


Supplementary	Table	1
id baseMean group_CTL_meangroup_mAH_meanFC_mAH_over_CTLlog2FoldChangepval
mmu-miR-181a-5p_MIMAT0000210 31.1455683 15.3484906 52.2083387 3.4015292 1.7661835 8.00E-07
mmu-let-7a-5p_MIMAT0000521 69.7692218 24.4310243 130.220152 5.3301143 2.4141665 2.50E-06
mmu-let-7i-5p_MIMAT0000122 31.5693465 16.6972047 51.398869 3.0782918 1.62213 4.70E-06
mmu-let-7f-5p_MIMAT0000525 189.381259 89.4350055 322.64293 3.6075687 1.8510269 4.80E-06
mmu-miR-125a-5p_MIMAT0000135 13.4938371 7.0188188 22.1271948 3.1525525 1.6565204 1.19E-05
mmu-miR-221-3p_MIMAT0000669 11.8325825 6.5576111 18.8658779 2.8769437 1.524537 9.39E-05
mmu-miR-126a-3p_MIMAT0000138 23.6501018 14.005787 36.5091881 2.6067216 1.3822365 0.0001333
mmu-miR-103-3p_MIMAT0000546 16.189302 9.2413737 25.4532065 2.7542666 1.4616682 0.0001557
mmu-miR-27a-3p_MIMAT0000537 11.7212802 7.4498106 17.4165731 2.3378545 1.2251851 0.0002541
mmu-miR-99b-5p_MIMAT0000132 62.0469597 41.9318992 88.8670405 2.1193183 1.0836003 0.000504
mmu-miR-19b-3p_MIMAT0000513 46.375689 63.7481487 23.2124094 0.3641268 -1.4574872 0.0012047
mmu-miR-25-3p_MIMAT0000652 14.3233264 10.3724089 19.5912163 1.8887817 0.917456 0.0035274
mmu-miR-101b-3p_MIMAT0000616 33.4797223 43.8778867 19.615503 0.4470476 -1.1614997 0.0038982
mmu-miR-146a-5p_MIMAT0000158 10.6807392 7.2604793 15.2410856 2.0991845 1.069829 0.0061205
mmu-miR-10a-5p_MIMAT0000648 232.535666 167.000082 319.916445 1.9156664 0.9378463 0.0064862
mmu-miR-148b-3p_MIMAT0000580 9.4100287 6.4525496 13.3533343 2.0694664 1.0492588 0.006689
mmu-miR-125b-5p_MIMAT0000136 11.1635423 7.4498749 16.1150988 2.1631368 1.1131249 0.0077759
mmu-miR-100-5p_MIMAT0000655 18.2766589 13.184313 25.0664533 1.9012332 0.9269355 0.0081653
mmu-miR-151-3p_MIMAT0000161 11.4221039 8.514435 15.2989959 1.7968304 0.8454543 0.0151641
mmu-miR-193a-3p_MIMAT0000223 11.6563745 14.852966 7.3942524 0.49783 -1.0062749 0.0276435
mmu-miR-107-3p_MIMAT0000647 10.2738941 7.2326588 14.3288746 1.9811351 0.9863273 0.027879
mmu-miR-199b-3p_MIMAT0004667 7.7612192 5.7747814 10.4098029 1.8026315 0.8501045 0.0427204
mmu-miR-152-3p_MIMAT0000162 7.3376545 5.5975846 9.6577477 1.725342 0.7868824 0.0457862
mmu-miR-192-5p_MIMAT0000517 2615.15456 3204.03686 1829.97817 0.5711477 -0.8080643 0.0482257
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Supplementary	Table	3
Down-regulated	genes	in	AH-HSCs Down-regulated	genes	in	AH-HSCs	were	predicted	targets	by	20	up-regulated	miRNAs	in	AH-HC-EVs
gene_symbol gene_symbol miRNAs
Crip2 Nfia Bambi 1190002N15Rik miR-146a-5p miR-199b-3p
Jup Aatk Phgdh 1700025G04Rik miR-103-3p miR-27a-3p miR-146a-5p miR-107-3p miR-199b-3p
Gas5 Cep170b Ggt5 2610008E11Rik miR-181a-5p miR-27a-3p
Pag1 Ktn1 Prelp 2810474O19Rik let-7a-5p let-7f-5p let-7i-5p
Sowahc Mtss1l Cxcl12 Aatk miR-25-3p
Apold1 Rtn4rl1 Ndrg2 Acvr2a miR-181a-5p let-7a-5p let-7f-5p let-7i-5p miR-103-3p miR-27a-3p miR-107-3p miR-199b-3p
Lims1 Tln2 Arvcf Adamts10 miR-27a-3p
2700089E24Rik Gm14391 Gpx3 Adamtsl3 miR-27a-3p miR-25-3p miR-199b-3p
Map3k8 Hgf Aldh1a1 Agtr1a miR-221-3p
Nav3 Ctsk Trp53inp1 Angptl2 miR-221-3p
Rictor Foxf1 Tmem56 Ank3 miR-27a-3p miR-10a-5p
Tpcn1 Repin1 Cbx7 Ano1 miR-181a-5p
Abhd2 Rsrp1 Scarf2 Arhgap28 let-7a-5p let-7f-5p let-7i-5p
Nupr1 Atf5 Rerg Arhgap6 miR-146a-5p
Zmym5 Polk Adamtsl3 Atoh8 miR-125a-5p miR-125b-5p
Sqstm1 Dcbld2 Mustn1 AW549877 let-7a-5p let-7f-5p let-7i-5p
Prpf39 Agfg2 Ank3 Bmf miR-125a-5p miR-221-3p miR-125b-5p
Lphn1 Layn Cyp1a1 Bmpr1a miR-221-3p miR-103-3p miR-27a-3p miR-107-3p
Tpst1 Zfp874a Kcnk5 Cachd1 miR-151-3p
Atoh8 Epha7 Acap1 Calcrl miR-181a-5p miR-199b-3p
Glis2 Dsel Sema6c Casp12 miR-151-3p
Ston1 Tenc1 Robo2 Cbx7 miR-181a-5p miR-125b-5p
Tmem140 Cpt1c Phyhd1 Ccng1 miR-27a-3p
Zmat3 Slc19a2 Samd5 Cdc42bpg miR-125a-5p miR-125b-5p
AW549877 Zfp651 Prss23os Cdk14 miR-103-3p miR-27a-3p miR-148b-3p miR-107-3p miR-199b-3p
Bmpr1a Syne2 Sema3d Cdkn1b miR-221-3p miR-148b-3p miR-152-3p
Slc25a36 Casc4 Rspo3 Cep170b miR-146a-5p
Zcchc14 Prkar2b Gdf10 Chpf miR-103-3p miR-107-3p
Fhl1 Ankrd12 Rragd Cldn12 let-7a-5p let-7f-5p let-7i-5p miR-103-3p miR-107-3p
Rab31 Ephx1 Fam84b Clk1 miR-181a-5p miR-103-3p
Tshz2 Slc16a9 Klf15 Cntnap1 miR-103-3p miR-107-3p
Ttc14 St5 Syt9 Crebrf miR-181a-5p miR-27a-3p miR-151-3p miR-199b-3p
C1qtnf5 Chpf Chchd10 Cyb5r1 miR-107-3p
Tbc1d17 Epb4.1l1 Prss23 Dcbld2 miR-181a-5p miR-199b-3p
Rnd3 Galm Ntm Ddr2 miR-181a-5p
Adi1 Lifr Hhip Dhfr miR-10a-5p
Mbd1 Des Pla2r1 Dusp10 miR-25-3p
Smad7 Gcat Peg3 Dzip1 let-7a-5p let-7f-5p let-7i-5p
1190002N15Rik Wdr35 Nrxn1 Ednra miR-27a-3p
Id3 Lrrc27 Tacr3 Ehbp1 miR-27a-3p
Rab34 Gucy1b3 Cygb Enpp5 miR-146a-5p
Gm26883 Npr2 Ccdc68 Epb4.1l1 miR-27a-3p
Emp2 Nkd1 Nr1h4 Epha4 miR-181a-5p let-7a-5p let-7f-5p let-7i-5p
Clip3 Prkab2 Cachd1 Epha7 miR-103-3p miR-107-3p
Fam171b Il34 Tcf21 Ercc5 miR-181a-5p
Evc2 Ntn1 Abca8b Fam171b miR-27a-3p
Aox1 Tfdp2 Gdf6 Fam84a miR-199b-3p
Rbpms Vstm4 Bmp10 Fam84b miR-27a-3p
Fcna Phf1 Plekha6 Fbxo32 let-7a-5p let-7f-5p let-7i-5p miR-27a-3p
Mturn Lrp3 Sept4 Fgfr1 miR-107-3p
Fnip1 H2afy2 Fbln7 Fgfr2 miR-125a-5p miR-125b-5p
Arhgef6 Serinc5 Mmp11 Fnip1 let-7a-5p let-7f-5p let-7i-5p miR-27a-3p miR-25-3p
Metap1d Hs3st3b1 Gdf2 Foxf1 miR-148b-3p miR-152-3p
Rev3l Cdk14 Dhfr Gcat miR-103-3p miR-107-3p
Phlda3 Ehbp1 Ccbe1 Gdf6 let-7a-5p let-7f-5p let-7i-5p miR-148b-3p miR-152-3p
Oat Spry1 Masp1 Ggt5 miR-10a-5p
Parp3 Slc25a23 Pamr1 Gm14391 miR-181a-5p
6820431F20Rik Pard6g Rab27b Gm4631 miR-181a-5p
Loxl4 Dnajb4 Abca8a Gm8898 miR-181a-5p
Optn B3gnt9 Vipr1 Gnb4 miR-221-3p
Smc3 Fgfr2 Mamdc2 Hand2 miR-25-3p
Ppil4 Bmyc Lrat Hhip miR-25-3p miR-151-3p
Agtr1a Nr1d2 Hs3st3b1 miR-27a-3p miR-125b-5p
Slc6a9 Wnt4 Iglon5 let-7a-5p let-7f-5p let-7i-5p miR-27a-3p
Ddr2 Zmym6 Kank2 miR-181a-5p
Nbeal1 Gm8898 Kcnk5 miR-27a-3p
Kdelc2 Ifit2 Kdelc2 miR-27a-3p
Hand2 Lbh Klf15 miR-181a-5p
Rras2 Tnxb Klf9 miR-146a-5p
Pmm1 Dact1 Klhl21 miR-125b-5p
Arhgap6 Gm14420 Ktn1 miR-199b-3p
Tmem184c A230050P20Rik Lbh miR-125a-5p miR-27a-3p miR-125b-5p
Armcx1 Lhx2 Lifr miR-181a-5p miR-125a-5p miR-221-3p miR-27a-3p miR-125b-5p miR-199b-3p
Psat1 Ednrb Loxl4 let-7a-5p let-7f-5p let-7i-5p
H2-Q7 Tmem200b Lyst miR-125b-5p
Gnb4 Eda2r Mamdc2 miR-181a-5p miR-125a-5p miR-125b-5p
Klhl21 Tst Mapt miR-27a-3p
Nbn Xdh Mark1 miR-181a-5p miR-221-3p miR-27a-3p miR-25-3p
Lamb1 Sema6d Masp1 let-7a-5p let-7f-5p let-7i-5p
Pck2 Calcrl Megf9 miR-181a-5p let-7a-5p let-7f-5p miR-125a-5p miR-221-3p miR-125b-5p
Mark1 Reck Mtss1l miR-27a-3p miR-148b-3p miR-152-3p
Clk1 Mmp2 Mturn miR-181a-5p miR-27a-3p
Zfp655 Pth1r Nav3 miR-151-3p
Hspa1b Cntnap1 Nbeal1 miR-181a-5p miR-103-3p miR-27a-3p miR-107-3p
Rora Pde8b Nfia miR-103-3p miR-27a-3p miR-99b-5p miR-25-3p miR-146a-5p miR-107-3p
Zfpm2 Rhod Ngfr miR-125a-5p miR-27a-3p
Tmem150a Rbms3 Ngfrap1 miR-27a-3p
Cldn12 Gstm1 Npr3 miR-146a-5p
Cdkn1b Prnp Nr1d2 miR-181a-5p miR-27a-3p
Sorbs1 Obsl1 Nrxn1 miR-181a-5p miR-27a-3p
Lum Steap4 Nsg1 miR-103-3p miR-107-3p
Zfp704 Plekhh2 Ntm miR-199b-3p
Adamts10 Adamtsl5 Ntn1 miR-27a-3p
Pcmtd2 Gm16586 Pag1 let-7a-5p let-7f-5p let-7i-5p
Pnisr Plscr4 Pcmtd2 miR-27a-3p
Mid1ip1 H2-Q5 Pde1a miR-151-3p miR-107-3p
Gtf2a2 Zfp367 Pde8b miR-27a-3p
Nrxn2 Stbd1 Phlda3 miR-103-3p miR-107-3p
Ell 2610008E11Rik Plekha6 miR-27a-3p miR-25-3p
Pde1a Fbxl16 Plscr4 miR-146a-5p
mt-Rnr2 Hsd11b1 Pnisr miR-181a-5p miR-103-3p miR-27a-3p miR-25-3p miR-107-3p
Klf9 Iglon5 Polk miR-25-3p
Emilin1 Bmp5 Ppil4 miR-146a-5p
Dcn Sparcl1 Prkar2b miR-181a-5p
Vegfb Hpse Prnp miR-146a-5p miR-148b-3p miR-152-3p
Dusp10 Fam84a Prpf39 let-7a-5p let-7f-5p let-7i-5p miR-27a-3p
Zak H2-Q6 Rab34 miR-148b-3p miR-152-3p
Fbxo32 Ppm1l Reck miR-181a-5p
Rasa3 Papss2 Rictor let-7a-5p let-7f-5p let-7i-5p miR-27a-3p miR-148b-3p miR-152-3p
Tmem176b Npr3 Robo2 miR-181a-5p miR-27a-3p miR-25-3p miR-148b-3p miR-152-3p
Tmem47 Casp12 Rora miR-181a-5p let-7i-5p miR-103-3p miR-27a-3p miR-25-3p miR-10a-5p miR-125b-5p miR-107-3p
Pdgfrb Crebrf Rragd let-7a-5p let-7f-5p let-7i-5p
Adra2b Dzip1 Rras2 miR-181a-5p
Dtx3 Pcdh18 Rspo3 miR-103-3p miR-107-3p
Nck2 Mettl7a1 Rtn4rl1 miR-125a-5p miR-125b-5p
Fat1 Enpp5 Slc16a9 let-7a-5p let-7f-5p
Cdc42bpg Abcc9 Slc19a2 miR-181a-5p
Nsg1 Ngfrap1 Slc25a36 miR-181a-5p miR-27a-3p
2810474O19Rik Pcdh9 Slmap miR-181a-5p
1700025G04Rik Tbx20 Smad7 miR-181a-5p miR-25-3p miR-100-5p
Ccng1 Arhgap28 Sowahc miR-27a-3p miR-148b-3p
Gm4631 Tmem204 Spry1 miR-27a-3p
Ercc5 Adcy5 St5 miR-146a-5p
Btd Fbln5 Syne2 miR-103-3p miR-107-3p
Kank2 Impact Tacr3 miR-181a-5p
Trerf1 Acvr2a Tbx20 miR-25-3p
Plxna1 Angptl2 Tcf21 miR-25-3p
Plekha5 Gtse1 Tef miR-25-3p
Cyb5r1 Cped1 Tfdp2 miR-125a-5p miR-146a-5p miR-125b-5p
Ypel3 Hap1 Tln2 miR-27a-3p
Zfp874b Rarres2 Tmem47 miR-103-3p miR-107-3p
Bmf G0s2 Tpcn1 miR-25-3p
Trpm7 Epha4 Trp53inp1 miR-125a-5p miR-221-3p miR-10a-5p miR-125b-5p miR-152-3p
Wipi1 Slc43a3 Trpm7 miR-146a-5p
Fgfr1 Msh3 Ttc14 let-7a-5p let-7f-5p let-7i-5p miR-103-3p miR-27a-3p miR-107-3p
Slmap Ngfr Vasn miR-146a-5p
Ednra Podn Vegfb miR-27a-3p
Ehd3 Ablim2 Wipi1 miR-103-3p miR-107-3p
Lyst Fendrr Wnt4 miR-103-3p miR-107-3p
Vasn P2ry14 Ypel3 miR-27a-3p miR-148b-3p miR-152-3p
Cdc42ep3 Reln Zak miR-25-3p
H2-Q4 Bhlhb9 Zbtb20 miR-181a-5p miR-221-3p miR-103-3p miR-27a-3p miR-25-3p miR-146a-5p miR-148b-3p miR-199b-3p
Rtn1 Slco2b1 Zfp367 miR-146a-5p miR-10a-5p
Chst15 Arhgap24 Zfp655 miR-181a-5p miR-103-3p miR-27a-3p miR-107-3p
Smad6 D430019H16Rik Zfp704 miR-181a-5p miR-125a-5p miR-148b-3p miR-125b-5p miR-152-3p
Zbtb20 Adamts13 Zfp874a miR-181a-5p miR-27a-3p
Gucy1a3 Arhgap42 Zfp874b miR-181a-5p miR-10a-5p
Megf9 Ano1 Zfpm2 miR-181a-5p miR-125a-5p miR-103-3p miR-148b-3p miR-100-5p miR-107-3p miR-152-3p
Tef Mapt Zmat3 miR-27a-3p



Up-regulated	genes	in	AH-HSCs Up-regulated	genes	in	AH-HSCs	were	predicted	targets	by	4	down-regulated	miRNAs	in	AH-HC-EVs
gene_symbol gene_symbolmiRNAs
Cd5l Srgn Serpina3n Slc39a14 Impdh1 Abca1 miR-101b- miR-193a- miR-19b-3p
Marco Gpr176 Rasgef1b Ptgs1 Gusb Abhd17c miR-101b-
Lyz2 Plau Abtb2 Msrb1 Ttc7b Abi3 miR-19b-3p
Ccl6 Mecom Ell2 Fgd3 Rdh10 Abr miR-19b-3p
Clec4n Flnc Pik3cb Ddit4 Ivns1abp Abtb2 miR-101b-
Laptm5 Fabp4 Kit Nr1h3 Sh2d3c Adam23 miR-19b-3p
Ctss Prkch Oas2 Tspan12 Ppap2b Arhgap19 miR-192-5p
Ccl9 Limch1 Pik3cd Acot7 Prkcd Arpc5 miR-193a-
C1qb Sele F11r Snx10 Ckb Arrdc4 miR-19b-3p
C1qc Spns2 Angpt2 Slc7a11 Cmas C6 miR-19b-3p
Il1rn Timp1 Mcam Heg1 Oas1a Cadm1 miR-101b- miR-193a-
Mmp12 Fabp5 Slc9a3r1 Tmcc3 Ier2 Car8 miR-19b-3p
C3ar1 Gas7 Myof Arrdc4 Casp8 Ccl7 miR-19b-3p
Adam8 Cd9 Plekhg1 Atp13a2 Gpc1 Celf2 miR-101b-
Clec4d Gm14226 Rab3il1 Igsf8 Atox1 Chst11 miR-19b-3p
Lilrb4 Serpine1 Akap12 Myo1e Ctsb Ctss miR-101b-
Cd53 Slc12a5 Irf8 Dennd4b Fmnl2 Ddit4 miR-101b-
Lgals3 Mmrn2 Sema4d Slc16a2 Rhob Dock4 miR-19b-3p
Igfbp5 Cd55 Fuca2 Stk10 Tlr2 Efnb2 miR-101b- miR-19b-3p
Mpeg1 C5ar2 Cd38 Ctsl Anxa3 Egr1 miR-192-5p
Hk3 Slc15a3 Map1b Sqle Mpp6 Ell2 miR-19b-3p
Clec7a Pf4 Egfl7 Pla2g4a Pkp4 Enc1 miR-19b-3p
Arg1 Hhex Ehd4 Lpar6 Zfp710 Ereg miR-192-5p
Slc7a8 S1pr1 Ptprb Celf2 Mesdc1 Erg miR-101b-
Cd74 Milr1 Fmn1 Alas1 Rap2b F3 miR-19b-3p
Acp5 Tal1 Ttyh3 Medag Tmem189 Fgd6 miR-101b-
Ms4a6d Mrc1 Tmem132a Arhgap31 St3gal5 Flnc miR-19b-3p
Igf1 Smpdl3a Tspan18 Cyp4b1 Hs6st1 Flrt2 miR-101b- miR-19b-3p
Nos2 Tmem119 Rilpl2 Oas1g Atp6v1b2 Flt1 miR-101b-
Pirb Pecam1 Ctsd Tmtc2 Loxl2 Fos miR-101b-
Msr1 Tpd52 Igsf3 Plk2 Ifi30 Gcnt2 miR-101b-
C5ar1 Fam107b Fcgr2b Lipa Zfp703 Gda miR-19b-3p
C3 Tnfrsf26 Slc24a5 Kiz Ptp4a3 Gpr116 miR-101b-
Slc11a1 Nrp2 Flt1 Ripk3 Tspan7 Gpr137b miR-19b-3p
Pla2g7 Dll4 Irf7 Bmper Ptgfrn Heg1 miR-101b- miR-19b-3p
Siglec1 Abcb1a Cebpa Nrp1 Pgk1 Hip1 miR-19b-3p
Rnf128 Exoc3l Aass Mest Eno1 Id2 miR-19b-3p
Galnt6 Cotl1 Zbp1 Cyb5a Elf4 Igf1 miR-19b-3p
Rac2 Kcnab2 Rgs3 Slc12a7 Lama5 Igf2r miR-19b-3p
Csf1r Tek Sox7 Abca1 Ralgapa2 Igfbp5 miR-193a-
Cd300a Esm1 Gm26778 Plxnd1 Gm20425 Igsf3 miR-19b-3p
Abcc3 Evl Clec1b Ikbke Rell1 Impdh1 miR-19b-3p
Ncf2 Lox Adcy4 Fn1 Ctsa Inhbb miR-19b-3p
Cd36 Cdh5 Apobr Cd200r1 Alpl Jam2 miR-19b-3p
Fcer1g Ushbp1 Car8 Dab2 Plekhb2 Kit miR-193a-
Vav1 Ereg Lyn Adamts9 Cln8 Limch1 miR-19b-3p
Col15a1 Fam174b Shroom2 Id2 Snx27 Lrig1 miR-19b-3p
Cadm1 Sort1 Bcam Igf2r Phldb2 Lrp12 miR-19b-3p
Ctsh Cd68 Col1a2 Stmn1 Akr1b3 Maf miR-19b-3p
Pgf Fam167b Man2b1 Lgmn Soat1 Mgat5 miR-101b-
Oas3 Shank3 Oit3 Ptpn1 Setd8 Mmp19 miR-193a-
Adcy7 Vcan Ddah2 Loxl1 Map3k11 Myo1e miR-101b-
Folr2 Ctla2b Bmp6 Efnb1 Tubb6 Nbeal2 miR-19b-3p
B4galt6 Tfec Dck Clec14a Rhog Npr1 miR-193a-
Arhgap25 Sfn Kdr Fyn Wwtr1 Nrp2 miR-19b-3p
Cd84 Scara3 Col18a1 Nbeal2 5031439G07Rik Pcdh1 miR-19b-3p
Plek Prrx1 Sulf1 Smim3 Naip2 Pik3cb miR-19b-3p
4632428N05Rik Rasip1 C6 Colec12 Actr3 Pkp4 miR-192-5p miR-19b-3p
Ucp2 Cd274 Cxcl1 Nhsl1 Ctsc Pla2g4a miR-101b-
Cfp Flrt2 Tmem106a Gpr137b Zc3h12a Plagl1 miR-101b-
Rassf4 Thbs1 Atf3 Akr1a1 Gm12033 Plat miR-101b-
Vsig8 Stab1 Ctla2a Abhd17c C77080 Plau miR-193a-
Gm15250 Robo4 Rnf149 Dnase1l1 Cpt1a Plekhg1 miR-101b-
Mmp13 Tmem206 Tmem2 Cxcl2 Actb Psap miR-19b-3p
Serpinb2 Fgd5 Slamf8 Hcls1 Ptgs2 miR-101b-
Lfng Hmha1 Efhd2 Fdps Ptprb miR-19b-3p
Cd34 Gc F3 Sh3tc1 Ptpre miR-192-5p
Angptl4 Sema6a Fam105a Plagl1 Ptprj miR-101b-
Ch25h Sh3bgrl2 Sh3bp2 Tuba1a Rap2b miR-101b- miR-19b-3p
Slc38a1 Mcoln2 Dera Ptges Rhob miR-19b-3p
Cxcl3 D8Ertd82e Efnb2 Prdx1 S1pr1 miR-19b-3p
AI662270 Glrx Dclk1 Sgk1 Scd1 miR-19b-3p
Lat2 Jam2 Cgnl1 Tubb5 Sdc1 miR-19b-3p
Csf3 Dysf Ldlr Arhgap20 Sema4c miR-19b-3p
Rgs16 Aldh3a1 Notch4 Pdzrn3 Sgk1 miR-101b- miR-19b-3p
Il11 Pde2a Tm4sf1 Atp6v0a1 Slc12a7 miR-19b-3p
Csf2rb Adamts4 Itpr3 Nxn Slc24a5 miR-192-5p
Saa3 Aqp1 Chst11 Maf Snx27 miR-19b-3p
Selp Ptprn Itga5 Clcf1 St3gal5 miR-19b-3p
5430435G22Rik Podxl Slc7a2 Sipa1 Stc1 miR-101b-
Tubb3 Trf Parvb Sema4c Stmn1 miR-101b- miR-193a-
Nos3 Col12a1 Aldh3b1 Capg Sulf1 miR-19b-3p
Ptgs2 Rasgrp3 Srgap1 Trib1 Tal1 miR-101b- miR-193a-
Lama4 B3gnt3 Ccl2 Synm Tanc2 miR-101b-
Fbln2 Arhgap19 Tnfrsf23 Tuba1c Tek miR-101b-
Bin2 Egr2 Plin2 Vps37b Thbs1 miR-19b-3p
Basp1 Ggta1 Fgd6 Npc2 Tmsb4x miR-101b-
Fgr Plekho1 Acvr1b Cyth1 Tnfaip3 miR-19b-3p
Mafb Prex1 Plaur Rnpep Trib1 miR-193a-
Ackr1 Grasp Ccdc80 Col5a2 Tspan12 miR-101b-
Acvrl1 Tmem132e Ly6a Adarb1 Tspan7 miR-193a-
Tbc1d9 N4bp3 Lrig1 Clu Vcan miR-101b-
Lcp1 Cnr2 Dpysl3 Anxa4 Vps37b miR-193a-
Cxcr4 Fermt3 Gm2a Hyal2 Zbp1 miR-193a-
P2ry6 Stab2 Klhl6 Procr Zfp710 miR-19b-3p
Slc16a10 Mfsd12 Acer2 Trp53inp2
Efna1 Erg Gadd45b Palld
Inpp5d Dhcr24 Nfil3 Cttnbp2nl
Irf5 Stc1 Ecscr Ptprj
Gngt2 Fes Rnf144a Egr1
Upp1 Hk2 Lrrc8c Scamp5
Fam129a Cd93 Tpcn2 Itih4
Npl Myct1 Rps6ka2 Odc1
Sox18 Ppp1r16b Mical2 Tanc2
Pdpn Rps6ka1 Sox4 Snx5
Gpnmb Col1a1 Scd1 Cyr61
Sdc1 Gimap6 Fscn1 Cyp51
Lcn2 Cyba Atp8a1 Olr1
Nrros Gda Plxna2 Acta2
Mmp19 Cyp1b1 Adora2b Bmp1
Vwf Frmd4b Tnc Flnb
Lyve1 Ntn4 Pitpnc1 Abr
Abi3 Sox17 Lrp12 Hmgcr
Itgb2 Cd44 AI607873 Unc93b1
Mfng Npr1 F8 Pla2g15
Rab32 Eltd1 Vash1 Lmo2
Vav3 Rap1gap2 Tspan14 Pcdh1
Rasa4 Slco2a1 Prcp Slc16a1
Plat Casp1 Mertk Nek6
Afap1l1 6430548M08Rik Slc16a3 Adam23
Csf2rb2 2900026A02Rik Atp2b4 Gpx1
Pid1 Fam124a Tubb2a 1110008P14Rik
Cldn5 Gpr116 Sirpa Enc1
Bcl6b Tmsb4x Il33 Cmpk1
Lcp2 Sema3f Sh3bp5 Grap
Sh3kbp1 Tnfaip3 Metrnl Tpst2
Icam2 Gpr97 Dock4 Adam19
Lpl Hilpda Clmp Slc43a2
Il2rg Myrf Slc37a2 Gfod1
Plcg2 Fam43a Sh3bgrl3 Fam96a
Egln3 Pycard Dram1 Gm2606
Fos Gas6 Hpcal1 Arpc5
Aoah Gprc5b Nhsl2 Trpv2
Gpr182 Cyyr1 Ptgr1 Ankrd1
Nceh1 Rftn1 Alb Ctsz
Spp1 Flt4 Arrb2 Ap1b1
Slc22a23 Igfbp4 Gm8113 Serpina3g
Tie1 Mrap Actg1 Hip1
Cers6 Cemip Sh3pxd2b Ttyh2
Gcnt2 Cdkn1c Col3a1 Blvra
Inhbb Itga6 Slc27a1 Spry2
Lgi2 Lif Ptpre Gltp
S100a6 Akr1b8 Kctd12 Jak3
Slfn2 Hid1 Dhx58 Dgkz
Fam20c Cxcl5 Rin3 Isg15
Hpx Plcb4 Scarf1 Sepp1
Cd14 Oasl1 Dusp6 Abhd12
S100a16 Slc7a7 Slc45a4 Prr13
Csf2ra Ccl7 Psap Mgat5



Supplemnetary	Table	4

Protein Description_From_FASTA CountOfProteinHT_EV_AH1 HT_EV_AH2 HT_EV_AH3 HT_EV_AH4 HT_EV_Cont1 HT_EV_Cont2 HT_EV_Cont3 HT_EV_Cont4 Average_AH Average_Cont FC_AH/Cont Log2(FC_AH/Cont) T_Test number percentage

CP2A4_MOUSE Cytochrome	P450	2A4;	EC=1.14.14.1;	AltName:	Full=CYPIIA4;	AltName:	Full=Cytochrome	P450-15-alpha;	AltName:	Full=Cytochrome	P450-IIA3.1;	AltName:	Full=Testosterone	15-alpha-hydroxylase;	Accession=P15392;	Q91XG2;	[Mus	musculus	(Mouse)]41 59 28 32 26 1 1 2 1 36.25 1.25 29 4.857980995 0.003884 Mitochondrial 28 46.7

AATM_MOUSE Aspartate	aminotransferase,	mitochondrial;	Short=mAspAT;	EC=2.6.1.1;	EC=2.6.1.7;	AltName:	Full=Fatty	acid-binding	protein;	Short=FABP-1;	AltName:	Full=Glutamate	oxaloacetate	transaminase	2;	AltName:	Full=Kynurenine	aminotransferase	4;	AltName:	Full=Kynurenine	aminotransferase	IV;	AltName:	Full=Kynurenine--oxoglutarate	transaminase	4;	AltName:	Full=Kynurenine--oxoglutarate	transaminase	IV;	AltName:	Full=Plasma	membrane-associated	fatty	acid-binding	protein;	Short=FABPpm;	AltName:	Full=Transaminase	A;	Flags:	Precursor;	Accession=P05202;	O09188;	Q3TIP6;	Q3UD91;	Q5HZH5;	[Mus	musculus	(Mouse)]32 23 26 36 30 1 1 1 2 28.75 1.25 23 4.523561956 6.7E-05 ER 15 25.0

CBR3_MOUSE Carbonyl	reductase	[NADPH]	3;	EC=1.1.1.184;	AltName:	Full=NADPH-dependent	carbonyl	reductase	3;	Accession=Q8K354;	[Mus	musculus	(Mouse)]27 33 30 11 16 1 1 1 1 22.5 1 22.5 4.491853096 0.006855 Peroxisomes 5 8.3

GSTM4_MOUSE Glutathione	S-transferase	Mu	3;	EC=2.5.1.18;	AltName:	Full=GST	class-mu	3;	AltName:	Full=Glutathione	S-transferase	GT9.3;	Accession=P19639;	[Mus	musculus	(Mouse)]28 29 23 13 15 1 1 1 2 20 1.25 16 4 0.00231 Lipid	droplets 2 3.3

M2GD_MOUSE Dimethylglycine	dehydrogenase,	mitochondrial;	EC=1.5.8.4;	AltName:	Full=ME2GLYDH;	Flags:	Precursor;	Accession=Q9DBT9;	B1B1D0;	Q8R1S7;	[Mus	musculus	(Mouse)]23 9 17 15 19 1 1 1 1 15 1 15 3.906890596 0.000641 Nucleus 1 1.7

DHB4_MOUSE Peroxisomal	multifunctional	enzyme	type	2;	Short=MFE-2;	AltName:	Full=17-beta-hydroxysteroid	dehydrogenase	4;	Short=17-beta-HSD	4;	AltName:	Full=D-bifunctional	protein;	Short=DBP;	AltName:	Full=Multifunctional	protein	2;	Short=MPF-2;	Contains:	(3R)-hydroxyacyl-CoA	dehydrogenase;	EC=1.1.1.n12;	Contains:	Enoyl-CoA	hydratase	2;	EC=4.2.1.107;	EC=4.2.1.119;	AltName:	Full=3-alpha,7-alpha,12-alpha-trihydroxy-5-beta-cholest-24-enoyl-CoA	hydratase;	Accession=P51660;	Q9DBM3;	[Mus	musculus	(Mouse)]27 5 14 10 26 1 1 1 1 13.75 1 13.75 3.781359714 0.029314 EV 2 3.3

ECHP_MOUSE Peroxisomal	bifunctional	enzyme;	Short=PBE;	Short=PBFE;	Includes:	Enoyl-CoA	hydratase/3,2-trans-enoyl-CoA	isomerase;	EC=4.2.1.17;	EC=5.3.3.8;	Includes:	3-hydroxyacyl-CoA	dehydrogenase;	EC=1.1.1.35;	Accession=Q9DBM2;	Q91W49;	[Mus	musculus	(Mouse)]27 6 20 7 19 1 1 1 1 13 1 13 3.700439718 0.018879 Cytosol/Secr 7 11.7

SARDH_MOUSE Sarcosine	dehydrogenase,	mitochondrial;	Short=SarDH;	EC=1.5.8.3;	Flags:	Precursor;	Accession=Q99LB7;	[Mus	musculus	(Mouse)]28 16 20 15 25 1 1 1 3 19 1.5 12.66666667 3.662965013 0.000287

3HIDH_MOUSE 3-hydroxyisobutyrate	dehydrogenase,	mitochondrial;	Short=HIBADH;	EC=1.1.1.31;	Flags:	Precursor;	Accession=Q99L13;	Q8BJY2;	[Mus	musculus	(Mouse)]19 10 12 9 19 1 1 1 1 12.5 1 12.5 3.64385619 0.00222 Total 60 100

ACOX1_MOUSE Peroxisomal	acyl-coenzyme	A	oxidase	1;	Short=AOX;	EC=1.3.3.6;	AltName:	Full=Palmitoyl-CoA	oxidase;	Accession=Q9R0H0;	A2A850;	O35616;	Q3TDG0;	Q8BYC3;	[Mus	musculus	(Mouse)]37 7 24 13 41 3 1 2 1 21.25 1.75 12.14285714 3.602036014 0.040295

DHB13_MOUSE 17-beta-hydroxysteroid	dehydrogenase	13;	Short=17-beta-HSD	13;	EC=1.1.-.-;	AltName:	Full=Alcohol	dehydrogenase	PAN1B-like;	AltName:	Full=Short-chain	dehydrogenase/reductase	9;	Flags:	Precursor;	Accession=Q8VCR2;	A8Y5N6;	Q8CIU2;	[Mus	musculus	(Mouse)]	ER-Lipid	droplet	associated	protedin22 18 7 26 16 1 2 2 1 16.75 1.5 11.16666667 3.48112669 0.00801

HYEP_MOUSE Epoxide	hydrolase	1;	EC=3.3.2.9;	AltName:	Full=Epoxide	hydratase;	AltName:	Full=Microsomal	epoxide	hydrolase;	Accession=Q9D379;	P97869;	[Mus	musculus	(Mouse)]58 82 59 84 65 5 7 11 4 72.5 6.75 10.74074074 3.425021588 4.91E-05

CP2BA_MOUSE Cytochrome	P450	2B10;	EC=1.14.14.1;	AltName:	Full=CYPIIB10;	AltName:	Full=CYPIIB20;	AltName:	Full=Cytochrome	P450	2B20;	AltName:	Full=Cytochrome	P450	clone	PF3/46;	AltName:	Full=Cytochrome	P450-16-alpha;	AltName:	Full=P24;	AltName:	Full=Testosterone	16-alpha	hydroxylase;	Accession=P12791;	Q62397;	[Mus	musculus	(Mouse)]25 26 17 35 22 3 4 2 2 25 2.75 9.090909091 3.184424571 0.001154

HCDH_MOUSE Hydroxyacyl-coenzyme	A	dehydrogenase,	mitochondrial;	Short=HCDH;	EC=1.1.1.35;	AltName:	Full=Medium	and	short-chain	L-3-hydroxyacyl-coenzyme	A	dehydrogenase;	AltName:	Full=Short-chain	3-hydroxyacyl-CoA	dehydrogenase;	Flags:	Precursor;	Accession=Q61425;	Q3TF75;	Q3THK8;	Q3UFI0;	Q8K149;	Q925U9;	[Mus	musculus	(Mouse)]14 4 7 13 12 1 1 1 1 9 1 9 3.169925001 0.009275

S27A5_MOUSE Bile	acyl-CoA	synthetase;	Short=BACS;	EC=6.2.1.7;	AltName:	Full=Bile	acid-CoA	ligase;	Short=BA-CoA	ligase;	Short=BAL;	AltName:	Full=Cholate--CoA	ligase;	AltName:	Full=Fatty	acid	transport	protein	5;	Short=FATP-5;	AltName:	Full=Solute	carrier	family	27	member	5;	AltName:	Full=Very	long-chain	acyl-CoA	synthetase-related	protein;	Short=VLACS-related;	Short=VLACSR;	Accession=Q4LDG0;	A6H6C1;	O88694;	Q91VD5;	[Mus	musculus	(Mouse)]20 6 3 12 15 1 1 1 1 9 1 9 3.169925001 0.02659

AL3A2_MOUSE Fatty	aldehyde	dehydrogenase;	EC=1.2.1.3;	AltName:	Full=Aldehyde	dehydrogenase	3;	AltName:	Full=Aldehyde	dehydrogenase	family	3	member	A2;	Accession=P47740;	Q99L64;	[Mus	musculus	(Mouse)]	ALDH3A220 22 14 17 9 1 1 4 1 15.5 1.75 8.857142857 3.146841388 0.002801

AT5F1_MOUSE ATP	synthase	subunit	b,	mitochondrial;	Short=ATPase	subunit	b;	Flags:	Precursor;	Accession=Q9CQQ7;	[Mus	musculus	(Mouse)]16 5 13 8 18 2 1 1 1 11 1.25 8.8 3.137503524 0.014517

GSTM2_MOUSE Glutathione	S-transferase	Mu	2;	EC=2.5.1.18;	AltName:	Full=GST	5-5;	AltName:	Full=GST	class-mu	2;	AltName:	Full=Glutathione	S-transferase	pmGT2;	Accession=P15626;	[Mus	musculus	(Mouse)]28 36 35 12 12 1 3 2 5 23.75 2.75 8.636363636 3.11042399 0.021943

AL1B1_MOUSE Aldehyde	dehydrogenase	X,	mitochondrial;	EC=1.2.1.3;	AltName:	Full=Aldehyde	dehydrogenase	family	1	member	B1;	Flags:	Precursor;	Accession=Q9CZS1;	Q3UAH5;	[Mus	musculus	(Mouse)]34 9 13 35 37 6 1 1 3 23.5 2.75 8.545454545 3.095157233 0.030531

CP2A5_MOUSE Cytochrome	P450	2A5;	EC=1.14.14.1;	AltName:	Full=CYPIIA5;	AltName:	Full=Coumarin	7-hydroxylase;	AltName:	Full=Cytochrome	P450-15-COH;	AltName:	Full=Cytochrome	P450-IIA3.2;	Accession=P20852;	[Mus	musculus	(Mouse)]30 33 18 17 24 1 4 5 1 23 2.75 8.363636364 3.064130337 0.001819

FMO1_MOUSE Dimethylaniline	monooxygenase	[N-oxide-forming]	1;	EC=1.14.13.8;	AltName:	Full=Dimethylaniline	oxidase	1;	AltName:	Full=Hepatic	flavin-containing	monooxygenase	1;	Short=FMO	1;	Accession=P50285;	[Mus	musculus	(Mouse)]22 22 15 13 7 1 3 1 2 14.25 1.75 8.142857143 3.025535092 0.007162

GLYAT_MOUSE Glycine	N-acyltransferase;	EC=2.3.1.13;	EC=2.3.1.71;	AltName:	Full=Acyl-CoA:glycine	N-acyltransferase;	Short=AAc;	AltName:	Full=Aralkyl	acyl-CoA	N-acyltransferase;	AltName:	Full=Aralkyl	acyl-CoA:amino	acid	N-acyltransferase;	AltName:	Full=Benzoyl-coenzyme	A:glycine	N-acyltransferase;	AltName:	Full=Glycine	N-benzoyltransferase;	Accession=Q91XE0;	Q05DG2;	[Mus	musculus	(Mouse)]The	glycine-N-acyltransferase	protein	conjugates	glycine	with	acyl-CoA	substrates	in	the	mitochondria.	The	protein	is	thought	to	be	important	in	the	detoxification	of	endogenous	and	xenobiotic	acyl-CoA's.	Two	transcript	variants	encoding	different	isoforms	have	been	found	for	this	gene.17 3 9 6 14 1 1 1 1 8 1 8 3 0.024484

URIC_MOUSE Uricase;	EC=1.7.3.3;	AltName:	Full=Urate	oxidase;	Accession=P25688;	[Mus	musculus	(Mouse)] 25 10 18 14 35 1 1 7 1 19.25 2.5 7.7 2.944858446 0.025978

UD19_MOUSE UDP-glucuronosyltransferase	1-9;	Short=UDPGT	1-9;	Short=UGT1*9;	Short=UGT1-09;	Short=UGT1.9;	EC=2.4.1.17;	AltName:	Full=UDP-glucuronosyltransferase	1-7;	Short=UDPGT;	AltName:	Full=UDP-glucuronosyltransferase	1A9;	AltName:	Full=UGT1A12;	AltName:	Full=UGTP4;	Flags:	Precursor;	Accession=Q62452;	A6H6W3;	E9QN27;	Q6XL44;	[Mus	musculus	(Mouse)]10 10 4 10 6 1 1 1 1 7.5 1 7.5 2.906890596 0.004911

CP2B9_MOUSE Cytochrome	P450	2B9;	EC=1.14.14.1;	AltName:	Full=CYPIIB9;	AltName:	Full=Cytochrome	P450	clone	PF26;	AltName:	Full=Cytochrome	P450-16-alpha;	AltName:	Full=Testosterone	16-alpha	hydroxylase;	Accession=P12790;	Q64463;	[Mus	musculus	(Mouse)]10 14 7 17 7 1 1 3 1 11.25 1.5 7.5 2.906890596 0.009158

S27A2_MOUSE Very	long-chain	acyl-CoA	synthetase;	Short=VLACS;	Short=VLCS;	EC=6.2.1.-;	AltName:	Full=Fatty	acid	transport	protein	2;	Short=FATP-2;	AltName:	Full=Fatty-acid-coenzyme	A	ligase,	very	long-chain	1;	AltName:	Full=Long-chain-fatty-acid--CoA	ligase;	EC=6.2.1.3;	AltName:	Full=Solute	carrier	family	27	member	2;	AltName:	Full=THCA-CoA	ligase;	AltName:	Full=Very	long-chain-fatty-acid-CoA	ligase;	Accession=O35488;	O70550;	O88560;	Q91WV6;	[Mus	musculus	(Mouse)]30 20 12 20 14 1 3 4 1 16.5 2.25 7.333333333 2.874469118 0.000633

LMNA_MOUSE Prelamin-A/C;	Contains:	Lamin-A/C;	Flags:	Precursor;	Accession=Q9DC21;	[Mus	musculus	(Mouse)]24 3 10 17 14 2 1 1 2 11 1.5 7.333333333 2.874469118 0.020491

MDHM_MOUSE Malate	dehydrogenase,	mitochondrial;	EC=1.1.1.37;	Flags:	Precursor;	Accession=P08249;	Q0QF44;	Q8CF79;	Q8R1P0;	[Mus	musculus	(Mouse)]23 17 30 13 13 1 1 4 4 18.25 2.5 7.3 2.867896464 0.008737

DLDH_MOUSE Dihydrolipoyl	dehydrogenase,	mitochondrial;	EC=1.8.1.4;	AltName:	Full=Dihydrolipoamide	dehydrogenase;	Flags:	Precursor;	Accession=O08749;	Q3TG55;	Q3U5W5;	Q3UWP7;	Q99LD3;	[Mus	musculus	(Mouse)]11 4 8 7 8 1 1 1 1 6.75 1 6.75 2.754887502 0.000903

ODO1_MOUSE 2-oxoglutarate	dehydrogenase,	mitochondrial;	EC=1.2.4.2;	AltName:	Full=2-oxoglutarate	dehydrogenase	complex	component	E1;	Short=OGDC-E1;	AltName:	Full=Alpha-ketoglutarate	dehydrogenase;	Flags:	Precursor;	Accession=Q8K2Z3;	Q8R3M2;	Q91WP2;	[Mus	musculus	(Mouse)]22 7 12 11 17 3 2 1 1 11.75 1.75 6.714285714 2.74723393 0.003205

ATPO_MOUSE ATP	synthase	subunit	O,	mitochondrial;	AltName:	Full=Oligomycin	sensitivity	conferral	protein;	Short=OSCP;	Flags:	Precursor;	Accession=Q9DB20;	[Mus	musculus	(Mouse)]16 6 12 7 15 3 1 1 1 10 1.5 6.666666667 2.736965594 0.007983

AGT2_MOUSE Alanine--glyoxylate	aminotransferase	2,	mitochondrial;	Short=AGT	2;	EC=2.6.1.44;	AltName:	Full=(R)-3-amino-2-methylpropionate--pyruvate	transaminase;	EC=2.6.1.40;	AltName:	Full=Beta-ALAAT	II;	AltName:	Full=Beta-alanine-pyruvate	aminotransferase;	AltName:	Full=D-AIBAT;	Flags:	Precursor;	Accession=Q3UEG6;	B9EIZ8;	[Mus	musculus	(Mouse)]18 9 6 9 21 3 2 1 1 11.25 1.75 6.428571429 2.684498174 0.030071

COX5A_MOUSE Cytochrome	c	oxidase	subunit	5A,	mitochondrial;	AltName:	Full=Cytochrome	c	oxidase	polypeptide	Va;	Flags:	Precursor;	Accession=P12787;	Q9D2W1;	[Mus	musculus	(Mouse)]10 1 6 7 11 1 1 1 1 6.25 1 6.25 2.64385619 0.043322

PON1_MOUSE Serum	paraoxonase/arylesterase	1;	Short=PON	1;	EC=3.1.1.2;	EC=3.1.1.81;	EC=3.1.8.1;	AltName:	Full=Aromatic	esterase	1;	Short=A-esterase	1;	AltName:	Full=Serum	aryldialkylphosphatase	1;	Accession=P52430;	Q91X30;	[Mus	musculus	(Mouse)]9 12 11 8 11 1 1 3 2 10.5 1.75 6 2.584962501 0.000116

BPHL_MOUSE Valacyclovir	hydrolase;	Short=VACVase;	Short=Valacyclovirase;	EC=3.1.-.-;	AltName:	Full=Biphenyl	hydrolase-like	protein;	Flags:	Precursor;	Accession=Q8R164;	Q8BVH2;	Q8R589;	Q9DCC6;	[Mus	musculus	(Mouse)]11 2 10 4 8 1 1 1 1 6 1 6 2.584962501 0.033798

ACSF2_MOUSE Acyl-CoA	synthetase	family	member	2,	mitochondrial;	EC=6.2.1.-;	Flags:	Precursor;	Accession=Q8VCW8;	Q3TDU9;	Q3U5G9;	[Mus	musculus	(Mouse)]25 7 11 23 21 6 1 3 1 15.5 2.75 5.636363636 2.494764692 0.019644

GANAB_MOUSE Neutral	alpha-glucosidase	AB;	EC=3.2.1.84;	AltName:	Full=Alpha-glucosidase	2;	AltName:	Full=Glucosidase	II	subunit	alpha;	Flags:	Precursor;	Accession=Q8BHN3;	O08794;	Q149A6;	Q80U81;	Q9CS53;	[Mus	musculus	(Mouse)]15 5 3 10 10 1 1 2 1 7 1.25 5.6 2.485426827 0.018605

CP2AC_MOUSE Cytochrome	P450	2A12;	EC=1.14.14.1;	AltName:	Full=CYPIIA12;	AltName:	Full=Steroid	hormones	7-alpha-hydroxylase;	AltName:	Full=Testosterone	7-alpha-hydroxylase;	Accession=P56593;	Q8VCW9;	[Mus	musculus	(Mouse)]52 50 19 42 19 3 7 9 5 32.5 6 5.416666667 2.437405312 0.016722

PLIN2_MOUSE Perilipin-2;	AltName:	Full=Adipophilin;	AltName:	Full=Adipose	differentiation-related	protein;	Short=ADRP;	Accession=P43883;	Q8K3Q8;	[Mus	musculus	(Mouse)]25 18 14 13 12 2 4 2 3 14.25 2.75 5.181818182 2.373458396 0.000175

PCCB_MOUSE Propionyl-CoA	carboxylase	beta	chain,	mitochondrial;	Short=PCCase	subunit	beta;	EC=6.4.1.3;	AltName:	Full=Propanoyl-CoA:carbon	dioxide	ligase	subunit	beta;	Flags:	Precursor;	Accession=Q99MN9;	Q9DBG2;	[Mus	musculus	(Mouse)]12 6 5 5 9 1 1 1 2 6.25 1.25 5 2.321928095 0.002205

LONM_MOUSE Lon	protease	homolog,	mitochondrial;	EC=3.4.21.-;	AltName:	Full=Lon	protease-like	protein;	Short=LONP;	AltName:	Full=Mitochondrial	ATP-dependent	protease	Lon;	AltName:	Full=Serine	protease	15;	Flags:	Precursor;	Accession=Q8CGK3;	Q3TSK9;	Q3TVL2;	Q3TXE4;	Q3TZW3;	Q9DBP9;	[Mus	musculus	(Mouse)]16 11 10 8 10 3 2 2 1 9.75 2 4.875 2.285402219 4.8E-05

KAD2_MOUSE Adenylate	kinase	2,	mitochondrial;	Short=AK	2;	EC=2.7.4.3;	AltName:	Full=ATP-AMP	transphosphorylase	2;	AltName:	Full=ATP:AMP	phosphotransferase;	AltName:	Full=Adenylate	monophosphate	kinase;	Contains:	Adenylate	kinase	2,	mitochondrial,	N-terminally	processed;	Accession=Q9WTP6;	A2A820;	Q3THT3;	Q3TI11;	Q3TKI6;	Q8C7I9;	Q9CY37;	[Mus	musculus	(Mouse)]18 5 18 5 15 2 2 2 3 10.75 2.25 4.777777778 2.256339753 0.045837

TAGL2_MOUSE Transgelin-2;	AltName:	Full=SM22-beta;	Accession=Q9WVA4;	Q3TIB8;	Q6A0C6;	Q78ZX2;	Q91VU2;	[Mus	musculus	(Mouse)]11 4 8 5 2 1 1 1 1 4.75 1 4.75 2.247927513 0.024008

GABT_MOUSE 4-aminobutyrate	aminotransferase,	mitochondrial;	EC=2.6.1.19;	AltName:	Full=(S)-3-amino-2-methylpropionate	transaminase;	EC=2.6.1.22;	AltName:	Full=GABA	aminotransferase;	Short=GABA-AT;	AltName:	Full=Gamma-amino-N-butyrate	transaminase;	Short=GABA	transaminase;	Short=GABA-T;	AltName:	Full=L-AIBAT;	Flags:	Precursor;	Accession=P61922;	Q8BZA3;	[Mus	musculus	(Mouse)]17 5 9 8 11 3 2 1 1 8.25 1.75 4.714285714 2.237039197 0.002834

BDH_MOUSE D-beta-hydroxybutyrate	dehydrogenase,	mitochondrial;	Short=BDH;	EC=1.1.1.30;	AltName:	Full=3-hydroxybutyrate	dehydrogenase;	Flags:	Precursor;	Accession=Q80XN0;	Q3UJS9;	Q3UL45;	Q8BK53;	Q8R0C8;	[Mus	musculus	(Mouse)]13 2 8 10 13 2 3 1 1 8.25 1.75 4.714285714 2.237039197 0.033707

TRAP1_MOUSE Heat	shock	protein	75	kDa,	mitochondrial;	Short=HSP	75;	AltName:	Full=TNFR-associated	protein	1;	AltName:	Full=Tumor	necrosis	factor	type	1	receptor-associated	protein;	Short=TRAP-1;	Flags:	Precursor;	Accession=Q9CQN1;	Q542I4;	[Mus	musculus	(Mouse)]14 6 10 9 12 2 3 2 1 9.25 2 4.625 2.209453366 0.001496

PCCA_MOUSE Propionyl-CoA	carboxylase	alpha	chain,	mitochondrial;	Short=PCCase	subunit	alpha;	EC=6.4.1.3;	AltName:	Full=Propanoyl-CoA:carbon	dioxide	ligase	subunit	alpha;	Flags:	Precursor;	Accession=Q91ZA3;	Q80VU5;	Q922N3;	[Mus	musculus	(Mouse)]25 9 13 7 16 5 2 1 2 11.25 2.5 4.5 2.169925001 0.007212

CP237_MOUSE Cytochrome	P450	2C37;	EC=1.14.14.1;	AltName:	Full=CYPIIC37;	Accession=P56654;	E9QKN4;	[Mus	musculus	(Mouse)]33 29 20 25 25 8 5 7 3 24.75 5.75 4.304347826 2.105794664 0.000117

ECH1_MOUSE Delta(3,5)-Delta(2,4)-dienoyl-CoA	isomerase,	mitochondrial;	EC=5.3.3.-;	Flags:	Precursor;	Accession=O35459;	Q5M8P6;	[Mus	musculus	(Mouse)]8 6 2 6 3 1 1 1 1 4.25 1 4.25 2.087462841 0.01974

PRDX3_MOUSE Thioredoxin-dependent	peroxide	reductase,	mitochondrial;	EC=1.11.1.15;	AltName:	Full=Antioxidant	protein	1;	Short=AOP-1;	AltName:	Full=PRX	III;	AltName:	Full=Perioredoxin-3;	AltName:	Full=Protein	MER5;	Flags:	Precursor;	Accession=P20108;	[Mus	musculus	(Mouse)]11 3 7 2 5 1 1 1 1 4.25 1 4.25 2.087462841 0.026239

NIPS1_MOUSE Protein	NipSnap	homolog	1;	Short=NipSnap1;	Accession=O55125;	[Mus	musculus	(Mouse)]	the	inner	mitochondrial	membrane22 6 9 20 24 5 3 1 5 14.75 3.5 4.214285714 2.075288127 0.04355

GSTM1_MOUSE Glutathione	S-transferase	Mu	1;	EC=2.5.1.18;	AltName:	Full=GST	1-1;	AltName:	Full=GST	class-mu	1;	AltName:	Full=Glutathione	S-transferase	GT8.7;	AltName:	Full=pmGT10;	Accession=P10649;	A2AE90;	Q58ET5;	[Mus	musculus	(Mouse)]63 95 105 50 61 10 11 17 36 77.75 18.5 4.202702703 2.071317405 0.006485

ACTN1_MOUSE Alpha-actinin-1;	AltName:	Full=Alpha-actinin	cytoskeletal	isoform;	AltName:	Full=F-actin	cross-linking	protein;	AltName:	Full=Non-muscle	alpha-actinin-1;	Accession=Q7TPR4;	[Mus	musculus	(Mouse)]10 6 7 4 4 1 1 1 2 5.25 1.25 4.2 2.070389328 0.002311

G6PE_MOUSE GDH/6PGL	endoplasmic	bifunctional	protein;	Includes:	Glucose	1-dehydrogenase;	EC=1.1.1.47;	AltName:	Full=Hexose-6-phosphate	dehydrogenase;	Includes:	6-phosphogluconolactonase;	Short=6PGL;	EC=3.1.1.31;	Flags:	Precursor;	Accession=Q8CFX1;	A2A7A9;	B2KGW7;	Q8BLH1;	[Mus	musculus	(Mouse)]12 8 4 5 4 1 1 2 1 5.25 1.25 4.2 2.070389328 0.006458

ECHA_MOUSE Trifunctional	enzyme	subunit	alpha,	mitochondrial;	AltName:	Full=TP-alpha;	Includes:	Long-chain	enoyl-CoA	hydratase;	EC=4.2.1.17;	Includes:	Long	chain	3-hydroxyacyl-CoA	dehydrogenase;	EC=1.1.1.211;	Flags:	Precursor;	Accession=Q8BMS1;	Q3TCY3;	Q5U5Y5;	Q8QZU4;	[Mus	musculus	(Mouse)]50 16 26 29 50 11 11 6 1 30.25 7.25 4.172413793 2.060882242 0.022454

DHB8_MOUSE Estradiol	17-beta-dehydrogenase	8;	EC=1.1.1.62;	AltName:	Full=17-beta-hydroxysteroid	dehydrogenase	8;	Short=17-beta-HSD	8;	AltName:	Full=3-oxoacyl-[acyl-carrier-protein]	reductase;	EC=1.1.1.-;	AltName:	Full=Protein	Ke6;	Short=Ke-6;	AltName:	Full=Testosterone	17-beta-dehydrogenase	8;	EC=1.1.1.239;	Accession=P50171;	Q5M9K0;	Q60958;	Q60959;	Q9Z1W2;	[Mus	musculus	(Mouse)]11 9 11 7 10 2 4 2 1 9.25 2.25 4.111111111 2.039528364 0.000582

CATA_MOUSE Catalase;	EC=1.11.1.6;	Accession=P24270;	Q3TXQ6;	[Mus	musculus	(Mouse)] 44 30 36 32 75 15 4 9 15 43.25 10.75 4.023255814 2.008363473 0.025311

CP1A1_MOUSE Cytochrome	P450	1A1;	EC=1.14.14.1;	AltName:	Full=CYPIA1;	AltName:	Full=Cytochrome	P450-P1;	Accession=P00184;	Q61455;	[Mus	musculus	(Mouse)]9 10 7 9 6 4 1 2 1 8 2 4 2 0.002022

SUOX_MOUSE Sulfite	oxidase,	mitochondrial;	EC=1.8.3.1;	Flags:	Precursor;	Accession=Q8R086;	Q3U3S5;	Q3UEP6;	[Mus	musculus	(Mouse)]5 4 6 2 4 1 1 1 1 4 1 4 2 0.010402

RET4_MOUSE Retinol-binding	protein	4;	AltName:	Full=Plasma	retinol-binding	protein;	Short=PRBP;	Short=RBP;	Flags:	Precursor;	Accession=Q00724;	P70357;	Q566I5;	[Mus	musculus	(Mouse)]13 10 4 5 5 1 1 2 2 6 1.5 4 2 0.017457

LPP_MOUSE Lipoma-preferred	partner	homolog;	Accession=Q8BFW7;	Q5U407;	Q8BHI1;	Q8BKI0;	Q8BKN2;	Q8BLF4;	Q8BLG3;	Q8C101;	[Mus	musculus	(Mouse)]6 1 1 1 1 3 5 3 5 1 4 0.25 -2 0.002022

NSDHL_MOUSE Sterol-4-alpha-carboxylate	3-dehydrogenase,	decarboxylating;	EC=1.1.1.170;	Accession=Q9R1J0;	O55109;	[Mus	musculus	(Mouse)]7 1 1 1 1 4 3 6 3 1 4 0.25 -2 0.005424

AIMP2_MOUSE Aminoacyl	tRNA	synthase	complex-interacting	multifunctional	protein	2;	AltName:	Full=Multisynthase	complex	auxiliary	component	p38;	AltName:	Full=Protein	JTV-1;	Accession=Q8R010;	E9QP67;	Q8R2Y6;	[Mus	musculus	(Mouse)]11 4 2 1 1 6 9 6 11 2 8 0.25 -2 0.005424

LRRF1_MOUSE Leucine-rich	repeat	flightless-interacting	protein	1;	Short=LRR	FLII-interacting	protein	1;	AltName:	Full=FLI-LRR-associated	protein	1;	Short=Flap-1;	AltName:	Full=H186	FLAP;	Accession=Q3UZ39;	O70323;	Q3TS94;	[Mus	musculus	(Mouse)]9 2 1 2 1 8 7 3 6 1.5 6 0.25 -2 0.00692

NUCKS_MOUSE Nuclear	ubiquitous	casein	and	cyclin-dependent	kinase	substrate	1;	AltName:	Full=JC7;	Accession=Q80XU3;	Q8BVD8;	[Mus	musculus	(Mouse)]8 2 1 3 1 7 7 10 4 1.75 7 0.25 -2 0.00718

PDS5A_MOUSE Sister	chromatid	cohesion	protein	PDS5	homolog	A;	Accession=Q6A026;	E9Q656;	[Mus	musculus	(Mouse)]5 1 1 1 1 4 6 2 4 1 4 0.25 -2 0.010402

HTSF1_MOUSE HIV	Tat-specific	factor	1	homolog;	Accession=Q8BGC0;	B1AVC7;	Q1WWK0;	Q9CT41;	Q9DAU3;	[Mus	musculus	(Mouse)]6 1 1 1 1 2 4 6 4 1 4 0.25 -2 0.010402

DCUP_MOUSE Uroporphyrinogen	decarboxylase;	Short=UPD;	Short=URO-D;	EC=4.1.1.37;	Accession=P70697;	Q91VW4;	[Mus	musculus	(Mouse)]15 2 5 1 1 12 8 5 11 2.25 9 0.25 -2 0.010542

G3BP1_MOUSE Ras	GTPase-activating	protein-binding	protein	1;	Short=G3BP-1;	EC=3.6.4.12;	EC=3.6.4.13;	AltName:	Full=ATP-dependent	DNA	helicase	VIII;	AltName:	Full=GAP	SH3	domain-binding	protein	1;	AltName:	Full=HDH-VIII;	Accession=P97855;	[Mus	musculus	(Mouse)]10 1 1 1 1 5 5 1 5 1 4 0.25 -2 0.024008

ZZEF1_MOUSE Zinc	finger	ZZ-type	and	EF-hand	domain-containing	protein	1;	Accession=Q5SSH7;	Q499C8;	Q6ZQC5;	Q8C710;	Q8CI54;	[Mus	musculus	(Mouse)]9 1 1 2 1 8 4 2 6 1.25 5 0.25 -2 0.029114

ATX2L_MOUSE Ataxin-2-like	protein;	Accession=Q7TQH0;	Q80XN9;	Q8K059;	[Mus	musculus	(Mouse)] 4 1 1 1 1 6 6 2 2 1 4 0.25 -2 0.040767

WASL_MOUSE Neural	Wiskott-Aldrich	syndrome	protein;	Short=N-WASP;	Accession=Q91YD9;	[Mus	musculus	(Mouse)]6 1 1 1 1 5 7 2 2 1 4 0.25 -2 0.049825

CP013_MOUSE UPF0585	protein	C16orf13	homolog;	Accession=Q9DCS2;	[Mus	musculus	(Mouse)] 19 6 11 2 3 23 20 17 30 5.5 22.5 0.244444444 -2.032421478 0.002599

RL29_MOUSE 60S	ribosomal	protein	L29;	Accession=P47915;	[Mus	musculus	(Mouse)] 15 5 4 2 2 17 18 11 8 3.25 13.5 0.240740741 -2.054447784 0.006505

HEMO_MOUSE Hemopexin;	Flags:	Precursor;	Accession=Q91X72;	P97824;	Q3UKP2;	Q8WUP0;	[Mus	musculus	(Mouse)]13 6 1 3 1 12 11 11 12 2.75 11.5 0.239130435 -2.064130337 0.000365

SYAC_MOUSE Alanine--tRNA	ligase,	cytoplasmic;	EC=6.1.1.7;	AltName:	Full=Alanyl-tRNA	synthetase;	Short=AlaRS;	Accession=Q8BGQ7;	Q8BXR0;	[Mus	musculus	(Mouse)]34 7 3 2 3 8 22 12 21 3.75 15.75 0.238095238 -2.070389328 0.015737

OGFR_MOUSE Opioid	growth	factor	receptor;	Short=OGFr;	AltName:	Full=Zeta-type	opioid	receptor;	Accession=Q99PG2;	A2ACT6;	Q99L33;	[Mus	musculus	(Mouse)]7 1 1 1 1 5 4 2 6 1 4.25 0.235294118 -2.087462841 0.008905

UBXN4_MOUSE UBX	domain-containing	protein	4;	AltName:	Full=Erasin;	AltName:	Full=UBX	domain-containing	protein	2;	Accession=Q8VCH8;	Q3UGR4;	Q8BW17;	[Mus	musculus	(Mouse)]6 1 1 1 1 7 5 4 1 1 4.25 0.235294118 -2.087462841 0.040662

PRS8_MOUSE 26S	protease	regulatory	subunit	8;	AltName:	Full=26S	proteasome	AAA-ATPase	subunit	RPT6;	AltName:	Full=Proteasome	26S	subunit	ATPase	5;	AltName:	Full=Proteasome	subunit	p45;	AltName:	Full=p45/SUG;	Short=mSUG1;	Accession=P62196;	O35051;	P47210;	P52915;	P52916;	Q3UL51;	Q9CWN5;	[Mus	musculus	(Mouse)]26 8 4 2 1 10 22 18 14 3.75 16 0.234375 -2.093109404 0.006582

TTC36_MOUSE Tetratricopeptide	repeat	protein	36;	Short=TPR	repeat	protein	36;	Accession=Q8VBW8;	[Mus	musculus	(Mouse)]19 2 8 1 3 17 12 9 22 3.5 15 0.233333333 -2.099535674 0.012293

LARP1_MOUSE La-related	protein	1;	AltName:	Full=La	ribonucleoprotein	domain	family	member	1;	Accession=Q6ZQ58;	A2AFQ8;	Q7TSF7;	[Mus	musculus	(Mouse)]16 2 4 1 1 10 15 6 4 2 8.75 0.228571429 -2.129283017 0.037074

GLYC_MOUSE Serine	hydroxymethyltransferase,	cytosolic;	Short=SHMT;	EC=2.1.2.1;	AltName:	Full=Glycine	hydroxymethyltransferase;	AltName:	Full=Serine	methylase;	Accession=P50431;	Q64508;	Q8R0X9;	[Mus	musculus	(Mouse)]29 6 9 1 4 20 25 23 20 5 22 0.227272727 -2.137503524 0.000181

A16A1_MOUSE Aldehyde	dehydrogenase	family	16	member	A1;	Accession=Q571I9;	Q3U6I2;	Q3UMC3;	Q8C0L4;	Q8VD78;	[Mus	musculus	(Mouse)]31 11 9 1 4 22 32 23 34 6.25 27.75 0.225225225 -2.150559677 0.001353

TCOF_MOUSE Treacle	protein;	AltName:	Full=Treacher	Collins	syndrome	protein	homolog;	Accession=O08784;	O08857;	[Mus	musculus	(Mouse)]8 1 1 1 1 4 5 6 3 1 4.5 0.222222222 -2.169925001 0.001629

SCAM1_MOUSE Secretory	carrier-associated	membrane	protein	1;	Short=Secretory	carrier	membrane	protein	1;	Accession=Q8K021;	[Mus	musculus	(Mouse)]7 1 1 1 1 4 6 6 2 1 4.5 0.222222222 -2.169925001 0.010635

DDRGK_MOUSE DDRGK	domain-containing	protein	1;	Flags:	Precursor;	Accession=Q80WW9;	Q14BT4;	Q9CT52;	[Mus	musculus	(Mouse)]7 2 1 1 1 6 4 8 5 1.25 5.75 0.217391304 -2.201633861 0.002316

MVP_MOUSE Major	vault	protein;	Short=MVP;	Accession=Q9EQK5;	Q922X6;	[Mus	musculus	(Mouse)] 125 41 29 13 21 172 137 103 70 26 120.5 0.215767635 -2.212449618 0.005981

KYNU_MOUSE Kynureninase;	EC=3.7.1.3;	AltName:	Full=L-kynurenine	hydrolase;	Accession=Q9CXF0;	[Mus	musculus	(Mouse)]19 1 7 1 3 19 15 15 7 3 14 0.214285714 -2.222392421 0.008858

PSMD4_MOUSE 26S	proteasome	non-ATPase	regulatory	subunit	4;	AltName:	Full=26S	proteasome	regulatory	subunit	RPN10;	AltName:	Full=26S	proteasome	regulatory	subunit	S5A;	AltName:	Full=Multiubiquitin	chain-binding	protein;	Accession=O35226;	Q91V59;	Q9JJM0;	Q9JJM1;	Q9JJM2;	Q9JJM3;	[Mus	musculus	(Mouse)]19 5 6 2 2 19 21 11 20 3.75 17.75 0.211267606 -2.242856524 0.001405

GUAA_MOUSE GMP	synthase	[glutamine-hydrolyzing];	EC=6.3.5.2;	AltName:	Full=GMP	synthetase;	AltName:	Full=Glutamine	amidotransferase;	Accession=Q3THK7;	Q3TFR6;	Q3TIH1;	Q3UJ21;	Q3V343;	Q66JZ6;	[Mus	musculus	(Mouse)]8 1 1 1 1 5 5 5 4 1 4.75 0.210526316 -2.247927513 5.53E-06

DTX3L_MOUSE E3	ubiquitin-protein	ligase	DTX3L;	EC=6.3.2.-;	AltName:	Full=Protein	deltex-3-like;	Accession=Q3UIR3;	Q8BN11;	[Mus	musculus	(Mouse)]8 1 1 1 1 6 5 3 5 1 4.75 0.210526316 -2.247927513 0.000999

LMAN2_MOUSE Vesicular	integral-membrane	protein	VIP36;	AltName:	Full=Lectin	mannose-binding	2;	AltName:	Full=Vesicular	integral-membrane	protein	36;	Short=VIP36;	Flags:	Precursor;	Accession=Q9DBH5;	Q8BJL4;	Q9CXG7;	[Mus	musculus	(Mouse)]21 2 6 3 1 23 13 15 6 3 14.25 0.210526316 -2.247927513 0.021837

NOP16_MOUSE Nucleolar	protein	16;	Accession=Q9CPT5;	Q8C2P2;	Q921K0;	[Mus	musculus	(Mouse)] 9 1 1 1 1 6 8 4 1 1 4.75 0.210526316 -2.247927513 0.045801

LSR_MOUSE Lipolysis-stimulated	lipoprotein	receptor;	AltName:	Full=Lipolysis-stimulated	receptor;	AltName:	Full=Liver-specific	bHLH-Zip	transcription	factor;	AltName:	Full=Liver-specific	gene	on	mouse	chromosome	7	protein;	Flags:	Precursor;	Accession=Q99KG5;	Q3TJE7;	Q3UIQ9;	Q61148;	Q61149;	Q6U816;	[Mus	musculus	(Mouse)]10 1 1 1 1 8 4 6 1 1 4.75 0.210526316 -2.247927513 0.045801

DHX29_MOUSE ATP-dependent	RNA	helicase	Dhx29;	EC=3.6.4.13;	AltName:	Full=DEAH	box	protein	29;	Accession=Q6PGC1;	Q8BQJ4;	Q8BT01;	Q8C9B7;	Q8C9H9;	[Mus	musculus	(Mouse)]14 1 1 1 2 3 9 4 8 1.25 6 0.208333333 -2.263034406 0.019041

A1CF_MOUSE APOBEC1	complementation	factor;	AltName:	Full=APOBEC1-stimulating	protein;	Accession=Q5YD48;	E9QJS8;	Q5FW55;	Q5YD47;	[Mus	musculus	(Mouse)]19 5 1 1 2 10 15 12 7 2.25 11 0.204545455 -2.289506617 0.003971

PNCB_MOUSE Nicotinate	phosphoribosyltransferase;	Short=NAPRTase;	EC=6.3.4.21;	AltName:	Full=Nicotinate	phosphoribosyltransferase	domain-containing	protein	1;	Accession=Q8CC86;	Q8C7W2;	[Mus	musculus	(Mouse)]43 10 12 2 5 50 42 23 29 7.25 36 0.201388889 -2.311944006 0.004577

SCAM3_MOUSE Secretory	carrier-associated	membrane	protein	3;	Short=Secretory	carrier	membrane	protein	3;	Accession=O35609;	Q3TUV6;	Q99M48;	Q9ERM9;	[Mus	musculus	(Mouse)]6 1 1 1 1 6 5 6 3 1 5 0.2 -2.321928095 0.001311

GOGA5_MOUSE Golgin	subfamily	A	member	5;	AltName:	Full=Golgin-84;	AltName:	Full=Protein	Ret-II;	AltName:	Full=Protein	Sumiko;	Accession=Q9QYE6;	O88317;	Q3TGE7;	Q3U6S5;	Q3UUF9;	[Mus	musculus	(Mouse)]11 1 1 1 1 8 4 4 4 1 5 0.2 -2.321928095 0.007119

ABCA6_MOUSE ATP-binding	cassette	sub-family	A	member	6;	Accession=Q8K441;	A2A6R3;	Q8BGH0;	Q8BPT1;	[Mus	musculus	(Mouse)]6 1 1 1 1 7 3 7 3 1 5 0.2 -2.321928095 0.0134

COBL1_MOUSE Cordon-bleu	protein-like	1;	AltName:	Full=Cobl-related	protein	1;	Accession=Q3UMF0;	Q3UX63;	Q69ZU2;	Q6NXM0;	Q7TQM8;	Q8BWH3;	[Mus	musculus	(Mouse)]13 1 3 1 2 7 14 3 11 1.75 8.75 0.2 -2.321928095 0.028512

GOLI4_MOUSE Golgi	integral	membrane	protein	4;	AltName:	Full=Decapacitation	factor	10;	AltName:	Full=Golgi	phosphoprotein	4;	Accession=Q8BXA1;	Q8BWP9;	[Mus	musculus	(Mouse)]12 1 1 2 1 11 4 7 3 1.25 6.25 0.2 -2.321928095 0.033033

STAU1_MOUSE Double-stranded	RNA-binding	protein	Staufen	homolog	1;	Accession=Q9Z108;	[Mus	musculus	(Mouse)]12 1 1 1 1 8 4 7 1 1 5 0.2 -2.321928095 0.04469

ACSA_MOUSE Acetyl-coenzyme	A	synthetase,	cytoplasmic;	EC=6.2.1.1;	AltName:	Full=Acetate--CoA	ligase;	AltName:	Full=Acetyl-CoA	synthetase;	Short=ACS;	Short=AceCS;	AltName:	Full=Acyl-CoA	synthetase	short-chain	family	member	2;	AltName:	Full=Acyl-activating	enzyme;	Accession=Q9QXG4;	Q8BK97;	[Mus	musculus	(Mouse)]22 2 11 1 1 20 26 13 17 3.75 19 0.197368421 -2.341036918 0.005901

PDCD4_MOUSE Programmed	cell	death	protein	4;	AltName:	Full=Protein	MA-3;	AltName:	Full=Topoisomerase-inhibitor	suppressed	protein;	Accession=Q61823;	P97296;	Q3T9A9;	[Mus	musculus	(Mouse)]	This	gene	is	a	tumor	suppressor	and	encodes	a	protein	that	binds	to	the	eukaryotic	translation	initiation	factor	4A1	and	inhibits	its	function	by	preventing	RNA	binding.8 1 1 1 1 6 7 4 4 1 5.25 0.19047619 -2.392317423 0.001299

HXK4_MOUSE Glucokinase;	EC=2.7.1.2;	AltName:	Full=Hexokinase	type	IV;	Short=HK	IV;	AltName:	Full=Hexokinase-4;	Short=HK4;	AltName:	Full=Hexokinase-D;	Accession=P52792;	P52791;	[Mus	musculus	(Mouse)]10 1 1 1 1 8 6 4 3 1 5.25 0.19047619 -2.392317423 0.008625

PIGR_MOUSE Polymeric	immunoglobulin	receptor;	Short=PIgR;	Short=Poly-Ig	receptor;	Contains:	Secretory	component;	Flags:	Precursor;	Accession=O70570;	[Mus	musculus	(Mouse)]10 1 1 1 1 5 2 9 5 1 5.25 0.19047619 -2.392317423 0.025305

PSMD8_MOUSE 26S	proteasome	non-ATPase	regulatory	subunit	8;	AltName:	Full=26S	proteasome	regulatory	subunit	RPN12;	AltName:	Full=26S	proteasome	regulatory	subunit	S14;	Accession=Q9CX56;	[Mus	musculus	(Mouse)]19 5 2 1 1 8 13 7 20 2.25 12 0.1875 -2.415037499 0.020432

STBD1_MOUSE Starch-binding	domain-containing	protein	1;	AltName:	Full=Genethonin-1;	Accession=Q8C7E7;	Q147T8;	[Mus	musculus	(Mouse)]19 3 1 3 3 20 9 13 12 2.5 13.5 0.185185185 -2.432959407 0.003612

PRC2C_MOUSE Protein	PRRC2C;	AltName:	Full=BAT2	domain-containing	protein	1;	AltName:	Full=HLA-B-associated	transcript	2-like	2;	AltName:	Full=Proline-rich	and	coiled-coil-containing	protein	2C;	Accession=Q6P3F4;	Q80TK3;	Q80YR0;	Q8BMJ4;	Q8C1K7;	Q8CGH3;	[Mus	musculus	(Mouse)]12 1 1 1 1 4 10 6 2 1 5.5 0.181818182 -2.459431619 0.038803

SPS2_MOUSE Selenide,	water	dikinase	2;	EC=2.7.9.3;	AltName:	Full=Selenium	donor	protein	2;	AltName:	Full=Selenophosphate	synthase	2;	Accession=P97364;	Q3TGI4;	Q80ZY9;	[Mus	musculus	(Mouse)]18 1 8 1 2 18 19 12 19 3 17 0.176470588 -2.502500341 0.001071

KLC4_MOUSE Kinesin	light	chain	4;	Short=KLC	4;	AltName:	Full=Kinesin-like	protein	8;	Accession=Q9DBS5;	Q3TCC5;	[Mus	musculus	(Mouse)]8 1 1 1 1 5 5 4 9 1 5.75 0.173913043 -2.523561956 0.005181

MCA3_MOUSE Eukaryotic	translation	elongation	factor	1	epsilon-1;	AltName:	Full=Elongation	factor	p18;	AltName:	Full=Multisynthase	complex	auxiliary	component	p18;	Accession=Q9D1M4;	[Mus	musculus	(Mouse)]13 1 5 1 1 7 15 7 17 2 11.5 0.173913043 -2.523561956 0.014924

TMED4_MOUSE Transmembrane	emp24	domain-containing	protein	4;	AltName:	Full=Endoplasmic	reticulum	stress-response	protein	25;	Short=ERS25;	AltName:	Full=p24	family	protein	alpha-3;	Short=p24alpha3;	AltName:	Full=p26;	Flags:	Precursor;	Accession=Q8R1V4;	Q3TY55;	[Mus	musculus	(Mouse)]14 2 4 2 1 19 10 13 10 2.25 13 0.173076923 -2.530514717 0.002827

ASPC1_MOUSE Tether	containing	UBX	domain	for	GLUT4;	AltName:	Full=Alveolar	soft	part	sarcoma	chromosomal	region	candidate	gene	1	protein	homolog;	Accession=Q8VBT9;	A2ABZ7;	A2AC06;	Q3UKD1;	Q6V7K5;	Q9CT64;	[Mus	musculus	(Mouse)]9 1 2 1 1 8 8 5 8 1.25 7.25 0.172413793 -2.5360529 0.000272

NNRD_MOUSE ATP-dependent	(S)-NAD(P)H-hydrate	dehydratase;	EC=4.2.1.93;	AltName:	Full=ATP-dependent	NAD(P)HX	dehydratase;	AltName:	Full=Carbohydrate	kinase	domain-containing	protein;	Flags:	Precursor;	Accession=Q9CZ42;	Q9CQX9;	Q9D7G7;	Q9DC93;	[Mus	musculus	(Mouse)]27 3 6 2 2 25 18 8 25 3.25 19 0.171052632 -2.547487795 0.008833

CBS_MOUSE Cystathionine	beta-synthase;	EC=4.2.1.22;	AltName:	Full=Beta-thionase;	AltName:	Full=Serine	sulfhydrase;	Accession=Q91WT9;	Q91WU3;	[Mus	musculus	(Mouse)]22 2 3 1 6 14 15 17 26 3 18 0.166666667 -2.584962501 0.002232

NT5C_MOUSE 5'(3')-deoxyribonucleotidase,	cytosolic	type;	EC=3.1.3.-;	AltName:	Full=Cytosolic	5',3'-pyrimidine	nucleotidase;	AltName:	Full=Deoxy-5'-nucleotidase	1;	Short=dNT-1;	Accession=Q9JM14;	[Mus	musculus	(Mouse)]11 2 2 1 1 16 6 5 9 1.5 9 0.166666667 -2.584962501 0.024008

PRS6A_MOUSE 26S	protease	regulatory	subunit	6A;	AltName:	Full=26S	proteasome	AAA-ATPase	subunit	RPT5;	AltName:	Full=Proteasome	26S	subunit	ATPase	3;	AltName:	Full=Tat-binding	protein	1;	Short=TBP-1;	Accession=O88685;	Q99JN8;	[Mus	musculus	(Mouse)]41 8 9 1 2 35 38 24 24 5 30.25 0.165289256 -2.596935142 0.000944

LRP1_MOUSE Prolow-density	lipoprotein	receptor-related	protein	1;	Short=LRP-1;	AltName:	Full=Alpha-2-macroglobulin	receptor;	Short=A2MR;	AltName:	CD_antigen=CD91;	Contains:	Low-density	lipoprotein	receptor-related	protein	1	85	kDa	subunit;	Short=LRP-85;	Contains:	Low-density	lipoprotein	receptor-related	protein	1	515	kDa	subunit;	Short=LRP-515;	Contains:	Low-density	lipoprotein	receptor-related	protein	1	intracellular	domain;	Short=LRPICD;	Flags:	Precursor;	Accession=Q91ZX7;	Q61291;	Q920Y4;	[Mus	musculus	(Mouse)]37 3 1 2 4 20 7 21 13 2.5 15.25 0.163934426 -2.608809243 0.008771

MA2A1_MOUSE Alpha-mannosidase	2;	EC=3.2.1.114;	AltName:	Full=Golgi	alpha-mannosidase	II;	Short=AMan	II;	Short=Man	II;	AltName:	Full=Mannosidase	alpha	class	2A	member	1;	AltName:	Full=Mannosyl-oligosaccharide	1,3-1,6-alpha-mannosidase;	Accession=P27046;	B9EHS6;	[Mus	musculus	(Mouse)]21 3 1 1 1 10 11 15 1 1.5 9.25 0.162162162 -2.624490865 0.041416

MPRD_MOUSE Cation-dependent	mannose-6-phosphate	receptor;	Short=CD	Man-6-P	receptor;	Short=CD-MPR;	AltName:	Full=46	kDa	mannose	6-phosphate	receptor;	Short=MPR	46;	Flags:	Precursor;	Accession=P24668;	[Mus	musculus	(Mouse)]8 1 1 2 1 8 7 12 4 1.25 7.75 0.161290323 -2.632268215 0.008074

CC50A_MOUSE Cell	cycle	control	protein	50A;	AltName:	Full=Transmembrane	protein	30A;	Accession=Q8VEK0;	Q3TCJ5;	Q3UDH8;	Q8R0X6;	Q8VEH1;	[Mus	musculus	(Mouse)]10 1 1 1 1 8 6 9 2 1 6.25 0.16 -2.64385619 0.014643

HMCS1_MOUSE Hydroxymethylglutaryl-CoA	synthase,	cytoplasmic;	Short=HMG-CoA	synthase;	EC=2.3.3.10;	AltName:	Full=3-hydroxy-3-methylglutaryl	coenzyme	A	synthase;	Accession=Q8JZK9;	Q3UXI4;	[Mus	musculus	(Mouse)]10 1 1 1 1 6 8 4 9 1 6.75 0.148148148 -2.754887502 0.002042

BAG6_MOUSE Large	proline-rich	protein	BAG6;	AltName:	Full=BAG	family	molecular	chaperone	regulator	6;	AltName:	Full=BCL2-associated	athanogene	6;	Short=BAG-6;	Short=BAG6;	AltName:	Full=HLA-B-associated	transcript	3;	AltName:	Full=Protein	Scythe;	Accession=Q9Z1R2;	Q8SNA3;	[Mus	musculus	(Mouse)]11 1 1 1 1 8 8 1 10 1 6.75 0.148148148 -2.754887502 0.026869

NAA15_MOUSE N-alpha-acetyltransferase	15,	NatA	auxiliary	subunit;	AltName:	Full=N-terminal	acetyltransferase	1;	AltName:	Full=NMDA	receptor-regulated	protein	1;	AltName:	Full=Protein	tubedown-1;	Accession=Q80UM3;	Q811Z9;	Q9JID5;	[Mus	musculus	(Mouse)]10 2 1 1 1 7 8 11 8 1.25 8.5 0.147058824 -2.765534746 0.000197

PCY2_MOUSE Ethanolamine-phosphate	cytidylyltransferase;	EC=2.7.7.14;	AltName:	Full=CTP:phosphoethanolamine	cytidylyltransferase;	AltName:	Full=Phosphorylethanolamine	transferase;	Accession=Q922E4;	Q99J50;	[Mus	musculus	(Mouse)]19 2 3 1 1 11 11 10 17 1.75 12.25 0.142857143 -2.807354922 0.000755

HMGN1_MOUSE Non-histone	chromosomal	protein	HMG-14;	AltName:	Full=High	mobility	group	nucleosome-binding	domain-containing	protein	1;	Accession=P18608;	Q5HZY9;	[Mus	musculus	(Mouse)]9 1 1 1 1 9 8 3 8 1 7 0.142857143 -2.807354922 0.004417

PAIRB_MOUSE Plasminogen	activator	inhibitor	1	RNA-binding	protein;	AltName:	Full=PAI1	RNA-binding	protein	1;	Short=PAI-RBP1;	AltName:	Full=SERPINE1	mRNA-binding	protein	1;	Accession=Q9CY58;	Q8BHS2;	Q8BHU0;	Q91WP3;	Q9CSN0;	Q9DBY6;	[Mus	musculus	(Mouse)]19 1 3 1 2 19 19 5 6 1.75 12.25 0.142857143 -2.807354922 0.036997

EGFR_MOUSE Epidermal	growth	factor	receptor;	EC=2.7.10.1;	Flags:	Precursor;	Accession=Q01279;	[Mus	musculus	(Mouse)]24 1 1 1 3 21 8 9 6 1.5 11 0.136363636 -2.874469118 0.032361

KCMF1_MOUSE E3	ubiquitin-protein	ligase	KCMF1;	EC=6.3.2.-;	AltName:	Full=Differentially	expressed	in	branching	tubulogenesis	91;	Short=Debt-91;	Accession=Q80UY2;	Q9WUM2;	[Mus	musculus	(Mouse)]12 2 1 1 1 11 12 3 11 1.25 9.25 0.135135135 -2.887525271 0.009086

LYRIC_MOUSE Protein	LYRIC;	AltName:	Full=3D3/LYRIC;	AltName:	Full=Lysine-rich	CEACAM1	co-isolated	protein;	AltName:	Full=Metadherin;	AltName:	Full=Metastasis	adhesion	protein;	Accession=Q8CGI7;	Q9D052;	[Mus	musculus	(Mouse)]14 1 1 2 1 9 17 6 5 1.25 9.25 0.135135135 -2.887525271 0.02631

HIUH_MOUSE 5-hydroxyisourate	hydrolase;	Short=HIU	hydrolase;	Short=HIUHase;	EC=3.5.2.17;	AltName:	Full=Transthyretin-related	protein;	Accession=Q9CRB3;	[Mus	musculus	(Mouse)]11 2 3 2 1 17 13 10 22 2 15.5 0.129032258 -2.95419631 0.00215

DC1L1_MOUSE Cytoplasmic	dynein	1	light	intermediate	chain	1;	AltName:	Full=Dynein	light	chain	A;	Short=DLC-A;	AltName:	Full=Dynein	light	intermediate	chain	1,	cytosolic;	Accession=Q8R1Q8;	[Mus	musculus	(Mouse)]14 1 1 1 1 13 13 4 3 1 8.25 0.121212121 -3.044394119 0.038728

LYAG_MOUSE Lysosomal	alpha-glucosidase;	EC=3.2.1.20;	AltName:	Full=Acid	maltase;	Flags:	Precursor;	Accession=P70699;	Q3UJB2;	Q8BGI6;	Q91Z45;	[Mus	musculus	(Mouse)]23 1 4 1 1 26 7 8 17 1.75 14.5 0.120689655 -3.050626073 0.029998

CLU_MOUSE Clustered	mitochondria	protein	homolog;	Accession=Q8CHD9;	[Mus	musculus	(Mouse)] 34 2 4 1 2 12 30 17 20 2.25 19.75 0.113924051 -3.133855747 0.003891

GID8_MOUSE Glucose-induced	degradation	protein	8	homolog;	AltName:	Full=Two	hybrid-associated	protein	1	with	RanBPM;	Short=Twa1;	Accession=Q9D7M1;	[Mus	musculus	(Mouse)]11 1 1 1 1 6 6 8 16 1 9 0.111111111 -3.169925001 0.015217

ATX2_MOUSE Ataxin-2;	AltName:	Full=Spinocerebellar	ataxia	type	2	protein	homolog;	Accession=O70305;	P97421;	[Mus	musculus	(Mouse)]20 1 1 1 1 13 15 4 7 1 9.75 0.102564103 -3.285402219 0.01422

AIMP1_MOUSE Aminoacyl	tRNA	synthase	complex-interacting	multifunctional	protein	1;	AltName:	Full=Multisynthase	complex	auxiliary	component	p43;	Contains:	Endothelial	monocyte-activating	polypeptide	2;	Short=EMAP-2;	AltName:	Full=Endothelial	monocyte-activating	polypeptide	II;	Short=EMAP-II;	AltName:	Full=Small	inducible	cytokine	subfamily	E	member	1;	Accession=P31230;	Q60659;	[Mus	musculus	(Mouse)]41 9 4 2 1 49 48 29 35 4 40.25 0.099378882 -3.330916878 0.000449

GYS2_MOUSE Glycogen	[starch]	synthase,	liver;	EC=2.4.1.11;	Accession=Q8VCB3;	Q3UTY0;	[Mus	musculus	(Mouse)]30 1 1 3 1 5 17 34 15 1.5 17.75 0.084507042 -3.564784619 0.036029

ASGR1_MOUSE Asialoglycoprotein	receptor	1;	Short=ASGP-R	1;	Short=ASGPR	1;	AltName:	Full=Hepatic	lectin	1;	Short=HL-1;	Short=mHL-1;	Accession=P34927;	Q64363;	Q91Y84;	[Mus	musculus	(Mouse)]21 2 1 1 1 24 16 21 11 1.25 18 0.069444444 -3.847996907 0.001112

CLCB_MOUSE Clathrin	light	chain	B;	Short=Lcb;	Accession=Q6IRU5;	Q8BR04;	Q8CDX9;	Q9CV35;	[Mus	musculus	(Mouse)]30 3 1 2 2 39 21 25 38 2 30.75 0.06504065 -3.942514505 0.000752


