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Peptide chain elongation
Viral mRNA Translation
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Thecitric acid (TCA) cycle and respiratory electron transport
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rRNA processing
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Major pathway of rRNA processing in the nucleolus and cytosol
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transport, AT coupling, and heat production by uncoupling proteins.
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RNA Polymerase I Transcription Termination
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mRNA3"end processing
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Mitochondrial translation

Respiratory electron transport
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Transport of Mature mRNA derived from an Intron-Containing Transcript
HIVInfection
mRNA Splicing - Minor Pathway
Transport of Mature Transcript to Cytoplasm
Interleukin-12 signaling
Downstream signaling events of B Cell Receptor (BCR)
ROS sensing by NFE2L2
Protein localization
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Programmed Cell Death
Vpu mediated degradation of CD4
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ER-Phagosome pathway
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Mitochondrial protein import
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3.18035E11
4.24331E11
4.24331E11
4.24331E11
5.03994E-11
5.03994E-11
5.49935E-11
5.96937E-11
6.28804E-11
6.81668E-11
7.01328E11
8.30664E-11
118123610

11985610
13896810
13896810
1.57674€-10
1.57674E-10
1.81312€-10
1.89342€-10
2.051386-10
210433610
212004610
2.86877€-10
2.86877€-10
3.01265€-10

7.26698E-09
1.34894E08
1.67099E08
179013608
195813608
1.95813E-08
1.95813E08
2.38543E-08
25014808
3.61099E-08
3.61099E-08
4.20696E.08
4.49017E.08
5.43544E08
5.49495E-08
55838208
5.69028-08

8.4365E.08
9.39676E-08
1.08974E07
1.08974E07
1.18184E07
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540 Cells&Exosomes RHSA-351202  Metabolism of polyamines 9/162 58/10723 185513607 4.62665€07 1.31753E07 9
541 Cells&Exosomes R-HSA-449147  Signaling by Interleukins 23/162 446/10723  2.28235E07 5.66935E07  1.61446E-07 23
542 C fSLITs and ROBOs 14/162 170/10723 267443607 6.61681E07 1.88427E-07 14
543 C: ignaling by 8/162 45/10723  3.0600SE07 7.45212607 212214607 8
544 C Signaling by 8/162 45/10723  3.0600SE07 7.45212607 212214607 8
545 Cells&Exosomes R-HSA-6802955 Paradoxical activation of RAF signaling by kinase inactive BRAF 8/162 45/10723  3.06005E07 7.45212607 212214607 8
546 C i R 8/162 45/10723  3.06005E07 7.45212607 212214607 8
547 Cells&Exosomes R-HSA-6811442  Intra-Golgi and retrograde Golgi-to-ER traffic 15/162 199/10723 312762607 7.58693E07 2.16053E-07 15
548 C RHSA112314 i i 15/162 200/10723  3.33747E07 8.06447E07 2.29652E-07 15
549 C 5 Disordersof 14/162 174/10723  3.56164E07 8.57279E07 2.44127E07 14
550 Cells&Exosomes RHSA69206  G1/STransition 12/162 130/10723 58155607 1.39437E06  3.97075E07 12
551 1 P 14/162 182/10723  6.16913607 147347606 4.19601E07 1
552 Cells&Exosomes R-HSA-3371571 HSF1-dependent transactivation 6/162 23/10723 884423607 2.10432E06 5.99246E-07 6
553 Cells&Exosomes R-HSA-69242 S Phase 13/162 161/10723 911665607 2.16086E-06 6.15347E-07 13
554 Cells&Exosomes R-HSA-8982491 Glycogen metabolism 6/162 26/10723 194279606 4.58735606  1.30634E-06 6
555 Cells&Exosomes R-HSA-9656223 Signaling by RAF1 mutants 7162 41/10723 230318606 5.41771E06  1.5428E-06 7
556 Cells&Exosomes R-HSA-453279  Mitotic G1 phaseand G1/S transition 12/162 148/10723 232871606 54571606 1.55402E-06 12
557 C RHSA112315 i Chemical 16/162 265/10723 243802606 5.69178E06  1.62085E-06 16
558 Cells&Exosomes R-HSA-1169410 Antiviral mechanism by IFN-stimulated genes 9/162 80/10723  3.04225606 7.07578E06 2.01497E-06 9
559 Cells&Exosomes R-HSA6802952 Signaling by BRAF and RAF fusions 8/162 65/10723 55464606 1.28521E05 3.65988E-06 8
560 Ce Loss of NIp from 8/162 69/10723  8.72998E06  2.0079E05 5.71788E-06 8
561 Ce L from 8/162 69/10723  8.72998E06  2.0079E05 5.71788E-06 8
562 C RHSA-1169408 1SG15 antiviral mechanism 8/162 72/10723 120263605 2.74571E05 7.81897E-06 8
563 C AURK by TPX2 8/162 72/10723 120263605 2.74571€05 7.81897£-06 8
564 C ensor ing of sound by outer hair cells ofthe cochlea 7162 54/10723 15388605 3.50036E05 9.96796E-06 7
565 C ReH Geneand ion by JAK-STAT signali in-12 stimulation 6/162 37/10723 170984605 3.87522605 1.10354E-05 6
566 Cells&Exosomes R-HSA-9013418 RHOBTB2 GTPasecycle 5/162 23/10723 199769605 4.51114E05 1.28464E-05 5
567 Cells&Exosomes R-HSA-380270  Recruitment of mitotic centrosome proteins and complexes 8/162 81/10723 288076605 6.45831E05 1.83913E05 8
568 Ce c i 8/162 81/10723 28807605 6.45831E05 1.83913E05 8
569 Cells&Exosomes R-HSA1643713 Signaling by EGFR in Cancer 5/162 25/10723  3.0781E05 6.87591E05 1.95805E05 5
570 C or signaling 8/162 82/10723 315169605 7.01505€05 1.99768E-05 8
571 C 1 of MAPK pathway 6/162 43/10723  4.16051E05 9.22742E05  2.62769E-05 6
572 C ™53 8/162 87/10723 484764605 0.000107131 3.05077E-05 8
573 Cells&Exosomes R-HSA-8951664 Neddylation 13/162 232/10723 487921605 0.000107446 3.05975E-05 13
574 Cells&Exosomes R-HSA-162588  Buddingand maturation of HIV virion 5/162 28/10723 548912605  0.00012045 3.43006E-05 5
575 Cells&Exosomes R-HSA-9020591 Interleukin-12 signaling 6/162 46/10723  6.1578E:05 0.000134648 3.83436E-05 6
576 Cells&Exosomes R-HSA-5213460 RIPK1-mediated regulated necrosis 5/162 29/10723 655225605 0.000141775 4.03733£:05 5
577 C ic cell death 5/162 29/10723 655225605 0.000141775 4.03733E-05 5
578 Ce RHSA-8863795 of ERBB signaling 5/162 29/10723 655225605 0.000141775 4.03733E05 5
579 Clathrin-mediated endocytosis 10/162 145/10723 67214705 0.000144932  4.12722E-05 10
580 Cells&Exosomes R-HSA-3371453 Regulation of HSF1-mediated heat shock response 7/162 68/10723  7.05678E-05 0.000151635 4.31812E-05 7
581 C RHSA114452 f8 v 5/162 30/10723  7.76738E05 0.000165757 4.72027E-05 5
582 C roles of 1 and E2 enzymes 5/162 30/10723  7.76738605 0.000165757 4.72027E05 5
583 C the basal body to 8/162 97/10723  0.000105537 0.000224446 6.39155E-05 8
584 C 9 Sensor ing of sound 7162 76/10723  0.000143852 0.000304888 8.68229E-05 7
585 C RHSA9615710 L: i 5/162 34/10723  0.000144448  0.00030511 8.68862E-05 5
586 Cells&Exosomes R-HSA-532668  N-glycan trimmingin the ER and Calnexin/Calreticulin cycle 5/162 35/10723  0.000166483 0.000349277 9.94636E-05 5
587 Cells&Exosomes R-HSA-9706574 RHOBTB GTPaseCycle 5/162 35/10723  0.000166483 0.000349277 9.94636E-05 5
588 Cells&Exosomes R-HSA1257604 PIP3 activates AKT signaling 13/162 265/10723  0.000186874 0.000390736  0.00011127 13
589 C RHSA447115 2 6/162 56/10723  0.000188474  0.00039276 0.000111846 6
590 C RHSA8876384 L host cell 4/162 20/10723  0.000201357 0.000418204 0.000119092 4
591 Cells&Exosomes R-HSA445355  Smooth Muscle Contraction 5/162 37/10723  0.000218167 0.00045069 0.000128343 5
592 Cells&Exosomes R-HSA983168  Antigen processing: Ubiquitination & Proteasome degradation 14/162 306/10723  0.00021845 000045069 0.000128343 1
593 Ce R-HSA-4641263 FZD 4/162 21/10723  0.000245823 0.000502158 0.000142999 4
594 C ion of MET activity 4/162 21/10723  0.000245823 0.000502158 0.000142999 a
595 Cells&Exosomes R-HSA-901032  ER Quality Control Compartment (ERQC) 4/162 21/10723  0.000245823 0.000502158 0.000142999 a
596 Cells&Exosomes R-HSA-5689896 Ovarian tumor domain proteases 5/162 38/10723  0.000248184 0.000503668 ~0.00014343 5
597 C ition in GG-NER 5/162 38/10723  0.000248184 0.000503668 ~0.00014343 5
598 Cells&Exosomes R-HSA110313  Translesion synthesis by Y family 5/162 39/10723 000028124 0.000568893 0.000162004 5
599 C NOTCH2 d fSignal to the Nucleus 4/162 22/10723  0.000296933 0.000592911 0.000168843 a
600 C 1 NK and activation mediated by activated human TAK1 4/162 22/10723  0.000296933 0.000592911 0.000168843 4
601 Cells&Exosomes R-HSAS5205685 PINK1-PRKN Mediated Mitophagy 4/162 22/10723  0.000296933 0.000592911 0.000168843 4
602 RHSA-912631 5 BL /162 22/10723  0.000296933 0.000592911 0.000168843 a
603 C actin formation 6/162 61/10723  0.000302904 0.000602895 0.000171686 6
604 C: RHSA-2173795 o i tivity 4/162 23/10723 000035524 0.000700329 0.000199433 a
605 Cells&Exosomes R-HSA-450302  activated TAK1 mediates p38 MAPK activation 4/162 23/10723 000035524 0.000700329 0.000199433 a
606 Cells&Exosomes R-HSA-937041  IKK complex recruitment mediated by RIP1 4/162 23/10723 000035524 0.000700329 0.000199433 a
607 C RHSA3769402 i 5/162 42/10723  0.000400645 0.000787344 0.000224212 5
608 C RHSA112316 N 1 Syst 16/162 405/10723  0.000409235 0.000801687 0.000228296 16
609 Cells&Exosomes R-HSA-174048 ~APC/C:Cdc20 mediated degradation of Cyclin B 4/162 24/10723  0.000421302 0.000820152 0.000233555 a
610 4/162 24/10723  0.000421302 0.000820152 0.000233555 4
611 C Gap-filling DA rep: and ligation in GG-NER 4162 25/10723  0.000495687 0.000955968 0.000272231 4
612 C NOTCH3 Activation and tothe Nucleus 4/162 25/10723  0.000495687 0.000955968 0.000272231 a
613 C: RHSA-9705462 CSF3 (G-CSF) signaling 4/162 25/10723  0.000495687 0.000955968 0.000272231 a
614 Cells&Exosomes R-HSA-156842  Eukaryotic Translation Elongation 7162 93/10723  0.000503201 0.000967455 0.000275502 7
615 Cells&Exosomes R-HSA-983169  Class| MHC mediated antigen processing & presentation 15/162 374/10723 0.000532553 0.001020727 0.000290672 15
616 Cells&Exosomes R-HSA-179409  APC-Cdc20 mediated degradation of Nek2A 4/162 26/10723  0.000578967 0.001099506 0.000313106 a
617 C R-HSA-2173788 ion of TGF-beta receptor signaling 4/162 26/10723  0.000578967 0.001099506 0.000313106 a
618 C Calnex 4/162 26/10723  0.000578967 0.001099506 0.000313106 a
619 Ce nsor byinner hair cells of the cochlea 6/162 69/10723  0.000592177 0.001121164 0.000319274 6
620 Cells&Exosomes RHSA-9006925 Intracellular signaling by second messengers 13/162 305/10723 0.000718919 0.001356987 0.000386429 13
621 C RHSA512988 leukin-3, Interleukin-5 and GM-CSF signaling 5/162 48/10723  0.000749808 0.001406739 0.000400597 5
622 C 5/162 48/10723  0.000749808 0.001406739 0.000400597 5
623 Ci RH: FLT: I disease 4/162 28/10723  0.000774524 0.001444382 0.000411316 4
624 Cells&Exosomes R-HSA-9683701 Translation of structural proteins. 4/162 28/10723  0.000774524 0.001444382 0.000411316 a
625 Cells&Exosomes R-HSA-5205647 Mitophagy 4/162 29/10723  0.000887964 0.001646046 0.000468744 a
626 C RHSA5654732 ion of FGFR3 signaling 4/162 29/10723  0.000887964 0.001646046 0.000468744 a
627 Cells&Exosomes R-HSA-1227986 Signaling by ERBB2 5/162 50/10723  0.000905568 0.001668717  0.0004752 5
628 Cells&Exosomes R-HSA-9678108 SARS-CoV-1 Infection 5/162 50/10723  0.000905568 0.001668717  0.0004752 5
629 C RHSA110314 DN, P | 4/162 30/10723  0.001012624 0.001849527  0.00052669 a
630 Cells&Exosomes RHSA5357956 TNFRI-induced NFkappaB signaling pathway 4/162 30/10723  0.001012624 0.001849527  0.00052669 a
631 Cells&Exosomes R-HSA9674555 Signaling by CSF3 (G-CSF) 4162 30/10723  0.001012624 0.001849527  0.00052669 4
632 C c for clathrin-mediated endocytosis 7/162 105/10723  0.001039745 0.001893495 ~ 0.00053921 7
633 C RHSA-182971 4/162 31/10723  0.001149088 0.002068359 0.000589006 a
634 Cells&Exosomes R-HSA-2122948  Activated NOTCH1 Transmits Signal to the Nucleus 4/162 31/10723  0.001149088 0.002068359 0.000589006 a
635 C RHSA-5654733 ion of FGFRA signaling 4/162 31/10723  0.001149088 0.002068359 0.000589006 a
636 C RHSA-917729  End: I Sorting Complex Required For Transport (ESCRT) 4/162 31/10723  0.001149088 0.002068359 0.000589006 a
637 Cells&Exosomes R-HSA-6806834 Signaling by MET 6/162 79/10723 000121322 0.002177485 0.000620082 6
638 Cells&Exosomes R-HSA-168928  DDX58/IFIH1-mediated induction of interferon-alpha/beta 6/162 80/10723  0.001295475 0.002296357 0.000653933 6
639 Cells&Exosomes R-HSA2173789 TGF-beta receptor signaling activates SMADS 4/162 32/10723  0.001297941 0.002296357 0.000653933 a
640 Cells&Exosomes RHSA2173796 4/162 32/10723  0.001297941 0.002296357 0.000653933 4
641 C TAKL and activation of 4162 32/10723  0.001297941 0.002296357 0.000653933 a
642 C 4/162 32/10723  0.001297941 0.002296357 0.000653933 4
643 Cells&Exosomes R-HSA109606  Intrinsic Pathway for Apoptosis 5/162 55/10723  0.001399486  0.00246898 0.000703091 5
644 Cells&Exosomes R-HSA-1980145  Signaling by NOTCH2 4/162 33/10723  0.001459765 0.002546388 0.000725135 a
645 C or 4/162 33/10723  0.001459765 0.002546388 0.000725135 a
646 C RHSA5654726 ion of FGFR1 signaling 4/162 33/10723  0.001459765 0.002546388 0.000725135 a
647 C Diseases of i 4/162 33/10723  0.001459765 0.002546388 0.000725135 a
648 Cells&Exosomes R-HSA71291  Metabolism of amino acids and derivatives 14/162 371/10723 000146646 0.002550902  0.00072642 14
649 C leotid leucinerich repeat containing receptor (NLR) signaling pathways 5/162 56/10723  0.001518213 0.002626212 0.000747866 5
650 Cells&Exosomes R-HSA5218859 Regulated Necrosis 5/162 56/10723  0.001518213 0.002626212 0.000747866 5
651 C RHSA5654727 of FGFR2 signaling 4162 34/10723  0.001635141 0.002812805 0.000801002 4
652 C 1 signaling 4/162 34/10723  0.001635141 0.002812805 0.000801002 4
653 Cells&Exosomes R-HSA-9679506 SARS-CoV Infections 8/162 146/10723  0.001650448 0.002831294 0.000806267 8
654 Cells&Exosomes R-HSA-917937  Iron uptake and transport 5/162 58/10723  0.001777682 0.003041158  0.00086603 5
655 Cells&Exosomes R-HSA-5357905 Regulation of TNFR1 signaling 4/162 35/10723  0.001824645 0.003112925 0.000886467 a
656 C RHSA20294 (F 6/162 86/10723  0.001882087 0.003202125 0.000911869 6
657 C NOD1/2 Signaling 4/162 36/10723  0.002028851 0.003433015 0.000977619 a
658 Cells&Exosomes R-HSA6804757 Regulation of TPS3 Degradation 4/162 36/10723  0.002028851 0.003433015 0.000977619 a
659 C P53 d Degradation 4/162 37/10723  0.002248328 0.003794054 0.001080432 a
660 Cells&Exosomes R-HSA168255  Influenza Infection 8/162 155/10723 000240417 0.004046043 0.001152191 8
661 Cells&Exosomes R-HSA6783310 Fanconi Anemia Pathway 4/162 38/10723  0.002483639 0.004157251  0.00118386 4
662 Cells&Exosomes R-HSA-9607240 FLT3 Signaling /162 38/10723  0.002483639 0.004157251 0.00118386 4
663 Cells&Exosomes R-HSA-9033241 Peroxisomal protein import 5/162 63/10723  0.002567126 0.004285444 0.001220365 5
664 Cells&Exosomes R-HSA-373755  Semaphorin interactions 5/162 64/10723  0.002751285 0.004580557 0.001304405 5
665 Cells&Exosomes R-HSA-5654741 Signaling by FGFR3 4/162 40/10723  0.003003987 0.004987904 0.001420405 a
666 Cells&Exosomes R-HSA-913531  Interferon Signaling 9/162 198/10723 0.003098633 0.005131335  0.00146125 9
667 Cells&Exosomes R-HSA-5654743 Signaling by FGFRA 4/162 41/10723  0.00329012 0.005419534 000154332 a
668 Cells&Exosomes RHSA-5696400 Dual Incision in GG-NER 4/162 41/10723  0.00329012 0.005419534 000154332 a
669 Cells&Exosomes RHSA-9694516 SARS-CoV-2 Infection 5/162 67/10723  0.003361142 0.005521876 0.001572464 5
670 Cells&Exosomes R-HSA1500931 Cell-Cell communication 7162 129/10723 0.003380554 0.005539113 0.001577373 7
671 RHSA:3700989 Regulation by TPS3. 13/162 365/10723 0.003557236 0.005813273 0.001655445 13
672 Cells&Exosomes R-HSA-5696395 Formation of Incision Complex in GG-NER /162 43/10723  0.003916981 0.006384371 0.001818077 4
673 Ci Alzheimer' 3/162 22/10723  0.004221075 0.006844092 0.001948991 3
674 C i 3/162 22/10723  0.004221075 0.006844092 0.001948991 3
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