Supplementary figure 3. Protein identification by MALDI-TOF-MS

a. Mascot search results

Probability Based Mowse Score

Ions score is -10¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 59 are significant (p<0.05).
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1. Q14195 Mass: 62421 Score: 166
(DPY3_HUMAN) Dihydropyrimidinase related protein-3
Q16555 Mass: 62823 Score: 28
(DPY2_HUMAN) Dihydropyrimidinase related protein-2
P09132 Mass: 16460 Score: 27
(SR19_HUMAN) Signal recognition particle 19 kDa prq

2. Q9ULC3-00-00-00 i Mass: 26927 Score: 42
(RB23_HUMAN) Splice isoform Displayed; Variant Disj
Q9ULC3-00-01-00 Mass: 26957 Score: 42

(RB23_HUMAN) Splice isoform Displayed; Variant dbsS}

3. 0929501 Mass: 46562 Score: 40

(RL3L_HUMAN) 60S ribosomal protein L3-like 60S ribg

4. Q969N2-02-00-00 Mass: 42447 Score: 34
(PIGT_HUMAN) Splice isoform 3; Variant Displayed; (

b. The sequence coverage of identified DRP3 protein

Matched peptides shown in Bold Red

1 M5YQGEFNIF RITSDELLIE GGRIVHNDDQS FYADIYMEDG LIEQIGDHNLI

51 VPGGVETIEA NGEMVIPGGI DVHTHFQMPY EGMTTVDDFF QGTEAALAGE
101 TTHMIIDHVVFE EPESSLTEAY EFWEEWADGE SCCDYALHVD ITHWHDSVEQ
151 EVQNLIEDEG VHSFMVYMAY EDLYQVSHNIE LYEIFTCLGE LGAIAQVHAE
201 NGDIIAQEQT RMLEMGITGF EGHVLSRFEE LEAEAVFRAT TIASQTHCPL
251 YVIEVMSESA ADLISQARKE GHNVVEGEPIT ASLGIDGTHY WSENWAFRARR
301 FVISPPFLS5FD PTTIPDYINSL LASGDLQLSG SAHCTFSTAD EHAIGEDNFTA
351 IPEGTHGVEE EBMEVIWDEAV ATGEMDENQF VAVTSTHAAE IFNLYFREGR
401 ISVGSDSDLV IWDPDAVEIV SAFNHQSAAR YNIFEGMELER GAPLVVICQG
451 EKIMLEDGHNLE VTQGAGRFIF CSPFFSDYVYE RIFARRFMAD LHAVPRGMYD
501 GEVFDLTTTFE EGGIPAGSAR GSFTRPNFEV ENLHQSGFSL SGIQVDEGVR
551 S5ASERIVAFPP GGRSHNITSLS

c.Peptides recognized by Peptide Fingerprinting and their position within protein sequence



Start - End Ob=zerved Mr (expt) Mr(calc) pom Mizz Segnence

362 - 368 878.4500 877.4427 877.4368 7 0
391 - 397 522.5200 921.5127 921.5072 ] o
150 - 157 971.5600 970.5527 970.5447 8 0
259 - 268 1031.5700 1030.5627 1030.5407 21 0
123 - 130 1047.5300 1046.5227 1046.4934 28 1

g8 - 1lé 1071.5e00 1070.5527 1070.5832 —-29 1
521 - 531 1177.60200 1176.6127 1176.6364 -20 0]

44 - bHa 130%.7500 1308.7427 1308.7402 2 0

g2 - 94 1446.60500 1445.6527 1445.6457 23 0]

82 - 94 1462.6900 1461.6827 1461.60446 2a 0
497 - 511 1657.8100 1656.8027 1656.7706 15 o
158 - 171 1668.8500 1667.8427 1667.7687 44 1
452 - 4a7 1710.8800 1709.8727 1709.8519 1z 0
375 - 390 1725.8600 1724.8527 1724.8039 28 0
452 - 4a7 1726.8600 1725.8527 1725.8468 3 0
375 - 390 1741.7%00 1740.7827 1740.7989 -9 0
346 - 36l 1748.8400 1747.8327 1747.8013 18 0
424 - 440 2008.9400 2007.5327 2007.5108 11 0]
424 - 440 2024.9%400 2023.9327 2023.%057 13 0
342 - 381 2118.0700 2117.0627 2117.0389 11 1
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d. Sequence homology between DRP3 and DRP1 demonstrated by BLAST analysis

86.0%

Graphical alignment

In ariginal sequence: 1 - 569 ( total: 570 )

Raw alignment

Query : MSYQGEENIFRITSDELLIKGGRIVNDDQSFYADIYMEDGLIEQIGDNLIVEGGV
: MSYQGEE+IF ITSDRLLIEGGRI+NDDQS YAD+Y+EDGLIEQIG+NLIVEGEV
Q14194 : MSYQGEESIFHITSDELLIKGGRIINDDOSLYADVYLEDGLIEQIGENLIVEGGEV

Query : ETIEANGEMVIPGGIDVHTHFOMEYKGMITVLDDFFQGTERATAGETTMITIDHVVE
: KTIEANGHMVIPGGIDV+I+ Q@ F +GMI LDDFFQGI+RAL GEITMIIDHVVE
Q0141534 : ETIEANGEMVIPGGIDVHIYLOKESQOGMTALADDFFOSIRAALVEETITMIIDHVVE

Query : EPESSLIEAYEKWEEWADGKSCCDYALHVDITHWNDSVEQEVQNLIKDKGVISEM
: EF 551. ++EEW E D ESCCDY+LHVDIT W D V++E++ L++DEGVNSF
Q14194 : EPGSSLLISFEEWHEARDTESCCDYSLHVDITSWYDGVEEELEVLVQDEGVHNSEQ

Query : VIMAYKDLYWSNIELYEIFTCLGELGAIAQGVHAENGDIIAQEQTEMLEMGITGE
: VIMAYED+HYQ4+S5+++LYE FT L LGA+ VHAENGD+IAQEQ B+LEMGITGE
Ql4194 : VYMAYKDVYQMSDSQLYEAFTFLEGLGAVILVHAENGDLIAQEQKEILEMGITGE

Query : EGHVLSEFEELEAEAVFEAITIASQINCPLYVIEVMSKSAADLISQARKEGHVVE
: EGH LSRFEELEREAVFRAITIA + NCP+Y+TEVMSKESRAD+I+ RAREEG +VF
Q14194 : EGHALSRPFEELEREAVFRATITIAGRINCEVY ITEVMSKSAADIIALAREHGEFLVE

Query : GEPITASLGIDGTHYWSENWARARAFVISFFLSFDPTTFDYINSLLASGEDLOLSG
: GEPI ASLG DETHYWSENWAKARAFVISFFLSFDFTTFDY+ SLLE& GDLO++G
Q14194 : GEPIARSLGTIDGTHYWSENWARKARAFVISFFLSFDPFTTIFDYLISLLACGDLOVIG

Query : SAHCTFSTAQKAIGKLDNFIAIFEGINGVEERMSWVIWDEAVATGEMDENQEFVAVIS
: 5 HC +5TAQEL+GEDNFT IFEG NG+EERM+VAHWDERVATGEMDENQEVAVIS
Q14194 : SGHCEYSTRAQKAVGEDNFILIPEGVNGIEERMTVVWDEAVATGEMDENQFVAVIS

Query : TNARKIFNLYPREGRISVESDSDLVIWDPDAVEIVSARKNHQSAAEYNIFEGMELR
: TNARKIFNLYFREGRI+VESDH+D+VIWDPD +K ++AE+H+5h EYNIFEGME
Q14194 : TNARKIFNLYFREGRIAVGSDADVVIWDPDELKI ITAKSHESAVEYNIFEGHMECH

Query : GAPLVVICQGKIMLEDGHLHVIQGAGRFIFCSEFFSDYVYKRIFAREREMADLHAVE
: G+ELVWVI QGKEI+ EDGH++V +G GRFIF F +++¥+B+K R E+ L W
Q14194 : GSPLVVISQGHIVFEDGHINVNEGMGERFIFREARFFEHLYRVEIRNEVEGLOEVS

Query : BRGMYDGPVFDLITIPHEGGIPAGSARGSPTREN-PEVENLHQSGFSLIGIVDE-G
: RGMYDGFV+++ TFKE TFA S5h+ SP++ FP+ENLHQS F5LSG Q+D+
Q14194 : RGMYDGEFVYEVEATFEYATPAPSAKSSPESEKHQFFEIRNLAQSHESLIGAQIDDNN

Query : VESASKRIVAPPGEGRSNITSI. 549-569
: R RIVAFPGGERSNITSL
Q14194 : FERTGHRIVAPPEGRSNITSI. 551-571
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e. Sequence homology between DRP3 and DRP2

80.0%

Graphical alignment

In original sequence: 1- 569 (total: 570 )

Raw alignment

Query
Q16555
Query
Q16555
Query
Q16555
Query
Q16555
Query
Q16555
Query
Q16555
Query
016555
Query
Q16555
Query
Q16555
Query
Q16555
Query

Q16555

: MSYQGEENIPRITSDRLLIKGGRIVHDDDSFYADTYMEDGLIEQIGDNLIVEGEV
: M3YQGEENIFRITSDRLLIKGG+IVHDDRSFYADTYMEDGLIEQIG+NLIVEGEV
: M3YQGEENIFRITSDRLLIKGGKIVHDDGSFYADTYMEDGLIEQIGENLIVEGEV

: KTIEANGEMVIPGGIDVHTHERQMEYKGMT TVDDFFQGTEARLAGGTTMI IDHVVE
: KTIEA+ +MVIPGGIDVHT FOMP +GMT+ DDFFQGTERALTAGGTTMITIDHVVE
: KIIERHSBMVIPGGIDVHTRFOMEDOGMT SADDFFQGTERALLAGGTTMI IDHVVE

: EPESSLIEAYEKWREWADGKSCCDY ALAVDI THWNDSVEQEVONLIEDKEVHSFM
: EF +5L A+H+WEEWAD KSCCDY+LHVDI+ W+  +++E++ L+ED GVHSF+
: ERGTSLLAAFDOWRERRADSKSCCDY SLHVDT SENHKGIQEEMEAT.VEDHEVHSFL

: VIMAYRDLYVSHIELYETFTCLGELGATACVHAENGDI TA0EQTRMLEMGITGE
: VIMB+ED +3+++ ++YE+ + + ++HGAIAQVHLENGDIIA+EQ B+L++EITGE
: VIMAFKDREQLIDCQIYEVLSVIRDIGAIACVHAENGDIIAEEQURILOLGITGE

: EGHVLSRPEELEAEAVFRATTIASOTNCPLYVIKVMSKSALDL.I SQRRKEGHVVE
: EGHVLSEFEE+ERELV BRATTIA+JTNCPLY+TEVMSKS+L-+H+I+QRRERE VW4
: EGHVLSRPEEVEREAVNRAT T AN TNCELY ITKVMSKSSAEVIAQRRKRGTVVY

GEFITASLGIDGTHYWSEMWAKARAFVISFEFLSPDEFTTFDY INSLLASGDLOLSG
GEPTITASLG DG+HYWSENWAKARAFVISPELSPDETTEDHNSLL+: GDLO+H+HG
GEPTTASLGTDGSHYWSENWAKAR A FVI SPEPLSPDFTTFDFLNSLLISCGDLOVIG

SAHCTFSTAQKAIGKLNFTAI PEGTNGVEERMSVIWDERVATGEMDENQFVAVI S
SAHCTEF+TAQERA+GKLNET IPEGING EERMSVIWDERYV TGEMDENQEVAVIS
SAHCTFNTAQKRVGKLNFT LI PEGTNGIEERMSVIWDERVV I GEMDENQFVAYVT S

THARKT FNLY PREGRI SVESDSDLVIWDPDAVETVIAKNHSAREYNI FEGMELR
THARK+FNLYPREGET+VEID+DLVIWDPD+VE +32K H 5+ EYNIFEGME R
THARKVENLY FREGR I AVESDADLVIWDPDSVET I SAKTHNSSLEYNI FEGMECR

FAPLVVICOGHIMLEDGHLEVT QEAGRFIPCSPFSDYVYERIKAREEMA DL.HAVE
F+PLVVI QGHI+LEDG LHVI+E+GR+IF PF D+VYERIKRR ++&+L  VE
GIPLVVISQGKIVLEDGTILHVIEGIGRY IFRKPFEPDFVYERIKRRSRLAFEL.RGVE

: RGMYDGEVFDLITTFEGGTFRAGSARGSFIREN-PEVENLAQSGFSLAGTVDEGY
: RG+YDGFV +++ TPE TER S5A+ S5F + PEVENLHQ3GFSLIG Q+0+ +
: RGLYDGEVCEVSVIPEIVIPASSAKT SFRAKQAPEVENLAGSGFSLIGAQTIDDNT

-R5ASERIVAFPPEGESNITSL. 550-549
B ++RIVAPPGGE+NITSL
FEETIQRIVAFPGGEANITSL 551-571
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f.  Sequence homology between DRP3 and DRP4

86.0%

Graphical alignment

In original sequence: 1- 570 ( total: 570 )

Raw alignment

Query
014531
Query
014531
Query
014531
Query
014531
Query
014531
Query
014531
Query
014531
Query
014531
Query
014531
Query
014531
Query

014531

: MSYQGEENIPRITSDRLLIKGGRIVHDDQSFYADTYMEDGLIKQIGONLIVEGGY
: MS+0GEE+IFRITSDRLLIHGRIVHDD)SEYAD+H+EDGLIKQI GHNLIVEGS+
: MSFQGEESIFRITSCRLLIRGERIVHDD SEFYADVHVEDGLIEQIGENLIVEGG

: KTIEANGEMVIPGGIDVHTHROMEYKGMT TVDDFFQGTHARLAGGTIMIIDHVVE
: ETI+&+5 MV+PEG+DVHT QMF GMT DODF QGTERATLAGSTTMI+DHV FE
: ETIDARGIMVILEGGVDVHIRLGMEVLGMT FADDFCOGTERAALAGSTTMILDHVEE

: EPESSLIEAYERWREWADGKSCCOYALHVDI THWNDSVEQEVONLIKDEGVHIFM

+ 5L AYE+WERE AD +CCDY+LHVDIT WH+5+E+E++ LAE+EGVNSE+
DTEVSLLAAYEQWRERADSARCCDY SLHVDITEWHE S IKEELEALVEEKGVISFL

r VYMAYKDLYVSNIELYEIFTCLGELGATAQVHRENGDI TAQEQTRMLEMGTITGE
: VHMAYED § S++++YEIF+ + +LGA+AQVHARENGDI+ +EQ R+LE+GITGE
: VEMAYKDRCQCSDSQMYEIFSITRDLGALAQVHAFNGDIVEEEQKRLLELGITGE

: EGHVLSEFEELEREAVFRATTIASOTHCPLYVIEVMIKSARDT. I SQRREKGHVVE
: EGHVLS FEE+EREAVHER4TIZ § NCPLYVIEVMSE ARD I+QB++H+G VVE
: EGHVLSHFEEVEAEAVYEAVT IRKQANCELYVIKVMSKGARDATRORKEREVVVE

GEFITASLGIDGTHYWIKITWAKR AL FVT SPPLSFDFTTEDY INSLLASGDLQLSE
GEPITASLG DG+HYWSENWABRALZFVISPP++EDPIT D++ LIL4+SGDLO+H+HE
GEPITASLGTDGSHYWSKIWAKRA L FVI SPEVNEDFT TADHLTCLLSSGDLOVIG

SAHCTF3TAQKRIGKDNFTAT FEGTNGVEERMIVIWDERVAT GEMOENQFVAVT S
SAHCTF+TAQER+GEDNE IPFEGTNGHEEBMS++W+E VAHGEMDEN+FVAVTS
SAHCTFITAQKRAVGKDNFALI FEGTNGIEERMSMVWEKCVASGEMDENEFVAVT S

THARKT FNLY FREGRISVGSDIDLVIWDFDAVET VIAKNAQSAREYNIFEGMELR
THARKTFN YPFEEGR++VGSOH+DLVIW4E & KI+52K H EYNIFEG+E R
THARK T FNFY FREGEVAVGSDADLVIWNFEATETI I SAKTHNINVEYNIFEGVECR

GAFLVVICQGKIMLE DGNLHVIQGAGRFIPCSEF DY VYKRIKARREMADLAAVE
GAP VWWI QG++ LEDG + VI GAGRF+P F D+VYERIERR ++A++H VE
GAPAVVISQEREVALE DGEMEVI PGAGRFVERKT FEDFVYKRIKRARNELAE THEVE

: RGMYDGEVFDLITTPKGET PAGSARGSFTREN-PEVENLAQIGFSLIGTGVDEGY
: RGHYDGEV ++ K&+ 2+ F + + PPVENLHQSGFILSG+3 D+ +
: RGLYDGEVHEVMVEAKPGIGAPARASCPGHT SVPEVENLHQSGFSLIGSQADDHT

-R5ASKRIVAFPGGRSNITSLS 550-570
B +++I+APPEERSNITSLS

: BRRTAQKTIMAPPGGRSNITSLS 551-572
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