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	Fig. S1. A hypothetical illustration of the relationships among the gene pools of diploid

	Triticum. P and Q are the hypothetical ancestors, arrows correspondence to the haplotype

	(Hap.) and morphological (Morph.) divergences occurred at the P and Q ancestors. This

	schematic tree shows a conflict between morphological features used in the taxonomic

	treatment and associated haplotypes. This hypothetical relationship can be justified based

	on a paraphyletic or convex group of T. monococcum s. lat. This paraphyletic group is

	created only in respect to one gene and doesn’t imply any generalization about the

	evolution of Triticum species.


	Table S1. Localities of the Iranian wild diploid Triticum material used in this study with coordinates and taxonomic identifications based on van Slageren (1994).

	

	Geographical 
	Locations
	Coordinates of 
	Number of samples identified as:

	regions
	
	geographical regions
	T. m. ssp. aegilopoides
	T. urartu

	North-west
	
	36º ( 39º N, 44º ( 49º E
	
	

	
	Ardabil
	
	18
	5

	
	East Azarbaijan
	
	18
	3

	
	West Azarbaijan
	
	9
	-

	
	Kurdistan
	
	15
	6

	West
	
	32º ( 36º N, 46º ( 50º E
	
	

	
	Kurdistan-Kermanshah
	
	21
	9

	
	Lorestan
	
	28
	-

	
	Ilam
	
	3
	-

	South-west
	
	30º ( 34º N, 50º ( 52º E
	
	

	
	Isfahan
	
	9
	6

	
	Chaharmahal & Bakhtiari
	
	6
	14

	
	Kohgiluyeh & Boyer-Ahmad
	
	3
	3

	Total
	
	
	130
	46


	Table S2. The estimations of DNA polymorphisms in a concatenated sequence data of Acc-1 and Pgk-1 in T. monococcum ssp. 

	aegilopoides and T. urartu compared in three regions in Iran (see Fig. 1).

	

	
	T. monococcum ssp. aegilopoides
	 T. urartu

	
	North-west
	West
	South-west
	   North-west
	 West
	  South-west

	Number of sequences used
	22
	17
	12
	
	6
	6
	13

	Total number of sites usable in aligned file
	1462
	1462
	1462
	
	1410
	1410
	1410

	Total number of sites (excluding sites with gaps)
	1405
	1460
	1460
	
	1410
	1410
	1410

	Number of polymorphic (segregating) sites, S
	24
	0
	0
	
	0
	0
	0

	Number of haplotypes, h
	2
	1
	1
	
	1
	1
	1

	Haplotype (gene) diversity, Hd
	0.416 ± 0.090
	0
	0
	
	0
	0
	0

	Nucleotide diversity, Pi
	0.007 ± 0.001
	0
	0
	
	0
	0
	0


	Table S3. The haplotype information used in the Networks which

	were presented in Fig. 2.

	

	Locus
	GenBank information
	Equal to our haplotypes as:

	Acc-1
	
	

	H_1
	DQ290259_ Tm209I
	

	H_2
	DQ290268_ Tb1272II
	A

	H_3
	DQ290262_ Tb604III
	

	H_4
	DQ290267_ Tb746IV
	

	H_5
	DQ290260_ Tb1331V
	B

	H_6
	DQ290261_ Tb1108VI
	

	H_7
	DQ290266_ Tb1292VII
	

	H_8
	DQ290263_ Tm226VIII
	

	H_9
	DQ290265_ Tu1556IX
	C

	H_10
	DQ290264_ Tu1447X
	

	
	
	

	Pgk-1
	
	

	H_1
	DQ290658_ Tb585I
	A

	H_2
	DQ290660_ Tb766II
	

	H_3
	DQ290665_ Tb1141III
	

	H_4
	DQ290666_ Tb1258IV
	

	H_5
	DQ290662_ Tm15V
	

	H_6
	DQ290664_ Tb751VI
	

	H_7
	DQ290663_ Tb600VII
	B

	H_8
	DQ290659_ Tu393VIII
	C

	H_9
	DQ290661_ Tu1455IX
	


