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[bookmark: _Hlk38530567]Suppl Table 1: List of pathways effected by Ulk1 silencing in AML-12 cells.

	NAME
	PROBE
	GENE SYMBOL
	GENE_TITLE
	RANK IN GENE LIST
	RANK METRIC SCORE
	RUNNING ES
	CORE ENRICHMENT

	row_0
	GGPS1
	null
	null
	2382
	0.125294
	-0.32155
	No

	row_1
	EBP
	null
	null
	5169
	-0.11521
	-0.69951
	No

	row_2
	DHCR24
	null
	null
	5503
	-0.15306
	-0.7364
	No

	row_3
	MVK
	null
	null
	7031
	-0.67988
	-0.90687
	Yes

	row_4
	SC5DL
	null
	null
	7034
	-0.6872
	-0.86626
	Yes

	row_5
	TM7SF2
	null
	null
	7050
	-0.71186
	-0.82599
	Yes

	row_6
	LBR
	null
	null
	7074
	-0.74681
	-0.78475
	Yes

	row_7
	HMGCR
	null
	null
	7099
	-0.84142
	-0.73801
	Yes

	row_8
	MSMO1
	null
	null
	7115
	-0.909
	-0.68601
	Yes

	row_9
	FDFT1
	null
	null
	7122
	-0.92628
	-0.63174
	Yes

	row_10
	PMVK
	null
	null
	7125
	-0.95276
	-0.57534
	Yes

	row_11
	HMGCS1
	null
	null
	7151
	-1.03224
	-0.51739
	Yes

	row_12
	DHCR7
	null
	null
	7183
	-1.15986
	-0.45268
	Yes

	row_13
	MVD
	null
	null
	7184
	-1.16041
	-0.38366
	Yes

	row_14
	SQLE
	null
	null
	7186
	-1.1695
	-0.31423
	Yes

	row_15
	NSDHL
	null
	null
	7197
	-1.2219
	-0.24293
	Yes

	row_16
	FDPS
	null
	null
	7230
	-1.35925
	-0.16649
	Yes

	row_17
	LSS
	null
	null
	7238
	-1.41442
	-0.08333
	Yes

	row_18
	CYP51A1
	null
	null
	7240
	-1.44494
	0.002486
	Yes



[bookmark: _Hlk28601173]Suppl Table 2: Gene set enrichment in Cholesterol biosynthesis pathway involving Ulk1 silencing in AML-12 cells. The highlighted genes were validated by qRT-PCR.
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Suppl Table 3: List of pathways effected by Ulk1 silencing in mouse liver.
	NAME
	PROBE
	GENE SYMBOL
	GENE_TITLE
	RANK IN GENE LIST
	RANK METRIC SCORE
	RUNNING ES
	CORE ENRICHMENT

	row_0
	GGPS1
	null
	null
	435
	0.325679
	-0.04612
	No

	row_1
	DHCR24
	null
	null
	4198
	-0.09913
	-0.59916
	No

	row_2
	EBP
	null
	null
	4379
	-0.11557
	-0.61933
	No

	row_3
	SC5DL
	null
	null
	6241
	-0.40001
	-0.873
	No

	row_4
	LBR
	null
	null
	6480
	-0.52495
	-0.87857
	Yes

	row_5
	DHCR7
	null
	null
	6631
	-0.72162
	-0.85991
	Yes

	row_6
	TM7SF2
	null
	null
	6650
	-0.75478
	-0.81976
	Yes

	row_7
	MSMO1
	null
	null
	6683
	-0.86415
	-0.7755
	Yes

	row_8
	FDFT1
	null
	null
	6690
	-0.90143
	-0.72526
	Yes

	row_9
	MVK
	null
	null
	6698
	-0.95379
	-0.67219
	Yes

	row_10
	HMGCR
	null
	null
	6711
	-1.03486
	-0.61527
	Yes

	row_11
	LSS
	null
	null
	6722
	-1.09681
	-0.55454
	Yes

	row_12
	PMVK
	null
	null
	6725
	-1.12803
	-0.49085
	Yes

	row_13
	MVD
	null
	null
	6729
	-1.16187
	-0.42539
	Yes

	row_14
	CYP51A1
	null
	null
	6730
	-1.18639
	-0.35809
	Yes

	row_15
	NSDHL
	null
	null
	6743
	-1.42748
	-0.2789
	Yes

	row_16
	FDPS
	null
	null
	6746
	-1.4662
	-0.19602
	Yes

	row_17
	HMGCS1
	null
	null
	6747
	-1.47335
	-0.11245
	Yes

	row_18
	SQLE
	null
	null
	6751
	-1.99278
	1.48E-04
	Yes



Suppl Table 4: Gene set enrichment in Cholesterol biosynthesis pathway involving Ulk1 silencing in mouse liver. The highlighted genes were validated by qRT-PCR.
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Suppl Table 5: List of pathways effected by Ulk1 silencing in HepG2 cells (RNA-Seq data set).




	NAME
	PROBE
	GENE SYMBOL
	GENE_TITLE
	RANK IN GENE LIST
	RANK METRIC SCORE
	RUNNING ES
	CORE ENRICHMENT

	row_0
	GGPS1
	null
	null
	2137
	0.153342
	-0.25102
	No

	row_1
	CYP51A1
	null
	null
	2852
	-0.07486
	-0.29572
	No

	row_2
	MSMO1
	null
	null
	4885
	-0.6913
	-0.53152
	Yes

	row_3
	FDPS
	null
	null
	5085
	-0.7661
	-0.50155
	Yes

	row_4
	LBR
	null
	null
	5690
	-1.04279
	-0.5303
	Yes

	row_5
	FDFT1
	null
	null
	5976
	-1.20676
	-0.5128
	Yes

	row_6
	MVK
	null
	null
	6042
	-1.24559
	-0.4634
	Yes

	row_7
	SQLE
	null
	null
	6067
	-1.26514
	-0.40805
	Yes

	row_8
	NSDHL
	null
	null
	6103
	-1.28368
	-0.35431
	Yes

	row_9
	HMGCR
	null
	null
	6338
	-1.45716
	-0.32941
	Yes

	row_10
	TM7SF2
	null
	null
	6359
	-1.4703
	-0.27349
	Yes

	row_11
	EBP
	null
	null
	6374
	-1.48227
	-0.21669
	Yes

	row_12
	DHCR24
	null
	null
	6380
	-1.48872
	-0.15859
	Yes

	row_13
	LSS
	null
	null
	6596
	-1.74838
	-0.13094
	Yes

	row_14
	HSD17B7
	null
	null
	6712
	-1.98168
	-0.08879
	Yes

	row_15
	HMGCS1
	null
	null
	6719
	-1.98933
	-0.03084
	Yes

	row_16
	IDI1
	null
	null
	6802
	-2.21056
	0.016094
	Yes



[bookmark: _Hlk28601639]Suppl Table 6: Gene set enrichment in Cholesterol biosynthesis pathway involving Ulk1 silencing in HepG2 cells (RNA-Seq). The highlighted genes were validated by qRT-PCR.
[bookmark: _GoBack]

	NAME
	PROBE
	GENE SYMBOL
	GENE_TITLE
	RANK IN GENE LIST
	RANK METRIC SCORE
	RUNNING ES
	CORE ENRICHMENT

	row_0
	LDLR
	null
	null
	211
	1.937882
	0.040849
	No

	row_1
	ACAT1
	null
	null
	3615
	-0.30176
	-0.38091
	No

	row_2
	FDPS
	null
	null
	5085
	-0.7661
	-0.52238
	Yes

	row_3
	ACSS2
	null
	null
	5310
	-0.85374
	-0.48342
	Yes

	row_4
	ACAT2
	null
	null
	5785
	-1.09314
	-0.48068
	Yes

	row_5
	FDFT1
	null
	null
	5976
	-1.20676
	-0.43679
	Yes

	row_6
	MVK
	null
	null
	6042
	-1.24559
	-0.37478
	Yes

	row_7
	SQLE
	null
	null
	6067
	-1.26514
	-0.30683
	Yes

	row_8
	NSDHL
	null
	null
	6103
	-1.28368
	-0.24048
	Yes

	row_9
	HMGCR
	null
	null
	6338
	-1.45716
	-0.20296
	Yes

	row_10
	TM7SF2
	null
	null
	6359
	-1.4703
	-0.13443
	Yes

	row_11
	DHCR24
	null
	null
	6380
	-1.48872
	-0.0659
	Yes

	row_12
	LSS
	null
	null
	6596
	-1.74838
	-0.02563
	Yes

	row_13
	HMGCS1
	null
	null
	6719
	-1.98933
	0.028116
	Yes



Suppl Table 7: Gene set enrichment in CUSTOM_SREBP2_DSIL pathway involving Ulk1 kd in HepG2 cells (RNA-Seq).
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NAME GS<br> follow link to MSigDB GS DETAILS SIZE ES NES NOM p-valFDR q-valComparison Direction

REACTOME_CHOLESTEROL_BIOSYNTHESIS REACTOME_CHOLESTEROL_BIOSYNTHESIS Details ... 19 -0.90834 -2.40373 0 0Ulk1 vs Control Down in "Ulk1 KD"

KEGG_STEROID_BIOSYNTHESIS KEGG_STEROID_BIOSYNTHESIS Details ... 14 -0.89392 -2.23063 0 0Ulk1 vs Control Down in "Ulk1 KD"

KEGG_TERPENOID_BACKBONE_BIOSYNTHESIS KEGG_TERPENOID_BACKBONE_BIOSYNTHESIS Details ... 12 -0.83723 -2.00149 0 0.010219Ulk1 vs Control Down in "Ulk1 KD"

NABA_CORE_MATRISOME NABA_CORE_MATRISOME Details ... 59 -0.57575 -1.94321 0 0.025315Ulk1 vs Control Down in "Ulk1 KD"

REACTOME_TRIGLYCERIDE_BIOSYNTHESIS REACTOME_TRIGLYCERIDE_BIOSYNTHESIS Details ... 24 -0.6611 -1.87729 0 0.047005Ulk1 vs Control Down in "Ulk1 KD"

KEGG_ECM_RECEPTOR_INTERACTION KEGG_ECM_RECEPTOR_INTERACTION Details ... 26 -0.63856 -1.8546 0.001527 0.049262Ulk1 vs Control Down in "Ulk1 KD"

REACTOME_PERK_REGULATED_GENE_EXPRESSION REACTOME_PERK_REGULATED_GENE_EXPRESSIONDetails ... 22 -0.6688 -1.86043 0 0.051883Ulk1 vs Control Down in "Ulk1 KD"

REACTOME_FATTY_ACID_TRIACYLGLYCEROL_AND_KETONE_BODY_METABOLISMREACTOME_FATTY_ACID_TRIACYLGLYCEROL_AND_KETONE_BODY_METABOLISMDetails ... 115 -0.51022 -1.88233 0 0.052362Ulk1 vs Control Down in "Ulk1 KD"

NABA_ECM_GLYCOPROTEINS NABA_ECM_GLYCOPROTEINS Details ... 46 -0.57028 -1.84413 0 0.052533Ulk1 vs Control Down in "Ulk1 KD"


image2.emf
NAME GS DETAILSSIZEES NES NOM p-val FDR q-valComparison Direction

REACTOME_MITOTIC_PROMETAPHASE Details ... 60 -0.8 -2.71937 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_AURORA_B_PATHWAY Details ... 29 -0.9 -2.67965 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_DNA_REPLICATION Details ... 135 -0.7 -2.66523 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_PLK1_PATHWAY Details ... 32 -0.9 -2.6537 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MITOTIC_M_M_G1_PHASES Details ... 122 -0.7 -2.63161 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_CHOLESTEROL_BIOSYNTHESIS Details ... 19 -0.9 -2.53665 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_CHROMOSOME_MAINTENANCE Details ... 50 -0.7 -2.44232 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_FOXM1_PATHWAY Details ... 25 -0.8 -2.35866 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_DEPOSITION_OF_NEW_CENPA_CONTAINING_NUCLEOSOMES_AT_THE_CENTROMERE Details ... 17 -0.9 -2.27108 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_KINESINS Details ... 17 -0.9 -2.26109 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_TELOMERE_MAINTENANCE Details ... 32 -0.8 -2.25709 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_GLYCOLYSIS_GLUCONEOGENESIS Details ... 31 -0.7 -2.24201 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_G2_M_CHECKPOINTS Details ... 31 -0.7 -2.21912 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_OOCYTE_MEIOSIS Details ... 62 -0.6 -2.21714 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_DNA_REPLICATION Details ... 28 -0.7 -2.21089 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MITOTIC_G2_G2_M_PHASES Details ... 51 -0.6 -2.20753 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_G1_S_TRANSITION Details ... 79 -0.6 -2.20247 0 0Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_STEROID_BIOSYNTHESIS Details ... 14 -0.9 -2.1818 0 4.34E-05Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_GLUCOSE_METABOLISM Details ... 36 -0.7 -2.17647 0 8.56E-05Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_DNA_STRAND_ELONGATION Details ... 22 -0.8 -2.14559 0 2.39E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_CYCLIN_A_B1_ASSOCIATED_EVENTS_DURING_G2_M_TRANSITION Details ... 11 -0.9 -2.13819 0 2.28E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_E2F_MEDIATED_REGULATION_OF_DNA_REPLICATION Details ... 21 -0.8 -2.13416 0 2.17E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_SYNTHESIS_OF_DNA Details ... 67 -0.6 -2.13078 0 2.08E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX Details ... 24 -0.7 -2.12526 0 1.99E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_GALACTOSE_METABOLISM Details ... 12 -0.9 -2.12115 0 2.55E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_S_PHASE Details ... 78 -0.6 -2.11111 0 2.76E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_PACKAGING_OF_TELOMERE_ENDS Details ... 13 -0.9 -2.10618 0 3.25E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_AURORA_A_PATHWAY Details ... 22 -0.8 -2.08339 0 3.71E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MITOTIC_G1_G1_S_PHASES Details ... 95 -0.6 -2.07543 0 3.87E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_PHOSPHORYLATION_OF_THE_APC_C Details ... 14 -0.8 -2.07516 0 3.74E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_M_G1_TRANSITION Details ... 58 -0.6 -2.06028 0 5.43E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_HIF1_TFPATHWAY Details ... 35 -0.6 -2.0431 0 8.04E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_METABOLISM_OF_CARBOHYDRATES Details ... 113 -0.5 -2.03971 0 8.28E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MEIOTIC_SYNAPSIS Details ... 22 -0.7 -2.03753 0.00175747 8.26E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_EXTENSION_OF_TELOMERES Details ... 19 -0.7 -2.0272 0 9.60E-04Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_STARCH_AND_SUCROSE_METABOLISM Details ... 15 -0.8 -1.99497 0.00176991 0.001647Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_G1_S_SPECIFIC_TRANSCRIPTION Details ... 10 -0.9 -1.99168 0 0.00171Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_TERPENOID_BACKBONE_BIOSYNTHESIS Details ... 13 -0.8 -1.98785 0 0.001795Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS Details ... 26 -0.7 -1.98429 0.00176678 0.001809Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_CELL_CYCLE_CHECKPOINTS Details ... 81 -0.5 -1.96119 0 0.002888Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MEIOTIC_RECOMBINATION Details ... 19 -0.7 -1.95651 0 0.003056Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MEIOSIS Details ... 34 -0.6 -1.95064 0 0.003271Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_GLYCOLYSIS Details ... 18 -0.7 -1.9488 0 0.003268Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_CELL_CYCLE Details ... 89 -0.5 -1.94543 0 0.00334Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_LOSS_OF_NLP_FROM_MITOTIC_CENTROSOMES Details ... 35 -0.6 -1.94509 0 0.003283Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE Details ... 58 -0.6 -1.92139 0 0.004749Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_LAGGING_STRAND_SYNTHESIS Details ... 14 -0.8 -1.90792 0 0.005704Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_FACTORS_INVOLVED_IN_MEGAKARYOCYTE_DEVELOPMENT_AND_PLATELET_PRODUCTIONDetails ... 64 -0.5 -1.90111 0 0.006202Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS Details ... 18 -0.7 -1.88309 0 0.008056Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_APC_C_CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C_CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1Details ... 49 -0.6 -1.88169 0 0.00804Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_LAGGING_STRAND Details ... 13 -0.8 -1.87888 0.00371747 0.008199Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM Details ... 20 -0.7 -1.86909 0.00353357 0.009063Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MHC_CLASS_II_ANTIGEN_PRESENTATION Details ... 57 -0.5 -1.86854 0.00163399 0.008938Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_RECRUITMENT_OF_MITOTIC_CENTROSOME_PROTEINS_AND_COMPLEXES Details ... 40 -0.6 -1.84851 0.00170358 0.011214Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT Details ... 36 -0.6 -1.83463 0.00172712 0.013034Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_MISMATCH_REPAIR Details ... 16 -0.7 -1.82943 0 0.013977Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_ATR_PATHWAY Details ... 27 -0.6 -1.81025 0.00344234 0.017391Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_FORMATION_OF_THE_TERNARY_COMPLEX_AND_SUBSEQUENTLY_THE_43S_COMPLEX Details ... 33 -0.6 -1.80775 0.00347222 0.01744Ulk1 kd vs ControlDown in "Ulk1 KD"

BIOCARTA_MPR_PATHWAY Details ... 15 -0.7 -1.80082 0.00185529 0.018645Ulk1 kd vs ControlDown in "Ulk1 KD"

BIOCARTA_AKAP95_PATHWAY Details ... 10 -0.8 -1.79092 0 0.020459Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450 Details ... 18 -0.7 -1.78248 0.00373832 0.02219Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE Details ... 62 -0.5 -1.77935 0.0015949 0.022567Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_REPAIR_SYNTHESIS_FOR_GAP_FILLING_BY_DNA_POL_IN_TC_NER Details ... 10 -0.8 -1.77905 0.00558659 0.022273Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_APC_C_CDC20_MEDIATED_DEGRADATION_OF_CYCLIN_B Details ... 14 -0.7 -1.76594 0.01282051 0.025524Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_ACTIVATION_OF_THE_MRNA_UPON_BINDING_OF_THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_43SDetails ... 40 -0.5 -1.7637 0.00167785 0.025678Ulk1 kd vs ControlDown in "Ulk1 KD"

PID_FANCONI_PATHWAY Details ... 25 -0.6 -1.75814 0.00679117 0.026817Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_HOMOLOGOUS_RECOMBINATION Details ... 18 -0.7 -1.74518 0.00711744 0.030378Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_RNA_POL_I_TRANSCRIPTION Details ... 27 -0.6 -1.74045 0.00509338 0.031537Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_PYRUVATE_METABOLISM Details ... 22 -0.6 -1.74041 0.00854701 0.031092Ulk1 kd vs ControlDown in "Ulk1 KD"

BIOCARTA_TID_PATHWAY Details ... 11 -0.7 -1.73711 0 0.031566Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX Details ... 46 -0.5 -1.73558 0.00165289 0.031698Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_RIBOSOME Details ... 45 -0.5 -1.73313 0.00320513 0.032153Ulk1 kd vs ControlDown in "Ulk1 KD"

BIOCARTA_G2_PATHWAY Details ... 18 -0.6 -1.73287 0.01446655 0.031801Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_APC_C_CDC20_MEDIATED_DEGRADATION_OF_MITOTIC_PROTEINS Details ... 47 -0.5 -1.72531 0.00327332 0.033808Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_PEPTIDE_CHAIN_ELONGATION Details ... 45 -0.5 -1.72301 0 0.034238Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_GLOBAL_GENOMIC_NER_GG_NER Details ... 23 -0.6 -1.7153 0.00683761 0.036457Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN Details ... 49 -0.5 -1.71507 0.00322581 0.036151Ulk1 kd vs ControlDown in "Ulk1 KD"

ST_GAQ_PATHWAY Details ... 20 -0.6 -1.71505 0.00720721 0.035688Ulk1 kd vs ControlDown in "Ulk1 KD"

BIOCARTA_MCM_PATHWAY Details ... 15 -0.7 -1.71231 0.01268116 0.036048Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_HOMOLOGOUS_RECOMBINATION_REPAIR_OF_REPLICATION_INDEPENDENT_DOUBLE_STRAND_BREAKSDetails ... 12 -0.7 -1.69985 0.01088929 0.040273Ulk1 kd vs ControlDown in "Ulk1 KD"

REACTOME_GLUCONEOGENESIS Details ... 18 -0.6 -1.69916 0.00764818 0.040024Ulk1 kd vs ControlDown in "Ulk1 KD"

KEGG_PROGESTERONE_MEDIATED_OOCYTE_MATURATION Details ... 50 -0.5 -1.68706 0.00503356 0.044762Ulk1 kd vs ControlDown in "Ulk1 KD"
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