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Supplementary Figure 1 Eguchi et.al
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Supplementary Figure 1. Hepatocyte-derived EV characterization.
(A) Gel electrophoresis of isolated RNAs.

(B) Characterization of the miRNAs encapsulated in the HC-EVs by
Agilent 2100 Bioanalyzer. Cont, control and AH, alcoholic hepatitis.



Supplementary Table 1

id

baseMean

group_CTL_r group_mAH_FC_mAH_ov(log2FoldChai pval

mmu-miR-181a-5p_MIMAT0000210
mmu-let-7a-5p_MIMAT0000521
mmu-let-7i-5p_MIMAT0000122
mmu-let-7f-5p_MIMAT0000525
mmu-miR-125a-5p_MIMAT0000135
mmu-miR-221-3p_MIMAT0000669
mmu-miR-126a-3p_MIMAT0000138
mmu-miR-103-3p_MIMAT0000546
mmu-miR-27a-3p_MIMAT0000537
mmu-miR-99b-5p_MIMAT0000132
mmu-miR-19b-3p_MIMAT0000513
mmu-miR-25-3p_MIMAT0000652
mmu-miR-101b-3p_MIMAT0000616
mmu-miR-146a-5p_MIMAT0000158
mmu-miR-10a-5p_MIMAT0000648
mmu-miR-148b-3p_MIMAT0000580
mmu-miR-125b-5p_MIMAT0000136
mmu-miR-100-5p_MIMAT0000655
mmu-miR-151-3p_MIMAT0000161
mmu-miR-193a-3p_MIMAT0000223
mmu-miR-107-3p_MIMAT0000647
mmu-miR-199b-3p_MIMAT0004667
mmu-miR-152-3p_MIMAT0000162
mmu-miR-192-5p_MIMAT0000517

31.1455683
69.7692218
31.5693465
189.381259
13.4938371
11.8325825
23.6501018

16.189302
11.7212802
62.0469597

46.375689
14.3233264
33.4797223
10.6807392
232.535666

9.4100287
11.1635423
18.2766589
11.4221039
11.6563745
10.2738941

7.7612192

7.3376545
2615.15456

15.3484906
24.4310243
16.6972047
89.4350055
7.0188188
6.5576111
14.005787
9.2413737
7.4498106
41.9318992
63.7481487
10.3724089
43.8778867
7.2604793
167.000082
6.4525496
7.4498749
13.184313
8.514435
14.852966
7.2326588
5.7747814
5.5975846
3204.03686

52.2083387
130.220152

51.398869

322.64293
22.1271948
18.8658779
36.5091881
25.4532065
17.4165731
88.8670405
23.2124094
19.5912163

19.615503
15.2410856
319.916445
13.3533343
16.1150988
25.0664533
15.2989959

7.3942524
14.3288746
10.4098029

9.6577477
1829.97817

3.4015292
5.3301143
3.0782918
3.6075687
3.1525525
2.8769437
2.6067216
2.7542666
2.3378545
2.1193183
0.3641268
1.8887817
0.4470476
2.0991845
1.9156664
2.0694664
2.1631368
1.9012332
1.7968304
0.49783
1.9811351
1.8026315
1.725342
0.5711477

1.7661835
2.4141665
1.62213
1.8510269
1.6565204
1.524537
1.3822365
1.4616682
1.2251851
1.0836003
-1.4574872
0.917456
-1.1614997
1.069829
0.9378463
1.0492588
1.1131249
0.9269355
0.8454543
-1.0062749
0.9863273
0.8501045
0.7868824
-0.8080643

8.00E-07
2.50E-06
4.70E-06
4.80E-06
1.19E-05
9.39E-05
0.0001333
0.0001557
0.0002541
0.000504
0.0012047
0.0035274
0.0038982
0.0061205
0.0064862
0.006689
0.0077759
0.0081653
0.0151641
0.0276435
0.027879
0.0427204
0.0457862
0.0482257




Supplementary Table 2

normalized
d mAH_1 mAH_3 mAH_4 CTL_1 CTL_2 CTL_3 CTL_4 row_sum
mmu-miR-181a-5p_MIMAT0000210 | 48.0802907| 66.5892954| 40.2692789| 16.5851054| 12.3544753| 20.5300172| 11.675006| 216.083469
mmu-let-7a-5p_MIMAT0000521 82.6274926| 157.493171| 149.083874| 24.0412848| 30.6323291| 27.115751| 16.2570334| 487.250936
mmu-let-7i-5p_MIMAT0000122 49.8174574| 64.5152749| 39.9191113| 16.5317199| 15.6884912| 21.7732424| 13.9293635| 222.174661
mmu-let-7f-5p_MIMAT0000525 234.489483( 377.471725| 363.211388( 100.400392| 104.065299| 100.566844| 56.0290317| 1336.23416
mmu-miR-125a-5p_MIMAT0000135 | 20.0614733| 26.9622661| 19.5218461| 4.5555654| 8.7666003| 8.7361775 6.341526| 94.9454547
mmu-miR-221-3p_MIMAT0000669 | 22.3590163| 14.385759| 20.8349747| 8.3993238 7.17575| 3.9648806| 6.9463536| 84.066058
mmu-miR-126a-3p_MIMAT0000138 | 38.3857799| 33.8462489| 36.0672672| 9.2001068| 11.8129092| 17.2035496| 16.9168454| 163.432707
mmu-miR-103-3p_MIMAT0000546 | 19.7252475| 26.7416256| 21.2726843| 7.4561794| 9.2066227| 7.2913482| 5.7916827| 97.4853904
mmu-miR-27a-3p_MIMAT0000537 | 21.1261883| 19.7693866| 13.1312866| 6.3528784| 6.2110855| 8.8033789| 8.6142116| 84.0084159
mmu-miR-99b-5p_MIMAT0000132 | 104.286039| 95.5373257| 63.5554272| 43.0821247| 31.0046558| 58.8683962| 32.9905977| 429.324566
mmu-miR-19b-3p_MIMAT0000513 | 26.7859895| 24.9765018| 19.3467623| 93.9407421| 57.4229242| 47.2089593| 61.5457928| 331.227672
mmu-miR-25-3p_MIMAT0000652 26.0575002( 19.0633371| 12.5184932| 9.3068778| 11.7621374| 8.5009727| 11.4367405| 98.6460589
mmu-miR-101b-3p_MIMAT0000616 | 22.1909034| 16.0626266| 20.0470975| 46.2318712| 45.0684489| 37.4311606| 45.6369935| 232.669102
mmu-miR-146a-5p_MIMAT0000158 | 13.196863| 16.9893166| 16.3703373| 6.317288| 6.1941616| 9.9794028| 7.3129158| 76.3602851
mmu-miR-10a-5p_MIMAT0000648 | 288.313631| 415.201246| 253.171206| 147.82454| 118.992213| 215.817185| 185.278862| 1624.59888
mmu-miR-148b-3p_MIMAT0000580 | 12.6364867| 14.7829118|  13.74408| 7.7409022| 7.5650006| 7.9297611| 5.2051832| 69.6043256
mmu-miR-125b-5p_MIMAT0000136 | 13.4770512| 17.2099571| 16.9831307| 4.1996619| 10.7974729| 7.5601536| 7.4961969| 77.7236243
mmu-miR-100-5p_MIMAT0000655 | 22.9193927| 31.5515879| 19.8720137| 12.0829255| 10.4251463| 16.2627305| 13.4345045| 126.548301
mmu-miR-151-3p_MIMAT0000161 | 17.0074222| 15.4889614| 13.0437447| 8.6128659| 8.021947| 8.7697782| 8.9624457|79.9071651
mmu-miR-193a-3p_MIMAT0000223 | 7.7051748| 5.4277557| 8.6666492| 18.6137557| 12.3544753| 8.2993686| 19.8859992| 80.9531785
mmu-miR-107-3p_MIMAT0000647 | 14.7098792| 17.4305975| 17.7710079| 9.8941187| 9.8666563 6.88814| 8.8891333| 85.4495329
mmu-miR-199b-3p_MIMAT0004667 | 1.9332984| 2.6035576| 1.3131287| 0.800783| 0.5923379| 1.0416212| 0.9713898| 9.2561166
mmu-miR-152-3p_MIMAT0000162 8.741871| 10.8113833| 9.1919006| 6.1215411| 5.787987| 6.0817236| 4.6553399/ 51.3917465
mmu-miR-192-5p_MIMAT0000517 | 2027.52569| 1673.38149| 1706.45447| 3414.66323| 3163.15185| 2802.12894| 3270.85281| 18058.1585
log 2

mAH_1 mAH_3 mAH_4 CTL_1 CTL_2 CTL_3 CTL_4
mmu-miR-181a-5p_MIMAT0000210 | 5.58737371| 6.05721837| 5.33160773| 4.05181628| 3.62696183| 4.35966293| 3.54535139
mmu-let-7a-5p_MIMAT0000521 6.36854998| 7.29914547| 7.2199804| 4.58744209| 4.93698316| 4.76105922| 4.02299211
mmu-let-7i-5p_MIMAT0000122 5.63857949| 6.01156887| 5.3190077| 4.04716492| 3.97163471| 4.44448436| 3.80005743
mmu-let-7f-5p_MIMAT0000525 7.87337941| 8.56022477| 8.50466562| 6.64962108| 6.70134527| 6.65201092| 5.80810265
mmu-miR-125a-5p_MIMAT0000135 | 4.32635566( 4.75286985| 4.28701758| 2.18763012| 3.13201747| 3.12700217| 2.66483005
mmu-miR-221-3p_MIMAT0000669 | 4.48278481| 3.84656944| 4.38093544| 3.07027319| 2.84312963| 1.98727742| 2.79625585
mmu-miR-126a-3p_MIMAT0000138 | 5.26250006| 5.08092405( 5.17261821| 3.20165061| 3.5622924| 4.10463436| 4.08038866
mmu-miR-103-3p_MIMAT0000546 4.3019715| 4.74101526( 4.41093019| 2.89843657| 3.20267202| 2.8661856| 2.53398257
mmu-miR-27a-3p_MIMAT0000537 | 4.40096059| 4.3051962( 3.71493637| 2.6674104| 2.63484543| 3.13805736/ 3.10671876
mmu-miR-99b-5p_MIMAT0000132 | 6.70440222| 6.57799259( 5.98994342| 5.4290175| 4.95441297| 5.87942142| 5.04398301
mmu-miR-19b-3p_MIMAT0000513 | 4.74340669| 4.64249952| 4.27402025| 6.55367909| 5.84355489| 5.56098877| 5.94358833
mmu-miR-25-3p_MIMAT0000652 4.70362678| 4.25272878| 3.64598902| 3.21829726| 3.55607834/ 3.08762793 3.51560403
mmu-miR-101b-3p_MIMAT0000616 | 4.4718965| 4.00563592( 4.32532147| 5.53081585| 5.49404589| 5.22616788| 5.51213185
mmu-miR-146a-5p_MIMAT0000158 | 3.72212313| 4.08655592( 4.03301214| 2.65930535| 2.63090902| 3.31895348| 2.87044675
mmu-miR-10a-5p_MIMAT0000648 | 8.17149524| 8.69766696| 7.98396952| 7.20774197| 6.89472336| 7.75366594| 7.53355449
mmu-miR-148b-3p_MIMAT0000580 | 3.6595235| 3.88585856( 3.78073843| 2.95250172| 2.9193402| 2.9872774| 2.37994894
mmu-miR-125b-5p_MIMAT0000136 | 3.75243296| 4.1051716| 4.08603053| 2.07027319| 3.43262179| 2.91841555| 2.90615885
mmu-miR-100-5p_MIMAT0000655 | 4.51849691| 4.97964071| 4.31266617| 3.5948979| 3.38199572| 4.0234976| 3.74787121
mmu-miR-151-3p_MIMAT0000161 | 4.08809258| 3.9531685| 3.7052862| 3.10649337| 3.00395243| 3.13254036| 3.16389247
mmu-miR-193a-3p_MIMAT0000223 | 2.94582769| 2.44035579| 3.11547431| 4.21829727| 3.62696183| 3.05300158| 4.31368115
mmu-miR-107-3p_MIMAT0000647 | 3.87871349| 4.12355012| 4.1514536| 3.30657121| 3.30256125| 2.78411447| 3.15204276
mmu-miR-199b-3p_MIMAT0004667 | 0.95106433| 1.38048432( 0.39300832| -0.3205167| -0.7555077| 0.05883072| -0.0418778
mmu-miR-152-3p_MIMAT0000162 | 3.12794209| 3.43447922| 3.2003632| 2.6138949| 2.53306168| 2.60448025| 2.21888651
mmu-miR-192-5p_MIMAT0000517 | 10.9855045| 10.7085507| 10.7367862| 11.7375276 11.6271471| 11.4523076| 11.6754511




Supplementary Table 3
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Supplemnetary Table 4

Description_from_FASTA CounOIP T EVLANL TGV A2 T.EVANS | T_EV.AM HT_EY_Cot T_E0.ConHT_E.Con 7. ConSgErAM N R 1 vt LogUC AV/Gon) 7 T
Cytochrome Pas0 244; o it ul-Codame 43 s9 8 2 2 1 1 1 3625 2 4857980995 0003884
AATM_MOUSE LUEC261TAN 32 n 2 3 30 1 1 H 2 2875 2 3 423561956 6.76:05
CoR3_MOUSE  Carbonyi z 3 30 n 15 1 1 1 1 25 1 ns aasissoss ooocass
GsTVi4_MOUSE dasemu3;ANameiF 28 3 23 5 15 1 1 1 2 2 125 16 000231
3 584 ; n s I 15 1 1 1 1 1 15 1 15 asmtonson asooont
Perosoma muliunelions eneyme wpe 2 SoriMFE.2 ARName: Full 7 etayirer 27 s 1 10 2 1 1 1 1 1375 1 1375 3781359714 0023314
. onhydratas 27 6 2 7 1 1 1 1 1 1 1 3 370033715 ocisers
Sarcosine dehycrogenase, mitochondria; Short=SarDH; EC-15.8.3; Flags:Precursor; Acc 28 1 2 15 2 1 1 1 3 1 15 1266666667 3662965013
tochondril s 19 10 n 9 19 1 1 1 1 125 1 ppvioinlryeond
b KON EC-1356 dlpaimitoy 37 7 P 3 @ 3 1 2 1 235 175 1210285714 3602036014 0040255
; lthame: 2 18 7 2 6 1 2 2 1 1675 15 111666067 4112 08
fulMico 58 8 s9 P & s 7 1 4 75 675 107407407 3425021588 491605
Cpocvome P30 2030 2114103, Aame: FCYPY; At rall YIS, 25 » 7 3 2 3 4 2 2 25 275 5030909091 3184424571 0001154
ClliImAM 1 4 7 3 2 1 1 1 1 s 1 9 925001 0009275
Hort-BACS; EC-6.2.17 Al Bk acid-Con ignse;Sh 20 6 3 2 15 1 1 1 1 s B s 3169925001 0.02659
i 20 2 1 7 5 1 1 4 1 155 175 sssTuazssy 3146841388 0002801
ATSF1_MOUSE Fiags: P 1 s 1 s 15 2 1 1 1 1 125 a5 3137503524 0014517
GsTw2_mousE EC=25.11 s5; 2 3 35 2 2 1 3 2 5 275 275 se363336 311002399 0021943
121 3 s 3 35 3 6 1 1 3 235 275 ssasisasas 3095157233 0030531
(ytochrome PA0 245 EC-1.14.14.1; AltName: Full-CYPIIAS; AltName: Full=Coumarin 7- 30 5 1 7 2 1 4 s 1 3 275 8363636364 130 18
Dimethylaniline monooxygenase [N-oxide-forming] 1; EC=1.14.13.8; 22 2 15 13 7 1 3 1 2 14.25 175 8142857143 3, 025535092 D 007162
Giycine N-acytransfrase; EC-2.3.1.13; EC-2.3.073; Althame: Full-Acyl-Coighycine N-a 17 3 s 5 1 1 1 1 1 1 s o2eass
URIC_MOUSE  Uricase; EC-1.73.3; AR B 10 1 1 3s 1 1 7 1 1925 25 7 Zosatsouss anzsors
Togsh 10 10 4 0 o 1 1 1 1 75 1 75 2suce0sss ooorsis
Cytochrome Paso 269; 10 1 7 v 7 1 1 3 1 135 1s 75 06850596 0003158
Very long-chain acy-CoA synthetase; Short-=VLACS; Shor 30 2 It 2 1 1 3 4 1 165 225 73m3333 Zaresconzs apooes
Prelamin-A/C; Contains: Lamin-A/C; Flags: Precursor; A:(:ssmn -Q9DC21; [Mu; musculus 24 3 10 17 14 2 1 1 2 11 15 7333333333 2.874469118 0.020491
VL MOUSE ol dehyarogease, oo L1137 Mg recusor ccsion 008215 23 17 30 3 1 1 1 4 4 1825 25 73 2867896454 0008737
drial EC-18.1.4; 1 4 s 7 s 1 1 1 1 675 1 675 2.754887502 00005
24.2; AltName 2 7 2 1 7 3 2 1 1 175 175 6714285714 274723393 0.003205
1 6 u 7 15 3 1 1 1 0 15 6666666067 273696559 0007983
JEC-2614 AN 18 9 5 9 2 3 2 1 1 125 175 cazss7azs 2684458174 0030071
10 1 6 7 1 1 1 1 1 625 1 264385619 0.043322
rum paraoxonase/arylesterase 1; Short=PON 1; EC=3.1.1.2; EC=3.1.1.81; EC=3.1.8.1; A 9 12 11 8 11 1 1 3 2 105 175 6 2.584962503 011
Valacyclovir hydrolsse; Short-VACVase; Short-Valacyclovrase; EC-3.1.-; AltName: Full- 11 2 10 4 s 1 1 1 1 5 1 5 2.584962501 0033758
AcyCon synthetase family member 2, mitochondrial; EC-6.2.1.; Flags: Precursor; Acces 25 7 n 2 2 6 1 3 1 155 275 633836 254760692 0013644
Neutral £C-3.2.184; At ; 15 5 3 0 0 1 1 2 1 7 125 ss 2485626827 0018605
Cytochrome PAS0 2412, EC-1.14.14.3; AftName: Full-CYPIIAL2; AltName: Full-Steroidhe 52 s0 1 @ 1 3 7 5 5 25 6 416066667 2437405312 0016722
peripin2; i 2 18 1 3 2 2 4 2 3 1425 275 sasisisis 237345839 0000175
PCCB_MOUSE  Propiony-C tochondrial; Short=PcC: (e 1 6 5 s 5 1 1 1 2 625 125 s 1928095 0002205
Lon protease homolog, mitochondrial EC-3.4.21.-; AltName: Ful-Lon protease ke prot. 16 n 10 s 10 3 2 2 1 975 2 2285002219 48605
et s 2 miachondriShor A2 EC-27.4.3 ARame: Tl TF AP 13 B 1 s 15 2 2 2 3 1075 25w 2256339753 0045837
nsgelin- 1 4 s s 2 1 1 1 1 75 1 75 2247927513 0024008
GABT-MOUSE - aminoyrate sminotransferase, mitoehandra EC-26 1.19; Atame: Fl 7 s s s 1 3 2 1 1 825 175 a71e285714 2237039197 000283
SOUNOUSE 3y arombutyrt dehyrogens, iochondl Short-S0N £C 110 Ao 13 2 s 0 1 2 3 1 1 825 175 a7iess7ia 2237039197 0033707
TRAPI_MOUSE et sh 75; Althame 1 6 10 s 2 2 3 2 1 925 2 as2s 2209453366 0001456
PCCA MOUSE_ Propiony-C Ioha ch T s 1 7 g 5 2 1 2 135 25 s 2169925001 00072
7,114,101 TPl s 3 2 2 2 25 s s 7 3 2475 s75 43047828 21105794654 0000117
ECH1_! MGUSE Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial; EC=5.3.3.-; Flags: Precursor; 8 6 2 6 3 1 1 1 1 425 1 2.087462841  0.019;
tochond C-1 11115 Avame: vl 11 3 7 2 s 1 1 1 1 425 1 a2s 2087462841 0026239
Protein NipSnap homolog 1; 3 2 5 9 2 2 s 3 1 5 1475 35 azuzmsTie 2075288127 0.04355
L2511 & s 105 50 B 10 1 7 3 775 185 4202702703 2071317405 000648
10 6 7 4 4 1 1 1 2 525 125 a2 2070389328 0002311
2 s 4 s 4 1 1 2 1 525 125 a2 2070389328 0006458
ECHA_MOUSE s0 1 2 2 50 1 1 6 1 3025 725 aaranares 882202 0022454
DHBS_MOUSE  Estraciol 1 1 s u 7 0 2 4 2 1 925 225 ammin 2039528364 0000582
CATA MOUSE_ Catalase; EC-1.11.1 QAT W 0 3 2 7s 15 4 5 15 a2 1075 4023255814 2008363473 0025311
Jtochrome P450 1A1; EC-1.14.14.1; AtName: Full-CYPIAL AftName: s 10 7 9 6 4 1 2 1 s 2 4 2 0000
i T Y i s 4 s 2 4 1 1 1 1 4 1 4 2 00wz
RET4_MOUSE__Retinol-binding protein 4; AltName: Full-plasma retinol-binding protein Short-pRgP;sh 13 10 4 s s 1 1 2 2 s s 4 2 oourast
PP_NOUSE  Lipoma-preferred partner homolog; Accession-GBBFWY; QSU407; GBBHIL; QRBKID; QB8 g T T T T 3 s 3 B T 0 23 2 o022
11.170; Accession 7 1 1 B 1 4 3 6 3 B 4 025 2 ocosaz
Aminoacyl tRNA synthase complexnteracting mulifunctional protein 2; AltName: Fu 1 4 2 B 1 6 s 6 1 2 s 025 2 ocosaze
X Leucine-ric ar 5 s 2 B 2 1 s 7 3 6 15 6 025 2 000s:
NUCKS_MOUSE  Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1 AltNames Ful-1C7; A s 2 1 3 1 7 7 10 4 175 7 025 2 oooris
PDSSA_MOUSE  Sister protein Musn s 1 1 1 1 4 6 2 4 1 4 025 2 0010402
WISFLMOUSE  HIV  homal 0, s1AVC 6 1 1 B 1 2 4 6 4 B 4 025 2 0010402
Dcue Mouse ; : 15 2 5 B 1 2 s s 1 225 s 025 2 0010542
G3p1_mousE ; ; 10 1 1 B 1 s s 1 B 1 4 025 2 0024008
2261 MOUSE  Zincfnger ZZtype and protein 1, ;s 9 1 1 2 1 8 4 2 6 125 s 025 2 0029114
ATLMoUSE Q8K059; Mus musculus (Mouse)) 4 1 1 1 1 6 s 2 2 1 4 025 2 0oa0767
WASLMOUSE  Neural (Mus m: 6 1 1 B 1 s 7 2 2 B 4 025 2 ooass2s
013 mouse c 52, (v h ) 19 6 n 2 3 n 2 7 30 ss 25 02uasa 2032621478 0002599
RL29_MOUSE  60S ribosomal protein L29; Accession=P47815; [Mus musculus (Mouse]] 15 5 4 2 2 7 18 1 5 325 135 0240740741 2.054447784 0.006505
HEMO_MOUSE ; ; ; ; [Mus mus 13 6 1 3 1 12 1 1 12 275 115 023913 2.064130337 0.000365
SvAC_moUSE ligase, cytoplasmic; EC-6.1.1 hetase;Sh 34 7 3 2 3 8 2 2 Y 375 1575 0238095238 2070389328 0015737
0GFR_mousE i 7 1 1 B 1 s 4 2 6 1 425 ozsmite 2087462841 0.008305
UBXNa_MoUSE protein 4; Althame: Full-t 6 1 1 B 1 7 s 4 1 B 425 ozsme 2087462841 0.0406
PRS8_NOUST tName: Full- 2 s 4 2 1 10 2 18 1 375 16 23 2033109404 0.006582
TrC36_MOUSE t prot 35 o 2 s B 3 7 2 s 2 35 15 023333 2039535674 0012293
LARP1_MoUSE 1 1 2 4 B 1 10 15 6 4 2 875 0228571029 2129283017 0.037074
avc_mouse 1.2, Al » 6 s B a 2 I 5 2 5 2 onnmm 2137503524 0000181
Al6A1_MOUSE 16 member AL; F 1 s B 4 2 2 n 1 625 2775 ozsasazs 2150559677 0.001353
TCoF_MoUsE < I s 1 1 B 1 a s 6 3 1 45 oz 2169925001 0.0016
SCAM2_MOUSE ; 7 1 1 B 1 4 6 6 2 B 45 0zmmm 2169925001 0010635
DDRGK_MOUSE  DDRGK 1 Flags: ; Q14874 7 2 1 1 1 5 4 s 5 125 575 0217391304 2201633861 0.002316
MVP_NOUSE  Mai ;  Qs22x6; 125 @ 2 3 i m 1w 103 70 2 1205 0215767635 2212449618 0005981
KYNU_MOUSE =3.7.13; AltName: hydrol; =Q9CXFO; [V 19 1 7 1 3 19 15 15 7 3 14 0214285714 2222392421 0.0088:
PSMIDA_MOUSE Al 19 5 6 2 2 1 2 1 2 37 1775 0211267606 2242856524 0.001405
GUAA_MOUSE  GMP £-6.3.52; AltName: Full-GMP ity s 1 1 B B s s s 4 1 475 0210526316 2247927513 553606
oPaLMousE OTHAL; EC-6.3.2.5 At ; Access s 1 1 B 1 6 s 3 s B 475 0210526316 2247927513 0,000399
LMANZ_MOUSE  Vesicular viP P 2 6 3 1 n 1 15 6 3 1425 0210526316 2247927513 0.021837
NOP16_MOUSE o ; -QSCPTS; QBC2P2; Q921K0; 5 1 1 B 1 6 s 4 1 B 475 0210526316 2247927513 0.045801
LSR_mOUSE 10 1 1 B 1 s 4 6 1 B 475 0210526316 2247927513 0045501
OHE2S NOUSE AT dependn: A helcse O, CC-36.43 A, ul-SERbox ot 29 14 1 1 B 2 3 5 4 s 125 6 0208333333 2263034406 0.019041
AICE_MOUSE  APOBECI posict siming 19 5 1 B 2 0 15 2 7 225 1 sasa 2289506617 0003971
PACEMOUSE Nt ssmon b torsts Shre NAPR T8 £t e ol s 10 u 2 s 50 @ n 3 725 3 0201388889 2311984006 0004577
SCAM_MoUS : o 6 1 1 1 1 s s 6 3 1 s 02 2321928095 0.001311
GOGAS_MOUSE ~ Golgin subfamiy A member 5 AltName: Ful-Golgin-&4; AtName: Fll-Protein Ret Al 11 1 1 B 1 s 4 4 4 B s 02 2321928085 0.007119
ABCAS_MOUSE member 6; ; a8l s 1 1 1 1 7 3 7 3 1 s 02 2321028085 00134
cot1_wouse 1 Al prote 1 1 3 B 2 7 1 3 1 175 875 02 2321928095 0.028512
oL MOUSE  Goliicgrol membrane rotin 4, AkName:Fll-Decapacttion scer 10, AfNome. F. 12 1 1 2 B 1 4 7 3 125 625 02 2321928095 0033033
STAUL_MOUSE A homalog. jMsmes 12 1 1 B 1 s 4 7 1 1 s 02 2321928095 0,044
ACSA_MOUSE hetase,cytoplasmic EC-6.2.1.1 2 2 n B 1 2 s 1 17 375 19 oasremn 2341036918 0.005901
PDCDA_MOUSE  Programmed celldeath protein 4; AltName: Full-Protein MA3; AltName: Full=Topoisom 8 1 1 1 1 6 7 4 4 1 25 05047619 2392317423 0.001299
HAKG_MOUSE  Glucokinase; EC-2.7.1.2; AltName: Ful-Hexolinase ype IV; Short=HK V; AtName: Full= 10 1 1 1 1 8 6 4 3 B 525 0504719 2392317423 0008625
PiGR_MOUSE : ; 10 1 1 B 1 s 2 s 5 B 525 os047sis 2392317423 0025305
SMDs_MOUSE ithame: Fll- 19 5 2 B 1 s 1 7 2 225 2 01875 2415037459 0.020432
STBDI_MOUSE 1; Altame. 19 3 B 3 3 2 s 1 b 25 135 oissississ 2432959407 0.003612
PRC2CMOUSE  Protein PRRC2C; Altame: 1 2 1 1 B 1 4 10 6 2 1 S5 oisimsis 2459431619 0.038803
SPS2_MOUSE  Selenide,water dikinase 2 Jenium donor protein 2; AltNam 18 1 s 1 2 18 19 2 1 3 17 oareiosss 2502500341 0.001071
KCOMOUSE  Kinesin ; s 1 1 B B s s 4 s B 575 017391303 2523561956 0.005181
MCA3_MOUSE fctor oslon 1 Aftame factorpls 13 1 5 1 1 7 15 7 % 2 15 0173913083 2523561956 0.014524
TMED_MOUSE 1 2 4 2 1 1 10 1 10 225 3 oarsoresas 237 ouey
ASPCI_MOUSE  Tether containing UBX domain for GLUT4; AltName: FuH vl ot o o i 9 1 2 B 1 s s s s 125 725 oananae 0000272
NNRD_MOUSE FulATPdepe 27 3 5 2 2 s 18 s 25 325 19 oariosze asimaaes ooosen
cas_viouse ; i 2 2 3 B 6 1 15 7 % 3 18 0166666667 2584962501 0.0022
NTSC_MOUSE  5'(3')-deoxyribonucleotidase, mnmnnwa,z 1.3.; AltName: Full=Cytosolic 5'3"pyr 1 2 2 1 1 16 6 H B 15 9 0.166666667 2.584962501 0.024008
PRSSA MOUSE tame: Full- @ s s B 2 3 8 2 2 s 3025 0165289256 2596535142 0.000944
LRe1_MoUSE iop protein 1; ; Full-Alphe 37 3 1 2 3 B 7 n 1 25 1525 0163934426 2608509243 0008771
1_MOUSE  Alpha-mannosidase 2; EC-3.2.1.114; AltName: Full-Golgi alpha-mannosidase I Short-Al 21 3 1 B 1 0 1 15 1 is 925 ole2i6216 2.624450855 0041416
MPRO_MOUSE G e s 1 1 2 1 s 7 2 4 125 775 oasis033 2632268215 0.008074
ccsoa_wouse s o a 1 1 B 1 s 6 s 2 1 625 016 385619 0014643
HMCST_MOUSE oAsynthase; EC233. 10 1 1 B 1 6 s 4 5 B 675 oisuslss 2754887502 0.002
BAGG_MOUSE L protein BAGE; AltName: Full-i 1 1 1 B 1 s s 1 10 B 675 oisusles 2754887502 0.026869
NAALS_MOUSE 15, Nata it 10 2 1 B 1 7 s 1 s 125 85 014705 2765534745 0.000197
POY2_MOUSE  Exhanolamine-phosphate cyticylylransferase; EC-2.7.7.14; Altames Ful-CTPiphosphoe 19 2 3 1 1 1 1 10 17 175 1225 ouzssTies 2807354522 0.0007:
HMGN1_MoUST AltName: Full=+ig 9 1 1 1 1 5 8 3 s 1 0142857143 2807354522 0.004417
PARD_MOUSE P 1 ANAbindng 19 1 3 1 2 19 1 s 6 175 1225 oazssTies 2807354522 0.036957
EGFR_MOUSE  Epidermal growth factor receptor; EC=2.7.10.1; Flags: Precursor; Accession=001279; [M1 2 1 1 1 3 21 i il 6 15 11 0136363636 2874469118 0.032361
KeMF1_MousE ML EC-63.2- nton 2 1 B 1 1 2 3 1 125 925 013135135 2887525271 0.009085
LYRIC_MOUSE  Protein LYRIC; AltName: Full=3D3/LYRIC; AltName: Full-Lysine-rich CEACAM1 co-isolated 4 1 1 2 1 9 7 6 s 125 925 0135135135 2887525271 0.02631
W ydrol ; 17; At 1 2 3 2 1 7 3 10 2 2 155 0129032258 5419631 000215
DCILI_MOUSE  Cytoplasmic dynein 1 gt ntermedite chain 1 AltNames Ful-Dynein light chain A;sho 14 1 1 B 1 3 3 4 3 B 825 onuzna 3044394119 0.038728
LYAG_MOUSE | .oz 1 4 B 1 2 7 s % 175 145 0120089655 3050626073 0.029998
ouse -aBCHDS; M 7 ) 3 2 4 B 2 2 30 7 20 225 1975 0113924051 3133855747 0003891
Gi08_MousE degradation homol ¢ ou 1 1 1 1 s s 8 1 1 5 o 3169925001 0.015217
ATX2_MOUSE ; Al e 2 protein homol 20 1 1 1 1 13 15 4 7 1 975 0.102564103 3285402219 0.01422
AIMPL_MOUSE  Aminoacyl tRNA synthase complex-interacting mltfunctional protein ; Althame: Ful @ 5 4 2 1 1 1 » 35 4 w0325 009837 3330916878 0.000443
GYS2_MOUSE  Glycogen [starch] synthase, liver; EC-=: 1; Accession=Q8VCB3; Q3UTYO; [Mus muscu 30 1 1 3 1 s 7 34 15 15 1775 0.084507042 3.564784619 0.036029
ASGR1_MOUSE  Asiloglycoprotein receptor 1 Shor SGPR 3; Althame: Fll-tispatic k21 2 1 B 1 u 16 n 1 125 18 00604 3smseo ooz
CLcB_MOUSE - X9; QSCV3S; [Mus 30 3 1 2 2 39 2 2 E) 2 3075 006504065 3.942514505
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