	#Term
	Database
	ID
	Input number
	Background number
	P-Value
	Corrected P-Value
	Input
	KEGG_ID/KO
	Entrez_ID
	Hyperlink
	genename

	Phototransduction
	KEGG PATHWAY
	gga04744
	4
	24
	4.02E-05
	0.001528
	106040414|106043669|106049409|106033208
	gga:395092|gga:414892|gga:395091|gga:768759|
	395092|414892|395091|768759|
	http://www.genome.jp/kegg-bin/show_pathway?gga04744/gga:414892%09red/gga:768759%09red/gga:395091%09red/gga:395092%09red
	106040414|PDE6B,106043669|SLC24A1,106049409|PDE6G,106033208|LOC106033208

	Tryptophan metabolism
	KEGG PATHWAY
	gga00380
	4
	39
	0.000224
	0.004254
	106034630|106042627|106035745|106036562
	gga:396066|gga:395799|gga:396286|gga:420947|
	396066|395799|396286|420947|
	http://www.genome.jp/kegg-bin/show_pathway?gga00380/gga:396286%09red/gga:420947%09red/gga:395799%09red/gga:396066%09red
	106034630|AANAT,106042627|LOC106042627,106035745|ASMT,106036562|DDC

	ECM-receptor interaction
	KEGG PATHWAY
	gga04512
	3
	73
	0.0162
	0.205196
	106036184|106044445|106044590
	gga:424799|gga:395666|gga:414837|
	424799|395666|414837|
	http://www.genome.jp/kegg-bin/show_pathway?gga04512/gga:395666%09red/gga:414837%09red/gga:424799%09red
	106036184|COL4A4,106044445|CD44,106044590|THBS2

	Glycerolipid metabolism
	KEGG PATHWAY
	gga00561
	2
	50
	0.051535
	0.450237
	106042403|106037322
	gga:421309|gga:426846|
	421309|426846|
	http://www.genome.jp/kegg-bin/show_pathway?gga00561/gga:421309%09red/gga:426846%09red
	106042403|DGAT2,106037322|LIPG

	Phagosome
	KEGG PATHWAY
	gga04145
	3
	127
	0.063243
	0.450237
	106029504|106044590|106049847
	gga:693260|gga:414837|gga:425389|
	693260|414837|425389|
	http://www.genome.jp/kegg-bin/show_pathway?gga04145/gga:425389%09red/gga:414837%09red/gga:693260%09red
	106029504|LOC106029504,106044590|THBS2,106049847|LOC106049847

	Folate biosynthesis
	KEGG PATHWAY
	gga00790
	1
	12
	0.087673
	0.450237
	1.06E+08
	gga:396146|
	396146|
	http://www.genome.jp/kegg-bin/show_pathway?gga00790/gga:396146%09red
	106044061|GCH1

	Purine metabolism
	KEGG PATHWAY
	gga00230
	3
	148
	0.089804
	0.450237
	106039510|106049409|106040414
	gga:421574|gga:395091|gga:395092|
	421574|395091|395092|
	http://www.genome.jp/kegg-bin/show_pathway?gga00230/gga:421574%09red/gga:395091%09red/gga:395092%09red
	106039510|PDE10A,106049409|PDE6G,106040414|PDE6B

	Phenylalanine metabolism
	KEGG PATHWAY
	gga00360
	1
	15
	0.106804
	0.450237
	1.06E+08
	gga:420947|
	420947|
	http://www.genome.jp/kegg-bin/show_pathway?gga00360/gga:420947%09red
	106036562|DDC

	Histidine metabolism
	KEGG PATHWAY
	gga00340
	1
	21
	0.143889
	0.450237
	1.06E+08
	gga:420947|
	420947|
	http://www.genome.jp/kegg-bin/show_pathway?gga00340/gga:420947%09red
	106036562|DDC

	Endocytosis
	KEGG PATHWAY
	gga04144
	3
	192
	0.157333
	0.450237
	106049847|106041519|106029504
	gga:425389|gga:419352|gga:693260|
	425389|419352|693260|
	http://www.genome.jp/kegg-bin/show_pathway?gga04144/gga:425389%09red/gga:419352%09red/gga:693260%09red
	106049847|LOC106049847,106041519|PARD6B,106029504|LOC106029504

	Cell adhesion molecules (CAMs)
	KEGG PATHWAY
	gga04514
	2
	112
	0.190968
	0.450237
	106029504|106049847
	gga:693260|gga:425389|
	693260|425389|
	http://www.genome.jp/kegg-bin/show_pathway?gga04514/gga:425389%09red/gga:693260%09red
	106029504|LOC106029504,106049847|LOC106049847

	Tyrosine metabolism
	KEGG PATHWAY
	gga00350
	1
	31
	0.202354
	0.450237
	1.06E+08
	gga:420947|
	420947|
	http://www.genome.jp/kegg-bin/show_pathway?gga00350/gga:420947%09red
	106036562|DDC

	Regulation of autophagy
	KEGG PATHWAY
	gga04140
	1
	31
	0.202354
	0.450237
	1.06E+08
	gga:417614|
	417614|
	http://www.genome.jp/kegg-bin/show_pathway?gga04140/gga:417614%09red
	106045818|ULK2

	Retinol metabolism
	KEGG PATHWAY
	gga00830
	1
	31
	0.202354
	0.450237
	1.06E+08
	gga:395700|
	395700|
	http://www.genome.jp/kegg-bin/show_pathway?gga00830/gga:395700%09red
	106043625|RPE65

	Metabolic pathways
	KEGG PATHWAY
	gga01100
	10
	1049
	0.205746
	0.450237
	106044061|106037322|106035745|106034630|106029829|106032886|106042403|106042627|106038812|106036562
	gga:396146|gga:426846|gga:396286|gga:396066|gga:771503|gga:426962|gga:421309|gga:395799|gga:423112|gga:420947|
	396146|426846|396286|396066|771503|426962|421309|395799|423112|420947|
	http://www.genome.jp/kegg-bin/show_pathway?gga01100/gga:426962%09red/gga:423112%09red/gga:426846%09red/gga:420947%09red/gga:771503%09red/gga:396286%09red/gga:395799%09red/gga:421309%09red/gga:396146%09red/gga:396066%09red
	106044061|GCH1,106037322|LIPG,106035745|ASMT,106034630|AANAT,106029829|CERS6,106032886|GFPT2,106042403|DGAT2,106042627|LOC106042627,106038812|CHKA,106036562|DDC

	Metabolism of xenobiotics by cytochrome P450
	KEGG PATHWAY
	gga00980
	1
	32
	0.207979
	0.450237
	1.06E+08
	gga:421447|
	421447|
	http://www.genome.jp/kegg-bin/show_pathway?gga00980/gga:421447%09red
	106029739|LOC106029739

	Alanine, aspartate and glutamate metabolism
	KEGG PATHWAY
	gga00250
	1
	32
	0.207979
	0.450237
	1.06E+08
	gga:426962|
	426962|
	http://www.genome.jp/kegg-bin/show_pathway?gga00250/gga:426962%09red
	106032886|GFPT2

	Steroid hormone biosynthesis
	KEGG PATHWAY
	gga00140
	1
	35
	0.224622
	0.450237
	1.06E+08
	gga:772291|
	772291|
	http://www.genome.jp/kegg-bin/show_pathway?gga00140/gga:772291%09red
	106049776|SRD5A2

	ABC transporters
	KEGG PATHWAY
	gga02010
	1
	37
	0.235526
	0.450237
	1.06E+08
	gga:420943|
	420943|
	http://www.genome.jp/kegg-bin/show_pathway?gga02010/gga:420943%09red
	106036529|ABCA13

	Influenza A
	KEGG PATHWAY
	gga05164
	2
	130
	0.237407
	0.450237
	106036132|106030808
	gga:395313|gga:428650|
	395313|428650|
	http://www.genome.jp/kegg-bin/show_pathway?gga05164/gga:428650%09red/gga:395313%09red
	106036132|LOC106036132,106030808|RSAD2

	NOD-like receptor signaling pathway
	KEGG PATHWAY
	gga04621
	1
	41
	0.256882
	0.450237
	1.06E+08
	gga:415708|
	415708|
	http://www.genome.jp/kegg-bin/show_pathway?gga04621/gga:415708%09red
	106043112|LOC106043112

	Herpes simplex infection
	KEGG PATHWAY
	gga05168
	2
	143
	0.271354
	0.450237
	106029504|106049847
	gga:693260|gga:425389|
	693260|425389|
	http://www.genome.jp/kegg-bin/show_pathway?gga05168/gga:425389%09red/gga:693260%09red
	106029504|LOC106029504,106049847|LOC106049847

	Amino sugar and nucleotide sugar metabolism
	KEGG PATHWAY
	gga00520
	1
	44
	0.272512
	0.450237
	1.06E+08
	gga:426962|
	426962|
	http://www.genome.jp/kegg-bin/show_pathway?gga00520/gga:426962%09red
	106032886|GFPT2

	Fanconi anemia pathway
	KEGG PATHWAY
	gga03460
	1
	48
	0.292849
	0.452725
	1.06E+08
	gga:418628|
	418628|
	http://www.genome.jp/kegg-bin/show_pathway?gga03460/gga:418628%09red
	106048231|FANCB

	Sphingolipid metabolism
	KEGG PATHWAY
	gga00600
	1
	49
	0.297845
	0.452725
	1.06E+08
	gga:771503|
	771503|
	http://www.genome.jp/kegg-bin/show_pathway?gga00600/gga:771503%09red
	106029829|CERS6

	mTOR signaling pathway
	KEGG PATHWAY
	gga04150
	1
	52
	0.312626
	0.456915
	1.06E+08
	gga:417614|
	417614|
	http://www.genome.jp/kegg-bin/show_pathway?gga04150/gga:417614%09red
	106045818|ULK2

	PPAR signaling pathway
	KEGG PATHWAY
	gga03320
	1
	59
	0.345934
	0.48687
	1.06E+08
	gga:769087|
	769087|
	http://www.genome.jp/kegg-bin/show_pathway?gga03320/gga:769087%09red
	106045711|ANGPTL4

	Adipocytokine signaling pathway
	KEGG PATHWAY
	gga04920
	1
	64
	0.368746
	0.494289
	1.06E+08
	gga:428017|
	428017|
	http://www.genome.jp/kegg-bin/show_pathway?gga04920/gga:428017%09red
	106044455|IRS2

	Focal adhesion
	KEGG PATHWAY
	gga04510
	2
	184
	0.377221
	0.494289
	106036184|106044590
	gga:424799|gga:414837|
	424799|414837|
	http://www.genome.jp/kegg-bin/show_pathway?gga04510/gga:414837%09red/gga:424799%09red
	106036184|COL4A4,106044590|THBS2

	Glycerophospholipid metabolism
	KEGG PATHWAY
	gga00564
	1
	86
	0.460155
	0.582863
	1.06E+08
	gga:423112|
	423112|
	http://www.genome.jp/kegg-bin/show_pathway?gga00564/gga:423112%09red
	106038812|CHKA

	Vascular smooth muscle contraction
	KEGG PATHWAY
	gga04270
	1
	100
	0.511399
	0.595066
	1.06E+08
	gga:771773|
	771773|
	http://www.genome.jp/kegg-bin/show_pathway?gga04270/gga:771773%09red
	106045473|AVPR1A

	Lysosome
	KEGG PATHWAY
	gga04142
	1
	107
	0.535192
	0.595066
	1.06E+08
	gga:770893|
	770893|
	http://www.genome.jp/kegg-bin/show_pathway?gga04142/gga:770893%09red
	106035317|LAPTM4B

	Neuroactive ligand-receptor interaction
	KEGG PATHWAY
	gga04080
	2
	261
	0.555783
	0.595066
	106033335|106045473
	gga:428799|gga:771773|
	428799|771773|
	http://www.genome.jp/kegg-bin/show_pathway?gga04080/gga:428799%09red/gga:771773%09red
	106033335|ADRA2C,106045473|AVPR1A

	Insulin signaling pathway
	KEGG PATHWAY
	gga04910
	1
	118
	0.570295
	0.595066
	1.06E+08
	gga:428017|
	428017|
	http://www.genome.jp/kegg-bin/show_pathway?gga04910/gga:428017%09red
	106044455|IRS2

	Tight junction
	KEGG PATHWAY
	gga04530
	1
	118
	0.570295
	0.595066
	1.06E+08
	gga:419352|
	419352|
	http://www.genome.jp/kegg-bin/show_pathway?gga04530/gga:419352%09red
	106041519|PARD6B

	Wnt signaling pathway
	KEGG PATHWAY
	gga04310
	1
	119
	0.573354
	0.595066
	1.06E+08
	gga:395237|
	395237|
	http://www.genome.jp/kegg-bin/show_pathway?gga04310/gga:395237%09red
	106044371|SFRP1

	FoxO signaling pathway
	KEGG PATHWAY
	gga04068
	1
	121
	0.579407
	0.595066
	1.06E+08
	gga:428017|
	428017|
	http://www.genome.jp/kegg-bin/show_pathway?gga04068/gga:428017%09red
	106044455|IRS2

	Calcium signaling pathway
	KEGG PATHWAY
	gga04020
	1
	162
	0.686415
	0.686415
	1.06E+08
	gga:771773|
	771773|
	http://www.genome.jp/kegg-bin/show_pathway?gga04020/gga:771773%09red
	106045473|AVPR1A


