Table EV4: MS data of MIRO-1 potential binding proteins
	Accession
	Description
	Score
	Coverage (%)

	P18947
	Vitellogenin-4 OS=Caenorhabditis elegans OX=6239 GN=vit-4 PE=1 SV=3 - [VIT4_CAEEL]
	206.17
	55.40

	Q06561-5
	Isoform f of Basement membrane proteoglycan OS=Caenorhabditis elegans OX=6239 GN=unc-52 - [UNC52_CAEEL]
	172.72
	36.43

	Q06561-4
	Isoform c of Basement membrane proteoglycan OS=Caenorhabditis elegans OX=6239 GN=unc-52 - [UNC52_CAEEL]
	155.76
	34.64

	Q95QA6-3
	Isoform c of Protein pat-12 OS=Caenorhabditis elegans OX=6239 GN=pat-12 - [PAT12_CAEEL]
	37.71
	32.86

	Q95QA6-9
	Isoform i of Protein pat-12 OS=Caenorhabditis elegans OX=6239 GN=pat-12 - [PAT12_CAEEL]
	25.83
	31.32

	Q22235-2
	Isoform b of Endoplasmin homolog OS=Caenorhabditis elegans OX=6239 GN=enpl-1 - [ENPL1_CAEEL]
	21.53
	19.48

	Q05036
	Heat shock protein 110 OS=Caenorhabditis elegans OX=6239 GN=hsp-110 PE=3 SV=1 - [HS110_CAEEL]
	14.32
	14.69

	P41937
	Tubulin beta-4 chain OS=Caenorhabditis elegans OX=6239 GN=tbb-4 PE=3 SV=1 - [TBB4_CAEEL]
	14.21
	18.47

	Q18115
	26S proteasome non-ATPase regulatory subunit 1 OS=Caenorhabditis elegans OX=6239 GN=rpn-2 PE=3 SV=4 - [PSMD1_CAEEL]
	12.45
	7.77

	Q20970
	Methionine--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans OX=6239 GN=mars-1 PE=3 SV=1 - [SYMC_CAEEL]
	11.65
	10.14

	Q17967
	Protein disulfide-isomerase 1 OS=Caenorhabditis elegans OX=6239 GN=pdi-1 PE=3 SV=1 - [PDI1_CAEEL]
	9.89
	18.35

	Q19749
	Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=dlat-1 PE=1 SV=1 - [ODP2_CAEEL]
	9.04
	12.62

	O01541
	Alanine--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans OX=6239 GN=aars-2 PE=2 SV=1 - [SYAC_CAEEL]
	8.57
	7.23

	P48154
	40S ribosomal protein S3a OS=Caenorhabditis elegans OX=6239 GN=rps-1 PE=3 SV=2 - [RS3A_CAEEL]
	7.79
	13.62

	P12456
	Tubulin beta-1 chain OS=Caenorhabditis elegans OX=6239 GN=mec-7 PE=2 SV=1 - [TBB1_CAEEL]
	7.76
	10.66

	Q9N3X2
	40S ribosomal protein S4 OS=Caenorhabditis elegans OX=6239 GN=rps-4 PE=1 SV=1 - [RS4_CAEEL]
	7.63
	23.55

	P47991
	60S ribosomal protein L6 OS=Caenorhabditis elegans OX=6239 GN=rpl-6 PE=1 SV=1 - [RL6_CAEEL]
	7.44
	23.50

	Q20762
	Uncharacterized protein F54D1.6 OS=Caenorhabditis elegans OX=6239 GN=F54D1.6 PE=1 SV=4 - [YAO6_CAEEL]
	7.39
	4.08

	P52899
	Probable pyruvate dehydrogenase E1 component subunit alpha, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=T05H10.6 PE=3 SV=1 - [ODPA_CAEEL]
	6.38
	19.40

	O44451
	Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=pdhb-1 PE=1 SV=2 - [ODPB_CAEEL]
	5.84
	12.78

	O62431
	Probable glutamine--tRNA ligase OS=Caenorhabditis elegans OX=6239 GN=qars-1 PE=3 SV=1 - [SYQ_CAEEL]
	5.51
	3.31

	Q4TT88-2
	Isoform a of Puromycin-sensitive aminopeptidase OS=Caenorhabditis elegans OX=6239 GN=pam-1 - [PSA_CAEEL]
	5.14
	3.85

	P53014
	Myosin, essential light chain OS=Caenorhabditis elegans OX=6239 GN=mlc-3 PE=4 SV=1 - [MLE_CAEEL]
	4.73
	20.26

	Q9BL19
	60S ribosomal protein L17 OS=Caenorhabditis elegans OX=6239 GN=rpl-17 PE=3 SV=1 - [RL17_CAEEL]
	4.70
	13.90

	Q9N4I4
	60S ribosomal protein L10a OS=Caenorhabditis elegans OX=6239 GN=rpl-1 PE=3 SV=1 - [RL10A_CAEEL]
	4.54
	9.26

	P30628-6
	Isoform f of Probable V-type proton ATPase 116 kDa subunit a OS=Caenorhabditis elegans OX=6239 GN=unc-32 - [VPP1_CAEEL]
	4.42
	4.61

	Q94392
	Vesicle-fusing ATPase OS=Caenorhabditis elegans OX=6239 GN=nsf-1 PE=1 SV=2 - [NSF_CAEEL]
	4.29
	2.91

	Q9GZH4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Caenorhabditis elegans OX=6239 GN=ribo-1 PE=3 SV=2 - [RPN1_CAEEL]
	3.94
	3.75

	P52819
	60S ribosomal protein L22 OS=Caenorhabditis elegans OX=6239 GN=rpl-22 PE=1 SV=3 - [RL22_CAEEL]
	3.85
	23.85

	P34334
	60S ribosomal protein L21 OS=Caenorhabditis elegans OX=6239 GN=rpl-21 PE=3 SV=3 - [RL21_CAEEL]
	3.78
	15.53

	Q19825
	Probable arginine--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans OX=6239 GN=rars-1 PE=3 SV=2 - [SYRC_CAEEL]
	3.75
	5.61

	Q966C6-2
	Isoform c of 60S ribosomal protein L7a OS=Caenorhabditis elegans OX=6239 GN=rpl-7A - [RL7A_CAEEL]
	3.74
	8.16

	P50880
	60S ribosomal protein L3 OS=Caenorhabditis elegans OX=6239 GN=rpl-3 PE=2 SV=1 - [RL3_CAEEL]
	3.61
	16.46

	O01868
	60S ribosomal protein L24 OS=Caenorhabditis elegans OX=6239 GN=rpl-24.1 PE=3 SV=1 - [RL24_CAEEL]
	3.55
	13.21

	Q95Y04
	40S ribosomal protein S28 OS=Caenorhabditis elegans OX=6239 GN=rps-28 PE=3 SV=1 - [RS28_CAEEL]
	2.89
	18.46

	P34329
	Probable protein disulfide-isomerase A4 OS=Caenorhabditis elegans OX=6239 GN=C14B9.2 PE=3 SV=2 - [PDIA4_CAEEL]
	2.75
	3.24

	P34266
	P granule abnormality protein 2 OS=Caenorhabditis elegans OX=6239 GN=pgl-2 PE=1 SV=2 - [PGL2_CAEEL]
	2.69
	2.07

	Q19877
	40S ribosomal protein S23 OS=Caenorhabditis elegans OX=6239 GN=rps-23 PE=3 SV=1 - [RS23_CAEEL]
	2.42
	7.69

	Q09533
	60S ribosomal protein L10 OS=Caenorhabditis elegans OX=6239 GN=rpl-10 PE=3 SV=1 - [RL10_CAEEL]
	2.32
	15.89

	O02056
	60S ribosomal protein L4 OS=Caenorhabditis elegans OX=6239 GN=rpl-4 PE=1 SV=3 - [RL4_CAEEL]
	2.30
	7.25

	Q9TZL8
	ATP-dependent 6-phosphofructokinase 1 OS=Caenorhabditis elegans OX=6239 GN=pfk-1.1 PE=3 SV=2 - [PFKA1_CAEEL]
	2.26
	2.21

	Q27274
	60 kDa SS-A/Ro ribonucleoprotein homolog OS=Caenorhabditis elegans OX=6239 GN=rop-1 PE=2 SV=1 - [RO60_CAEEL]
	2.19
	3.11

	Q21752
	Probable voltage-dependent anion-selective channel OS=Caenorhabditis elegans OX=6239 GN=vdac-1 PE=3 SV=2 - [VDAC_CAEEL]
	2.16
	12.01

	P49181
	60S ribosomal protein L36 OS=Caenorhabditis elegans OX=6239 GN=rpl-36 PE=1 SV=3 - [RL36_CAEEL]
	2.16
	10.58

	P34342-2
	Isoform b of Ran GTPase-activating protein 2 OS=Caenorhabditis elegans OX=6239 GN=ran-2 - [RGP2_CAEEL]
	2.16
	1.30

	P91128
	60S ribosomal protein L13 OS=Caenorhabditis elegans OX=6239 GN=rpl-13 PE=3 SV=1 - [RL13_CAEEL]
	2.15
	7.73

	Q09545
	Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=sdhb-1 PE=2 SV=1 - [SDHB_CAEEL]
	2.15
	2.68

	O44480
	60S ribosomal protein L18a OS=Caenorhabditis elegans OX=6239 GN=rpl-20 PE=3 SV=2 - [RL18A_CAEEL]
	2.12
	7.78

	Q23381
	Probable methylmalonyl-CoA mutase, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=mmcm-1 PE=3 SV=2 - [MUTA_CAEEL]
	2.11
	2.82

	Q86S66-2
	Isoform b of Nascent polypeptide-associated complex subunit alpha OS=Caenorhabditis elegans OX=6239 GN=icd-2 - [NACA_CAEEL]
	2.09
	7.18

	P53588
	Succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=suca-1 PE=3 SV=1 - [SUCB1_CAEEL]
	2.07
	6.67

	O45946
	60S ribosomal protein L18 OS=Caenorhabditis elegans OX=6239 GN=rpl-18 PE=3 SV=1 - [RL18_CAEEL]
	2.02
	6.91

	P46769
	40S ribosomal protein SA OS=Caenorhabditis elegans OX=6239 GN=rps-0 PE=1 SV=3 - [RSSA_CAEEL]
	2.00
	20.65

	Q23628
	Cuticle collagen lon-3 OS=Caenorhabditis elegans OX=6239 GN=lon-3 PE=2 SV=1 - [LON3_CAEEL]
	1.97
	6.17

	Q9XXU9-2
	Isoform b of V-type proton ATPase subunit C OS=Caenorhabditis elegans OX=6239 GN=vha-11 - [VATC_CAEEL]
	1.94
	19.55

	P36573
	32 kDa beta-galactoside-binding lectin OS=Caenorhabditis elegans OX=6239 GN=lec-1 PE=1 SV=1 - [LEC1_CAEEL]
	1.91
	8.24

	P52274
	Tubulin alpha-8 chain OS=Caenorhabditis elegans OX=6239 GN=tba-8 PE=3 SV=2 - [TBA8_CAEEL]
	1.89
	4.65

	P51403
	40S ribosomal protein S2 OS=Caenorhabditis elegans OX=6239 GN=rps-2 PE=3 SV=1 - [RS2_CAEEL]
	1.78
	2.94

	Q09544
	ATP synthase subunit delta, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=F58F12.1 PE=1 SV=1 - [ATPD_CAEEL]
	1.77
	5.52

	P49196
	40S ribosomal protein S12 OS=Caenorhabditis elegans OX=6239 GN=rps-12 PE=3 SV=2 - [RS12_CAEEL]
	1.76
	17.86

	O01479
	Tropomodulin OS=Caenorhabditis elegans OX=6239 GN=unc-94 PE=1 SV=2 - [TMOD_CAEEL]
	1.74
	4.08

	O76371
	26S protease regulatory subunit 6A OS=Caenorhabditis elegans OX=6239 GN=rpt-5 PE=1 SV=1 - [PRS6A_CAEEL]
	1.73
	4.19

	O45499
	40S ribosomal protein S26 OS=Caenorhabditis elegans OX=6239 GN=rps-26 PE=3 SV=1 - [RS26_CAEEL]
	1.67
	7.69

	Q95QW0-2
	Isoform b of Eukaryotic translation initiation factor 3 subunit L OS=Caenorhabditis elegans OX=6239 GN=eif-3.L - [EIF3L_CAEEL]
	1.65
	1.50

	P34662
	60S ribosomal protein L35 OS=Caenorhabditis elegans OX=6239 GN=rpl-35 PE=3 SV=1 - [RL35_CAEEL]
	1.65
	8.13

	Q18864
	Surfeit locus protein 4 homolog OS=Caenorhabditis elegans OX=6239 GN=sft-4 PE=2 SV=1 - [SURF4_CAEEL]
	1.62
	8.30

	Q18040
	Probable ornithine aminotransferase, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=oatr-1 PE=3 SV=3 - [OAT_CAEEL]
	1.62
	3.79

	C7IVR4-2
	Isoform a of Polyglutamine-repeat protein pqn-41 OS=Caenorhabditis elegans OX=6239 GN=pqn-41 - [PQN41_CAEEL]
	0.00
	0.45

	G5EBU3
	Matrix metalloproteinase-C OS=Caenorhabditis elegans OX=6239 GN=zmp-3 PE=1 SV=1 - [ΔΨMC_CAEEL]
	0.00
	2.94

	O01583
	Serine/threonine-protein kinase mrck-1 OS=Caenorhabditis elegans OX=6239 GN=mrck-1 PE=2 SV=3 - [MRCK_CAEEL]
	0.00
	1.19

	O01802
	60S ribosomal protein L7 OS=Caenorhabditis elegans OX=6239 GN=rpl-7 PE=3 SV=1 - [RL7_CAEEL]
	0.00
	8.20

	O17680
	Probable S-adenosylmethionine synthase 1 OS=Caenorhabditis elegans OX=6239 GN=sams-1 PE=1 SV=1 - [METK1_CAEEL]
	0.00
	9.43

	O44199
	DNA repair protein rad-50 OS=Caenorhabditis elegans OX=6239 GN=rad-50 PE=2 SV=1 - [RAD50_CAEEL]
	0.00
	0.46

	P16356
	DNA-directed RNA polymerase II subunit RPB1 OS=Caenorhabditis elegans OX=6239 GN=ama-1 PE=1 SV=3 - [RPB1_CAEEL]
	0.00
	0.48

	P34713
	Multidrug resistance protein pgp-3 OS=Caenorhabditis elegans OX=6239 GN=pgp-3 PE=2 SV=2 - [PGP3_CAEEL]
	0.00
	1.34

	P48156
	40S ribosomal protein S8 OS=Caenorhabditis elegans OX=6239 GN=rps-8 PE=3 SV=1 - [RS8_CAEEL]
	0.00
	5.77

	P48166
	Ribosomal protein rpl-36.A OS=Caenorhabditis elegans OX=6239 GN=rpl-36.A PE=3 SV=2 - [RL36A_CAEEL]
	0.00
	12.38

	P52821
	40S ribosomal protein S25 OS=Caenorhabditis elegans OX=6239 GN=rps-25 PE=3 SV=1 - [RS25_CAEEL]
	0.00
	8.55

	P61866
	60S ribosomal protein L12 OS=Caenorhabditis elegans OX=6239 GN=rpl-12 PE=3 SV=1 - [RL12_CAEEL]
	0.00
	5.45

	P90850
	Uncharacterized peptidase C1-like protein F26E4.3 OS=Caenorhabditis elegans OX=6239 GN=F26E4.3 PE=1 SV=3 - [YCF2E_CAEEL]
	0.00
	7.08

	P91914
	60S ribosomal protein L27 OS=Caenorhabditis elegans OX=6239 GN=rpl-27 PE=2 SV=1 - [RL27_CAEEL]
	0.00
	6.62

	Q03577
	Aspartate--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans OX=6239 GN=dars-1 PE=3 SV=1 - [SYDC_CAEEL]
	0.00
	3.01

	Q04908
	26S proteasome non-ATPase regulatory subunit 3 OS=Caenorhabditis elegans OX=6239 GN=rpn-3 PE=1 SV=1 - [PSMD3_CAEEL]
	0.00
	1.98

	Q10051
	Pre-mRNA-processing factor 19 OS=Caenorhabditis elegans OX=6239 GN=prp-19 PE=3 SV=2 - [PRP19_CAEEL]
	0.00
	2.24

	Q10454-2
	Isoform b of Probable arginine kinase F46H5.3 OS=Caenorhabditis elegans OX=6239 GN=F46H5.3 - [KARG1_CAEEL]
	0.00
	3.90

	Q10578
	DNA-directed RNA polymerase II subunit RPB2 OS=Caenorhabditis elegans OX=6239 GN=rpb-2 PE=2 SV=2 - [RPB2_CAEEL]
	0.00
	0.84

	Q11067
	Protein disulfide-isomerase A6 homolog OS=Caenorhabditis elegans OX=6239 GN=pdi-6 PE=3 SV=1 - [PDIA6_CAEEL]
	0.00
	9.77

	Q17693-2
	Isoform b of Probable methylenetetrahydrofolate reductase OS=Caenorhabditis elegans OX=6239 GN=mthf-1 - [MTHR_CAEEL]
	0.00
	3.27

	Q18803
	Probable ATP synthase subunit g 2, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=asg-2 PE=3 SV=1 - [ATPL2_CAEEL]
	0.00
	8.40

	Q20228
	40S ribosomal protein S9 OS=Caenorhabditis elegans OX=6239 GN=rps-9 PE=3 SV=1 - [RS9_CAEEL]
	0.00
	4.23

	Q20938-2
	Isoform b of Probable 26S proteasome regulatory subunit rpn-6.1 OS=Caenorhabditis elegans OX=6239 GN=rpn-6.1 - [PS11A_CAEEL]
	0.00
	2.38

	Q21874
	Uncharacterized protein R09E10.5 OS=Caenorhabditis elegans OX=6239 GN=R09E10.5 PE=1 SV=2 - [YF1M_CAEEL]
	0.00
	0.63

	Q23088
	UV-stimulated scaffold protein A homolog OS=Caenorhabditis elegans OX=6239 GN=uvs-1 PE=3 SV=1 - [UVSSA_CAEEL]
	0.00
	1.68

	Q23223
	mRNA transport homolog 4 OS=Caenorhabditis elegans OX=6239 GN=mtr-4 PE=3 SV=1 - [MTR4_CAEEL]
	0.00
	1.17

	Q23571
	Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Caenorhabditis elegans OX=6239 GN=dbt-1 PE=2 SV=1 - [ODB2_CAEEL]
	0.00
	3.79

	Q27389
	60S ribosomal protein L13a OS=Caenorhabditis elegans OX=6239 GN=rpl-16 PE=2 SV=1 - [RL13A_CAEEL]
	0.00
	3.47

	Q93235
	Sodium/potassium-transporting ATPase subunit beta-1 OS=Caenorhabditis elegans OX=6239 GN=nkb-1 PE=1 SV=1 - [AT1B1_CAEEL]
	0.00
	4.69

	Q95QA6-4
	Isoform d of Protein pat-12 OS=Caenorhabditis elegans OX=6239 GN=pat-12 - [PAT12_CAEEL]
	0.00
	2.04

	Q966L5
	Serrate RNA effector molecule homolog OS=Caenorhabditis elegans OX=6239 GN=E01A2.2 PE=3 SV=1 - [SRRT_CAEEL]
	0.00
	1.83

	Q9BPN8
	Uncharacterized protein Y92H12BR.3 OS=Caenorhabditis elegans OX=6239 GN=Y92H12BR.3 PE=1 SV=2 - [Y92H3_CAEEL]
	0.00
	4.87

	Q9TZQ3
	Guanyl-specific ribonuclease pgl-1 OS=Caenorhabditis elegans OX=6239 GN=pgl-1 PE=1 SV=1 - [PGL1_CAEEL]
	0.00
	1.23

	Q9U2A8
	60S ribosomal protein L37a OS=Caenorhabditis elegans OX=6239 GN=rpl-43 PE=3 SV=3 - [RL37A_CAEEL]
	0.00
	8.79

	Q9Y194
	Sphingosine-1-phosphate lyase OS=Caenorhabditis elegans OX=6239 GN=spl-1 PE=1 SV=1 - [SGPL_CAEEL]
	0.00
	1.81
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