
[bookmark: OLE_LINK31][bookmark: OLE_LINK32]Supporting Figure S1. Length distribution of unigenes for two Paeonia species. 



[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Supporting Figure S2. Top-hit species distribution for sequences from two Paeonia species. Identified by BLASTX against the NCBI-nr. database. 


 

[bookmark: OLE_LINK3][bookmark: _GoBack]Supporting Figure S3. Comparative distribution of GO terms between the two Paeonia species.
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Supporting Figure S4. Relative transcript levels of 10 genes by qRT-PCR and RNA-seq between the two Paeonia species.
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[bookmark: OLE_LINK4][bookmark: OLE_LINK5]Supporting Figure S5. Linear regression analysis between qRT-PCR and RNA-seq in P. lutea and P. rockii.
P. lutea	201~500	501~1000	1001~1500	1501~2000	>	2000 	32337	16337	7098	3903	4369	P. rockii	201~500	501~1000	1001~1500	1501~2000	>	2000 	21669	11429	5959	3734	4531	Length of sequences

Number of sequences


P. lutea	Vitis vinifera	Juglans regia	Theobroma cacao	Cephalotus follicularis	Nelumbo nucifera	Ziziphus jujuba	Prunus mume	Jatropha curcas	Citrus sinensis	Ricinus communis	5252	1615	1416	1203	1066	865	751	631	591	523	P. rockii	Vitis vinifera	Juglans regia	Theobroma cacao	Cephalotus follicularis	Nelumbo nucifera	Ziziphus jujuba	Prunus mume	Jatropha curcas	Citrus sinensis	Ricinus communis	5817	1750	1581	1335	1129	962	862	718	690	584	Species

Number of unigenes


P. lutea	reproduction	immune system process	metabolic process	cellular process	reproductive process	biological adhesion	signaling	multicellular organismal process	developmental process	growth	locomotion	single-organism process	rhythmic process	response to stimulus	localization	multi-organism process	biological regulation	cellular component organization or biogenesis	detoxification	transcription factor activity, protein binding	nucleic acid binding transcription factor activity	catalytic activity	signal transducer activity	structural molecule activity	transporter activity	binding	electron carrier activity	antioxidant activity	molecular transducer activity	molecular function regulator	extracellular region	cell	nucleoid	membrane	virion	cell junction	extracellular matrix	membrane-enclosed lumen	macromolecular complex	organelle	extracellular region part	organelle part	virion part	membrane part	cell part	supramolecular fiber	366	93	5135	4842	361	33	389	511	707	82	1	3781	18	1369	1242	207	1542	1028	6	10	83	5054	66	84	455	3715	3	24	40	32	74	3155	3	1716	23	169	2	63	817	2414	1	1055	23	1254	3154	3	P. rockii	reproduction	immune system process	metabolic process	cellular process	reproductive process	biological adhesion	signaling	multicellular organismal process	developmental process	growth	locomotion	single-organism process	rhythmic process	response to stimulus	localization	multi-organism process	biological regulation	cellular component organization or biogenesis	detoxification	transcription factor activity, protein binding	nucleic acid binding transcription factor activity	catalytic activity	signal transducer activity	structural molecule activity	transporter activity	binding	electron carrier activity	antioxidant activity	molecular transducer activity	molecular function regulator	extracellular region	cell	nucleoid	membrane	virion	cell junction	extracellular matrix	membrane-enclosed lumen	macromolecular complex	organelle	extracellular region part	organelle part	virion part	membrane part	cell part	supramolecular fiber	392	81	5666	5318	389	33	408	543	765	82	2	4158	18	1462	1375	206	1684	1091	6	7	111	5477	75	89	500	4072	4	17	49	44	93	3490	4	1920	27	185	2	71	900	2672	1	1164	27	1390	3490	3	
Number of genes
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