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TPM normalized count mean count [Group] log2 FoldChange [Group]
Gene ID Gene Name A B C
Al A2 A3 B1 B2 B3 c1 c2 c3 B/A C/A c/B
(A1,A2,A3) | (B1,B2,B3) | (C1,C2,C3)

ENSG00000121410 |A1BG 20.971| 31.101] 20.336] 8.556] 18.194| 14.726] 17.725] 10.469] 9.076 24.136 13.825 12.423 -0.804 -0.958 -0.154
ENSG00000148584 |ALCF 0.016] 0.000] 0.000] 0.000] 0.040] 0.000] 0.017] 0.044] 0.000 0.005 0.013 0.020 1.316 1.936 0.619
ENSG00000166535 |A2ML1 0.933] 2.218] 8.717] 0.057] 0.667] 0.676] 0.910] 0.655] 0.330 3.956 0.466 0.631 -3.084 -2.647 0.437
ENSG00000094914 |AAAS 23.130] 34.282| 34.029] 38.760| 36.323| 32.658| 43.593] 41.439] 36.069 30.480 35.914 40.367 0.237 0.405 0.169
ENSG00000081760 |AACS 21.482| 24.466| 24.289] 64.771] 70.237| 47.835] 18.432] 20.189] 15.778 23.412 60.948 18.133 1.380 -0.369 -1.749
ENSG00000205002 |AARD 0.307] 0.290] 0.311] 0.344] 0.467] 0.207] 0.110] 0.227] 0.229 0.303 0.339 0.189 0.164 -0.682 -0.846
ENSG00000281376 |ABALON 2.149] 1.138] 1.199] 4.188] 4.247| 6.378] 2.837] 2.198] 4.449 1.495 4.938 3.161 1.724 1.080 -0.643
ENSG00000198691 |ABCA4 0.367] 0.612] 0.365| 94.002] 59.012| 14.546]426.844] 394.464] 195.167 0.448 55.853 338.825 6.962 9.563 2.601
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TPM : Iranscripts Per Million CHRLDBEEBHVEDE<EEV, (BIRER)

FPKM : Fragments Per Kilobase of transcript per Million fragments mapped
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mean count [Group] statistical significance Volcano plot MA plot
Gene ID Gene Name A B | | | | . oee 8 B
(A1,A2,A3) (Bl,BZ,B3) a.value m.value p value q value rani <] 3 -
ENSG00000121410 |A1BG 108.356 61.610 6.352] -0.815 0.091 0.201] 15765 0 B % N
ENSG00000148584 |A1CF 0.812 1.368 0.076 0.752 0.828 1.000] 28494 0 g # .
ENSG00000175899 |A2M 669.289 1239.704 9.831 0.889 0.023 0.064] 12595 0 R § .
ENSG00000166535 |A2MLL 258.282 11.054 5.740] -4.546 0.000 0.000 5229 1 " N
ENSG00000184389 |A3GALT2 2.290 1.004 0.600] -1.190 0.530 0.768] 24038 0 E
ENSG00000128274 |A4GALT 4268.418 23.398 8.304] -7.511 0.000 0.000 219 1 o
ENSG00000094914 |AAAS 649.336 559.536 9.235] -0.215 0.489 0.724] 23563 0
ENSG00000081760 |AACS 1065.693 2004.674] 10.513 0.912 0.003 0.011 9802 1 ogFc A= (0g:(G02.B) +10g:(GO1_A)) /2

[ GO ﬁg*ﬁ ] GO : Gene Ontology }\OZUI‘(ﬁg*ﬁ
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GO Accession GO Term p-value Na+] A Na+|. t
G0:0044802 | single-organism membrane organization | 8.37E-12 Na+/K+ ATPase "l;a:-/-c;2+-Exc;|a-n;e-r 1
G0:0044702 | single organism reproductive process 3.27E-10 Atplal [ Fxyd2 | ] [
G0:0050818 regulation of coagulation 3.61E-10 Atpla2 4 F d1 & | R ]
G0:0051917 | regulation of fibrinolysis 5.58E-10 Atplad 0 Atplbl B ] '
G0:0051781 | positive regulation of cell division 4.81E-07 Atp1b2 Atpib3 [ [® | +----f-F----+
G0:0006600 | creatine metabolic process 5.54E-07 ¥ T { Ca2+
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