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Table S1 Candidate gene selection
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				gene_id		gene_description		A1_fpkm		A2_fpkm		A3_fpkm		B1_fpkm		B2_fpkm		B3_fpkm		AvsB_log2FoldChange		AvsB_pvalue		AvsB_padj		gene_name		gene_chr		gene_start		gene_end		gene_strand		gene_length		gene_biotype		gene_description		tf_family

		我的CC转录组数据		gene-BC332_02131		UDP-D-apiose/UDP-D-xylose synthase 2		208.461592		206.0921128		211.4459608		153.4176608		132.2483753		341.1870187		-0.002041983		0.995985417		0.998532354		BC332_02131		CM008431.1		166857294		166862792		+		1059		protein_coding		UDP-D-apiose/UDP-D-xylose synthase 2		Epimerase

				gene-BC332_08861		Iron-sulfur cluster assembly enzyme ISCU%2C mitochondrial		197.3351483		282.2940372		295.3716825		246.8066665		266.9177589		261.7615416		-0.000985737		0.996829349		0.998820084		BC332_08861		CM008433.1		246283310		246291101		+		504		protein_coding		Iron-sulfur cluster assembly enzyme ISCU%2C mitochondrial		-

				gene-BC332_02306		V-type proton ATPase subunit c1		193.0215914		170.8432335		181.698338		172.4678813		191.9469108		180.3462296		0.002166186		0.990526997		0.995616058		BC332_02306		CM008431.1		182367278		182374170		+		495		protein_coding		V-type proton ATPase subunit c1		-

				gene-BC332_12684		Ras-related protein RABE1d		173.8037007		139.7765331		153.9585195		144.4986145		170.6220498		153.065174		-0.001929387		0.992573793		0.996570577		BC332_12684		CM008435.1		9674736		9680028		+		651		protein_coding		Ras-related protein RABE1d		Ras

				gene-BC332_23789		hypothetical protein		138.8400921		155.2060528		145.303387		149.4122015		156.7783099		133.6416171		-0.001654013		0.993078181		0.99684088		BC332_23789		CM008439.1		135311500		135314339		-		561		protein_coding		hypothetical protein		-

				gene-BC332_12923		Mitochondrial import inner membrane translocase subunit Tim17-B		118.9878369		71.49453604		85.62339239		96.48503495		103.6335738		75.7508714		0.001624184		0.995650811		0.998476607		BC332_12923		CM008435.1		22117520		22118206		+		687		protein_coding		Mitochondrial import inner membrane translocase subunit Tim17-B		-

				gene-BC332_06049		hypothetical protein		110.1472013		115.1005768		132.3746837		128.7601486		126.7395123		102.0492737		0.000444387		0.998356483		0.999338808		BC332_06049		CM008432.1		167248522		167253391		-		1674		protein_coding		hypothetical protein		-

				gene-BC332_06775		Germin-like protein subfamily 1 member 19		100.0376209		117.4834456		99.61807691		118.5876352		92.18382134		106.1505654		0.000935139		0.9965984		0.998684289		BC332_06775		CM008433.1		18275959		18277327		-		687		protein_coding		Germin-like protein subfamily 1 member 19		-

								PC-6DPA-Avr		PC-6DPA-STDEV		PC-16DPA-Avr		PC-16DPA-STDEV		PC-25DPA-Avr		PC-25DPA-STDEV		PC-MG-Avr		PC-MG-STDEV		PC-B-Avr		PC-B-STDEV		PC-B5-Avr		PC-B5-STDEV		PC-B10-Avr		PC-B10-STDEV		STDEV

		辣椒基因组文章中CA转录组数据		CA08g01440		Methylthioribose-1-phosphate isomerase		123.91		25.78		135.458		13.725		129.643		11.479		136.392		4.417		124.189		10.821		112.331		5.789		115.232		4.674		9.2898210501

				CA11g11330		Plant ubiquilin, putative		107.943		31.004		101.75		14.384		92.378		14.764		96.544		6.519		82.906		18.159		96.068		15.799		79.993		20.315		9.8918916073

				CA02g13190		Detected protein of confused Function		168.721		16.414		171.061		23.954		154.743		9.678		153.394		1.719		149.523		15.634		171.667		4.886		151.512		25.818		9.8957424972

				CA08g09700		Seryl-tRNA synthetase, putative		138.754		13.829		119.817		1.899		135.137		5.054		150.352		11.361		143.175		2.03		135.1		3.203		147.573		3.847		10.1374705214

				CA00g38880		Nuclease domain-containing protein		103.108		8.732		77.316		6.444		83.319		6.437		85.17		1.118		80.79		6.441		97.28		7.122		74.485		5.366		10.5111803492

				CA00g23810		NADH-ubiquinone oxidoreductase 12 kDa subunit, mitochondrial, putative		161.548		13.314		124.727		36.323		138.852		18.203		147.156		15.509		141.234		5.259		146.444		8.776		145.601		24.371		11.0391805661

				CA01g19970		Annotation was added to scaffolds in November 2011 Long chain fatty acid-CoA ligase		235.732		48.423		199.088		9.724		216.196		16.991		218.571		3.062		210.244		17.017		218.715		13.664		211.635		17.641		11.1138002116

				CA01g00780		26S proteasome non-ATPase regulatory subunit		110.531		29.543		118.42		23.397		105.628		3.415		122.073		10.398		105.303		22.984		133.167		14.512		102.216		12.515		11.1702418783

				CA12g20140		Ubiquitin-associated/TS-N domain-containing protein		120.975		5.444		126.05		3.143		126.439		14.758		145.036		10.263		129.205		14.464		151.286		5.252		128.372		17.994		11.1738061683

		邹学校团队19年多组学分析文章		Capana02g001723		106.33		100.24		120.35		140.96		137.93		111.46		111.57		122.11		108.50		97.65		100.92		99.26		111.54		115.02		130.37		134.02		114.67		116.98		110.25		109.77		112.28		104.66		99.62		104.96		12.2278393235

				Capana03g004217		68.18		77.13		69.14		93.28		104.54		102.19		70.86		77.99		71.43		79.43		69.28		81.53		93.26		89.45		80.62		91.68		106.15		101.51		81.12		68.62		74.52		86.67		95.60		92.10		12.3149763831

				Capana02g002361		82.01		65.38		73.86		91.26		97.22		104.29		83.57		78.62		72.27		74.19		75.64		90.46		109.40		85.62		90.65		104.86		91.34		104.76		76.72		99.63		81.12		101.08		100.69		96.82		12.4485214479

				Capana04g002871		135.75		133.24		136.30		116.90		137.88		131.81		130.70		111.56		115.78		117.38		107.88		110.32		134.04		121.24		116.26		114.57		102.54		124.13		98.56		95.28		91.24		109.68		110.03		127.57		13.5646730353

				Capana02g000031		113.18		103.71		109.44		96.39		106.59		100.27		108.74		105.38		109.99		92.29		86.89		92.75		53.78		98.76		91.97		96.65		128.96		109.83		102.24		103.62		115.51		119.33		112.96		109.79		14.2486021221

				Capana01g000588		75.46		66.43		75.13		101.21		89.86		89.39		70.72		88.30		79.28		80.44		83.15		97.85		84.07		83.26		105.04		111.67		127.01		112.35		77.78		89.73		79.20		81.50		83.68		80.03		14.4951465753

				Capana03g002135		98.50		90.66		101.05		114.95		95.58		101.29		75.37		88.31		81.08		66.20		61.76		69.42		115.77		99.02		101.32		102.45		85.22		102.21		86.54		80.88		99.47		111.83		101.04		103.45		14.7446763655

				Capana10g000035		81.14		110.32		84.73		98.71		112.62		113.84		73.58		71.88		60.59		91.21		90.92		87.08		98.92		87.68		96.52		71.38		79.01		117.52		97.40		66.72		84.43		82.91		98.25		95.77		15.1492154815

				Capana00g003810		87.86		86.61		82.25		111.88		132.34		121.82		74.13		82.46		76.77		80.23		85.96		100.10		99.36		92.86		87.52		99.45		108.25		108.60		98.81		78.58		89.36		112.47		110.91		103.88		15.1831094915

				Capana04g002557		99.67		85.63		86.18		112.20		116.33		97.50		73.17		75.87		71.24		88.95		115.56		64.31		81.75		89.98		85.89		82.05		116.78		112.54		87.64		102.26		95.64		96.62		91.18		114.32		15.3600797926

				Capana00g004931		101.47		126.25		111.40		119.65		119.20		103.87		133.00		149.62		126.60		124.27		133.54		135.37		120.39		136.41		150.51		121.29		151.58		132.36		144.50		127.13		144.92		149.86		158.62		155.33		15.9099182927

						C. chinense								C. frutescens								C. annuum

						Flower		Early fruit		Breaker fruit		Mature fruit		Flower		Early fruit		Breaker fruit		Mature fruit		Flower		Early fruit		Breaker fruit		Mature fruit

		印度转录组		Capana08g002835		67.2538		60.0931		63.5336		71.474		49.0612		59.8531		55.7178		76.2082		62.677		82.4171		100.921		78.9461		14.031953197

				Capana02g000368		124.482		101.144		121.919		125.245		127.235		136.024		133.431		145.018		97.2134		110.654		121.527		131.997		14.0380479937

				Capana06g000596		93.9391		104.796		83.6948		109.38		99.7679		110.697		107.959		143.136		104.022		103.005		110.773		113.831		14.0860532589

				Capana05g001518		74.1608		74.1027		59.3977		76.8699		89.2128		90.139		65.5988		92.6819		87.3765		93.7145		111.448		101.864		15.0812645921

				Capana08g001730		75.9343		81.8881		90.6125		98.9934		84.1831		107.997		69.3614		79.3896		79.0001		86.5256		115.278		114.57		15.4205708941

				Capana02g003276		102.399		109.673		72.2117		90.764		110.02		126.163		103.217		128.754		117.359		115.952		100.779		97.8671		15.5770233002

				Capana01g002272		59.5196		81.1033		82.0297		96.1342		68.3763		68.5537		70.4963		87.7123		90.0967		100.609		113.941		91.6925		15.6839823286

				Capana00g003584		169.707		173.841		176.06		187.266		144.725		181.852		170.654		196.997		190.725		200.551		202.489		174.607		16.2394799878

				Capana02g000837		61.8633		80.4518		78.2307		74.0291		75.0546		91.8291		84.1982		86.2399		87.2521		110.172		105.563		117.86		16.2980105874

				Capana01g003904		80.8437		69.6459		75.4898		64.775		94.3337		88.8759		100.899		71.8179		113.475		63.4899		100.034		66.8733		16.6161277243
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Sheet3

				ID		Description		primer		product		E稳定性		R2相关系数		Tm		sequence

		CT1		gene-BC332_08861		Iron-sulfur cluster assembly enzyme ISCU%2C mitochondrial

		CT2		gene-BC332_23789		hypothetical protein

		CT3		gene-BC332_06775		Germin-like protein subfamily 1 member 19

		CT4		CA08g01440		Methylthioribose-1-phosphate isomerase

		CT5		CA11g11330		Plant ubiquilin, putative

		CT6		CA01g00780		26S proteasome non-ATPase regulatory subunit

		CT7		Capana02g001723		KSG7_ARATH Shaggy-related protein kinase eta OS=Arabidopsis thaliana

		CT8		Capana03g004217		EIF3H_ARATH Eukaryotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana 

		CT9		Capana02g002361		null

		CT10		Capana08g002835		GAUT3_ARATH Probable galacturonosyltransferase 3 OS=Arabidopsis thaliana

		CT11		Capana02g000368		HNRPF_MACFA Heterogeneous nuclear ribonucleoprotein F OS=Macaca fascicularis

		CT12		Capana06g000596		VPS4_YEAST Vacuolar protein sorting-associated protein 4 OS=Saccharomyces cerevisiae





Sheet4

				gene_id		gene_description		A1_fpkm		A2_fpkm		A3_fpkm		B1_fpkm		B2_fpkm		B3_fpkm		AvsB_log2FoldChange		AvsB_pvalue		AvsB_padj		gene_name		gene_chr		gene_start		gene_end		gene_strand		gene_length		gene_biotype		gene_description		tf_family

				gene-BC332_08861		Iron-sulfur cluster assembly enzyme ISCU%2C mitochondrial		197.3351483		282.2940372		295.3716825		246.8066665		266.9177589		261.7615416		-0.000985737		0.996829349		0.998820084		BC332_08861		CM008433.1		246283310		246291101		+		504		protein_coding		Iron-sulfur cluster assembly enzyme ISCU%2C mitochondrial		-

				gene-BC332_23789		hypothetical protein		138.8400921		155.2060528		145.303387		149.4122015		156.7783099		133.6416171		-0.001654013		0.993078181		0.99684088		BC332_23789		CM008439.1		135311500		135314339		-		561		protein_coding		hypothetical protein		-

				gene-BC332_06775		Germin-like protein subfamily 1 member 19		100.0376209		117.4834456		99.61807691		118.5876352		92.18382134		106.1505654		0.000935139		0.9965984		0.998684289		BC332_06775		CM008433.1		18275959		18277327		-		687		protein_coding		Germin-like protein subfamily 1 member 19		-

								PC-6DPA-Avr		PC-6DPA-STDEV		PC-16DPA-Avr		PC-16DPA-STDEV		PC-25DPA-Avr		PC-25DPA-STDEV		PC-MG-Avr		PC-MG-STDEV		PC-B-Avr		PC-B-STDEV		PC-B5-Avr		PC-B5-STDEV		PC-B10-Avr		PC-B10-STDEV		STDEV

		辣椒基因组文章中CA转录组数据		CA08g01440		Methylthioribose-1-phosphate isomerase		123.91		25.78		135.458		13.725		129.643		11.479		136.392		4.417		124.189		10.821		112.331		5.789		115.232		4.674		9.2898210501

				CA11g11330		Plant ubiquilin, putative		107.943		31.004		101.75		14.384		92.378		14.764		96.544		6.519		82.906		18.159		96.068		15.799		79.993		20.315		9.8918916073

				CA01g00780		26S proteasome non-ATPase regulatory subunit		110.531		29.543		118.42		23.397		105.628		3.415		122.073		10.398		105.303		22.984		133.167		14.512		102.216		12.515		11.1702418783

		邹学校团队19年多组学分析文章		Capana02g001723		106.328		100.244		120.35		140.955		137.93		111.458		111.566		122.113		108.498		97.6492		100.923		99.2612		111.542		115.023		130.374		134.022		114.665		116.979		110.251		109.769		112.275		104.656		99.6178		104.964		12.2278393235

				Capana03g004217		68.1848		77.1308		69.1383		93.2835		104.54		102.193		70.8631		77.9882		71.4293		79.4327		69.2805		81.527		93.2587		89.4541		80.6186		91.6766		106.15		101.511		81.1235		68.6241		74.517		86.6742		95.595		92.1018		12.3149763831

				Capana02g002361		82.0119		65.3814		73.8551		91.2638		97.2236		104.29		83.5711		78.6191		72.2709		74.1871		75.6365		90.4625		109.401		85.6234		90.6491		104.856		91.3424		104.761		76.7232		99.6329		81.1177		101.075		100.694		96.82		12.4485214479

						C. chinense								C. frutescens								C. annuum

						Flower		Early fruit		Breaker fruit		Mature fruit		Flower		Early fruit		Breaker fruit		Mature fruit		Flower		Early fruit		Breaker fruit		Mature fruit

		印度转录组		Capana08g002835		67.2538		60.0931		63.5336		71.474		49.0612		59.8531		55.7178		76.2082		62.677		82.4171		100.921		78.9461		14.031953197

				Capana02g000368		124.482		101.144		121.919		125.245		127.235		136.024		133.431		145.018		97.2134		110.654		121.527		131.997		14.0380479937

				Capana06g000596		93.9391		104.796		83.6948		109.38		99.7679		110.697		107.959		143.136		104.022		103.005		110.773		113.831		14.0860532589





热图

		gene_id		Fr1		Fr2		Fr3		Fr1		Fr2		Fr3		Fr1		Fr2		Fr3		Average		STD						gene_description

		gene-BC332_08861 (CT1)		197.3		282.3		295.4		246.8		266.9		261.8								258.4		31.3						Iron-sulfur cluster assembly enzyme ISCU%2C mitochondrial

		gene-BC332_23789 (CT2)		138.8		155.2		145.3		149.4		156.8		133.6								146.5		8.3						hypothetical protein

		gene-BC332_06775 (CT3)		100.0		117.5		99.6		118.6		92.2		106.2								105.7		9.6						Germin-like protein subfamily 1 member 19

		CA08g01440 (CT4)		123.9		135.5		129.6		124.2		112.3		115.2								123.5		7.9						Methylthioribose-1-phosphate isomerase

		CA11g11330 (CT5)		107.9		101.8		92.4		82.9		96.1		80.0								93.5		9.8						Plant ubiquilin, putative

		CA01g00780 (CT6)		110.5		118.4		105.6		105.3		133.2		102.2								112.5		10.6						26S proteasome non-ATPase regulatory subunit

		Capana02g001723 (CT7)		97.6		100.9		99.3		104.7		99.6		105.0								101.2		2.7						KSG7_ARATH Shaggy-related protein kinase eta OS=Arabidopsis thaliana

		Capana03g004217 (CT8)		79.4		69.3		81.5		86.7		95.6		92.1								84.1		8.7						EIF3H_ARATH Eukaryotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana 

		Capana02g002361 (CT9)		74.2		75.6		90.5		101.1		100.7		96.8								89.8		11.1						null

		Capana02g001723 (CT7)		106.3		100.2		120.4		141.0		137.9		111.5		111.6		122.1		108.5		117.7		13.2						KSG7_ARATH Shaggy-related protein kinase eta OS=Arabidopsis thaliana

		Capana03g004217 (CT8)		68.2		77.1		69.1		93.3		104.5		102.2		70.9		78.0		71.4		81.6		13.6						EIF3H_ARATH Eukaryotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana 

		Capana02g002361 (CT9)		82.0		65.4		73.9		91.3		97.2		104.3		83.6		78.6		72.3		83.2		11.8						null

		Capana02g001723 (CT7)		111.5		115.0		130.4		134.0		114.7		117.0		110.3		109.8		112.3		117.2		8.4						KSG7_ARATH Shaggy-related protein kinase eta OS=Arabidopsis thaliana

		Capana03g004217 (CT8)		93.3		89.5		80.6		91.7		106.2		101.5		81.1		68.6		74.5		87.4		11.6						EIF3H_ARATH Eukaryotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana 

		Capana02g002361 (CT9)		109.4		85.6		90.6		104.9		91.3		104.8		76.7		99.6		81.1		93.8		10.8						null

		Capana08g002835 (CT10)		60.1		63.5		71.5		59.9		55.7		76.2		82.4		100.9		78.9		72.1		13.5						GAUT3_ARATH Probable galacturonosyltransferase 3 OS=Arabidopsis thaliana

		Capana02g000368 (CT11)		101.1		121.9		125.2		136.0		133.4		145.0		110.7		121.5		132.0		125.2		12.6						HNRPF_MACFA Heterogeneous nuclear ribonucleoprotein F OS=Macaca fascicularis

		Capana06g000596 (CT12)		104.8		83.7		109.4		110.7		108.0		143.1		103.0		110.8		113.8		109.7		14.5						VPS4_YEAST Vacuolar protein sorting-associated protein 4 OS=Saccharomyces cerevisiae






image1.emf
gene_id Fr1 Fr2 Fr3 Fr1 Fr2 Fr3 Fr1 Fr2 Fr3 Average STD

gene-BC332_08861 (CT1) 197.3 282.3 295.4 246.8 266.9 261.8 258.4 31.3

gene-BC332_23789 (CT2) 138.8 155.2 145.3 149.4 156.8 133.6 146.5 8.3

gene-BC332_06775 (CT3) 100.0 117.5 99.6 118.6 92.2 106.2 105.7 9.6

CA08g01440 (CT4) 123.9 135.5 129.6 124.2 112.3 115.2 123.5 7.9

CA11g11330 (CT5) 107.9 101.8 92.4 82.9 96.1 80.0 93.5 9.8

CA01g00780 (CT6) 110.5 118.4 105.6 105.3 133.2 102.2 112.5 10.6

Capana02g001723 (CT7) 97.6 100.9 99.3 104.7 99.6 105.0 101.2 2.7

Capana03g004217 (CT8) 79.4 69.3 81.5 86.7 95.6 92.1 84.1 8.7

Capana02g002361 (CT9) 74.2 75.6 90.5 101.1 100.7 96.8 89.8 11.1

Capana02g001723 (CT7) 106.3 100.2 120.4 141.0 137.9 111.5 111.6 122.1 108.5 117.7 13.2

Capana03g004217 (CT8) 68.2 77.1 69.1 93.3 104.5 102.2 70.9 78.0 71.4 81.6 13.6

Capana02g002361 (CT9) 82.0 65.4 73.9 91.3 97.2 104.3 83.6 78.6 72.3 83.2 11.8

Capana02g001723 (CT7) 111.5 115.0 130.4 134.0 114.7 117.0 110.3 109.8 112.3 117.2 8.4

Capana03g004217 (CT8) 93.3 89.5 80.6 91.7 106.2 101.5 81.1 68.6 74.5 87.4 11.6

Capana02g002361 (CT9) 109.4 85.6 90.6 104.9 91.3 104.8 76.7 99.6 81.1 93.8 10.8

Capana08g002835 (CT10) 60.1 63.5 71.5 59.9 55.7 76.2 82.4 100.9 78.9 72.1 13.5

Capana02g000368 (CT11) 101.1 121.9 125.2 136.0 133.4 145.0 110.7 121.5 132.0 125.2 12.6

Capana06g000596 (CT12) 104.8 83.7 109.4 110.7 108.0 143.1 103.0 110.8 113.8 109.7 14.5


