Time-course transcriptomic study of phenolic metabolism and P450 enzymes in Pinus massoniana Lamb. after feeding by Monochamus alternatus Hope.
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	Sample
(day)
	Total Number
	Total Length
 (nt)
	Mean Length 
(nt)
	N50
	Total Consensus Sequences

	Contig
	0 
	105,446
	43,232,174
	410
	1133
	-

	
	0.5 
	103,629
	48,613,394
	469
	1216
	-

	
	1.5 
	106,536
	51,117,196
	480
	1257
	-

	
	3 
	155,110
	54,511,217
	351
	926
	-

	
	9 
	96,613
	43,803,254
	453
	1203
	-

	
	15 
	118,546
	53,015,733
	447
	1132
	-

	
	30 
	124,975
	54,888,804
	439
	1097
	-

	Unigene
	0 
	56,455
	46,202,179
	818
	1558
	56,455

	
	0.5 
	68,169
	61,270,870
	899
	1734
	68,169

	
	1.5 
	69,606
	64,871,631
	932
	1790
	69,606

	
	3 
	75,980
	59,679,712
	785
	1633
	75,980

	
	9 
	62,299
	56,286,516
	903
	1812
	62,299

	
	15 
	75,313
	66,045,154
	877
	1714
	75,313

	
	30 
	80,186
	71,195,616
	888
	1767
	80,186

	
	All
	109,294
	124,838,903
	1142
	1948
	109,294


1 Total Consensus Sequences represent the all assembled Unigenes; The length of sequences assembled is a criterion for assembly success.



