLVLAHKNKLALPTEQGYG
RGGIITTSFHASPTNTLPLLIDQTTRTLDEINHTVANDLDEPAKLINEIIDTKFYDIWVLCILCEDIATTIFGVDTLSKL
DLLAEVPNWNNFAVRHPNTNIPKLYSQQLVEFEEYLDLLESYDHPIINLKLAGYIIVINQLLSSTRLGKIVCTKHALLSR
SYSLLNLHTTI 
>A5DCQ6_PICGU [ (score: 1.10e-35, model: Sam35) A5DCQ6_PICGU Putative 
uncharacterized protein. ] 
MSRLQVPQWVKSVFDTFPLSTYEATPLGDHSDIEKSRFYFISDDPEKAPDHNFILGVDGVIGVNLKIIPSTPVALAHSLI
LCYKNGLKLPRENSKSKTSPHSILSLSYLAASNNELPIIIETNERTQVRNTIPKKGLLASIVTNNNFESDPKAKLINSMV
DSCIQDLWILTLICDPQGKNKYERIFNWNAGAKKSGNMTFLQTLAVQEEIPEWNDIRTRNPNLFPGKIWNALDQEALQIV
YQDKLKQFEQELPLLIEYATGHDPLTKIISFKLVALAILANEILPETGLANLVQQHQNFVTQCYNIIDEY 
>A3LWP5_PICST [ (score: 1.40e-24, model: Sam35) A3LWP5_PICST Predicted protein. 
] 
MFDIPESVKKLFDTFPLTTYPAIPKTTSGNDEFIEEKKFYFENEKQSQISTNASFSLGVHNVVEFKGQDGKRKYIPSDPV
SLGQALILCHKNKLKLPTTSSTNRSCNSIMKVSFHASPDKQLPILIEDDKQSRTIRTISSIIETVAKSNFQKHPYLDAEL
LVLNDFIDLKLFDLWILCLLNENIDRFDEIFDIDSKLDLSFVAKSLVINNIYSEVEHWRAFRTRNPNLFDYMELLLSTN 
>A5E230_LODEL [ (score: 2.50e-23, model: Sam35) A5E230_LODEL Putative 
uncharacterized protein. ] 
MFSVPSPIKRVFDSVPLQVYKNGGETVQPHNLYSFSKVSELGSGPTFVVGVYNTFEYRISTSSQDSVILPTDPISLATIL
ILARKNGCGLPSSGAKGPSGIVRIPFRGSPFNSLPILISGDETRSIESAETIKSTITKNNIKNLDLKFISDYVDKSLYDL
WILCLLAEELDISVYSKIFSINDQLELHDLKTEMVKWNNLSLRHPSLFERQQKHKNLYNFYISELDQFDTNMNWFSEILE
KPEGDNWIIYYKIASFVIIVNQFLQSTKLGAVVVGKPDLVAKCYKVLESI 
>Q5ALP4_CANAL [ (score: 3.70e-145, model: Sam37) Q5ALP4_CANAL Putative 
uncharacterized protein TOM37. ] 
MLQLHVWGKDNEISIISPSCIASAYLLNQVLTPQNIEFEIIPSNNTNLSDINQLPVLIDNETKEKYNGYNEIIRFIESKY
LSTSTKLSLVSYLPSDSLKTTKEKLINKGLINLLINKFEYINQYNLYLNNKNYENYTRKLFSSYLPFPMMYNQPSKYYAQ
AQEQVKILGLSKQKVSFFDFTTGNNEQGSIDVAPTELINDEDDEEGDEDEDGANVAISSLHERQLLKKSKSKQVLKESRN
SMKCLILITQYIERFKTIFQHQQRDSDEEFGFIFNNQNPSSSEILFYAYIFCLTYEKLPDRFIFNYLKLKQDYTLKFITE
IMNKNQISKNKFRNPIGNEIPSLTNEVKYWIGSIEY 
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