Grzybowski et al. (2006) – Supplementary data

Table legends
Table S1. RFLP polymorphisms used to identify major Eurasian mtDNA haplogroups. 
Table S2. mtDNA haplotypes (HVS I and HVS II) and their distribution in Polish and Russian populations. The nucleotide sequences of HVS I from position 15999 to 16400 and HVS II from position 30 to 407 were determined. Mutations are shown indicating positions relative to the Cambridge Reference Sequence (CRS) [5]. The nucleotide positions correspond to transitions; transversions are further specified. Haplogroup names (HG) are given in capital letters according to the mtDNA classification. The presence of insertions or deletions is referred to by (.1, .2) or D, respectively, following the nucleotide position. In the case of length mutations occurring after positions 16193, 309 and 315, only dominant types are recorded. Sample codes are as follows: G – Pomerania-Gdańsk; KA – Upper Silesia; KO – Kaszuby; SU – Suwalszczyzna; VN - Velikii Novgorod; V – Volot. Number of individuals is given in parentheses. 
Table S3. The results of spatial analysis of molecular variance (SAMOVA) performed for eighteen regional populations of Poland and Russia. Values of statistical significance (P) are given in parentheses. Population codes are as follows: G – Pomerania-Gdańsk; KA – Upper Silesia; KO – Kaszuby; SU – Suwalszczyzna; VN - Velikii Novgorod; V – Volot [this study]; B – Pomerania-Kujawy; ST – Stavropol; O – Orel; SA – Saratov [4]; KL – Kaluga; PS – Pskov; VL – Vladimir; Y – Yaroslavl; T – Tula [23], KTR – Kostroma; KUR – Kursk [24]; ROS – Rostov [11]. Groups encompassing the populations of northeast Poland (Suwalszczyzna) and northwest Russia (Velikii Novgorod, Pskov) are underlined. 
Figure legends

Figure S1. Phylogenetic network of Polish and Russian U5b mtDNA haplotypes. Circle size is proportional to the haplotype frequency in populations, number of individuals is indicated inside. Links are labeled by the nucleotide positions in HVS I and HVS II to designate transitions. Mutations are shown indicating nucleotide positions relative to the revised CRS (rCRS) [6]. Populations are coded as in Table S3. 

Figure S2. Phylogenetic network of K and U8a haplotypes observed in Polish and Russian populations. Designations as shown in Figure S1. 

Figure S3.  Two-dimensional MDS scaling plot of Polish and Russian regional populations compared to other populations of northeastern Europe. The plot was based on pairwise FST  values derived from mtDNA HVS I haplotypes assigned into haplogroup U5. Polish and Russian populations are designated as in Table S3. The remaining population codes are as follows: KAR – Karelians; FIN – Finns [29, 30]; BLR – Byelorussians [25]; EST – Estonians [29]; LAT – Latvians [26]; LIT – Lithuanians [27, 28]. Stress value = 0.0977. 

Table S1 

	Haplogroups
	Characteristic restriction site(s)

	West Eurasian:
	

	HV
	-14766 MseI

	H
	-14766 MseI, - 7025 AluI

	pre*V1
	-14766 MseI, -15904 MseI, +4577 NlaIII

	pre*V2
	-14766 MseI, +15904 MseI, +4577 NlaIII

	V
	-14766 MseI, +15904 MseI, -4577 NlaIII

	U
	+12308 HinfI

	K
	+10394 DdeI, +12308 HinfI, -9052 HaeII

	J
	+10394 DdeI, -13704 BstNI

	J1
	+10394 DdeI, -13704 BstNI, -3007 Bsh1236I

	T
	+13366 BamHI, +15606 AluI

	T1
	+13366 BamHI, +15606 AluI, -12629AvaII

	N1
	-12498 NlaIII

	I
	+8249 AvaII, +10032 AluI, +10394 DdeI –12498 NlaIII

	W
	+8249 AvaII, -8994 HaeIII

	X
	-1715 DdeI, +14465 AccI

	East Eurasian:
	

	M:
	+10394 DdeI, +10397 AluI

	C
	+10394 DdeI, +10397 AluI, -13259 HincII/+13262 AluI

	D
	+10394 DdeI, +10397 AluI, - 5176 AluI

	E
	+10394 DdeI, +10397 AluI, - 7598 HhaI

	G
	+10394 DdeI, +10397 AluI, +4830 HaeII/+4831 HhaI

	A
	+ 663 HaeIII

	B
	9-bp deletion

	F
	-12406 HpaI/HincII


Table S3 

	Number of groups 
	Representation

of groups*
	Distribution of molecular variance (%)

	
	
	Among groups
	Among populations within groups
	Within populations

	2
	1 – a

2 – b
	0.61

(0.00587 ( 0.00219)
	0.37

(0.00000 ( 0.00000)
	99.02

(0.00000 ( 0.00000)

	3
	1 – c

2 – d

3 – e
	0.62

(0.00000 ( 0.00000)
	0.25

(0.00000 ( 0.00000)
	99.13

(0.00000 ( 0.00000)

	4
	1 – f

 2 – g

 3 – h

4 – i 
	0.63

(0.00000 ( 0.00000)
	0.20

(0.00000 ( 0.00000)
	99.17

(0.00000 ( 0.00000)


*a – B, G, KO, KA, ST, O, SA, VN, V, KTR, KUR, ROS, KL, T, VL, Y

b – SUW, PS

c – KAT

d – SUW, PS, VN

e – B, G, KO, ST, O, SA, V, KTR, KUR, ROS, KL, T, VL, Y

f – SUW, PS, VN

g – VL

h – KAT

i –  B, G, KO, ST, O, SA, V, KTR, KUR, ROS, KL, T, Y
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