Supplemental table 2： the Moran's I for 19 Han populations in 11 spatial distance classes calculated 
based on the frequency of each mtDNA haplogroup
	Haplo-
	Spatial distance (km)

	group
	336
	671
	1007
	1343
	1678
	2014
	2350
	2685
	3021
	3357
	3692

	A
	0.4910
	0.2141 
	0.0603 
	0.0491 
	0.0378 
	0.0234 
	0.0261 
	0.0233 
	0.0257 
	0.0206 
	0.0199 

	C
	-0.5012 
	-0.2526 
	-0.2047 
	-0.1727 
	-0.1683 
	-0.1426 
	-0.1298 
	-0.1249 
	-0.1281 
	-0.1301 
	-0.1289 

	D*
	0.2004* 
	0.2115 
	0.1506 
	0.1270 
	0.0996 
	0.0667 
	0.0712 
	0.0676 
	0.0628 
	0.0613 
	0.0610 

	D5
	-0.5889 
	-0.2567 
	-0.2328 
	-0.1892 
	-0.1847 
	-0.1680 
	-0.1591 
	-0.1576 
	-0.1534 
	-0.1535 
	-0.1536 

	D5a
	0.1020 
	0.0342 
	0.0130 
	-0.0158 
	-0.0538 
	-0.0487 
	-0.0323 
	-0.0321 
	-0.0298 
	-0.0307 
	-0.0334 

	G
	-0.4051 
	-0.0805 
	-0.0858 
	-0.0715 
	-0.0794 
	-0.0695 
	-0.0680 
	-0.0686 
	-0.0725 
	-0.0710 
	-0.0698 

	M7c
	-0.2031 
	-0.0136 
	-0.0860 
	-0.1391 
	-0.1271 
	-0.0887 
	-0.0820 
	-0.0860 
	-0.0844 
	-0.0841 
	-0.0843 

	M8a
	0.0111 
	0.0043 
	-0.0332 
	-0.0690 
	-0.0522 
	-0.0437 
	-0.0430 
	-0.0464 
	-0.0449 
	-0.0449 
	-0.0449 

	M9
	0.4085 
	0.0654 
	0.1647 
	0.1265 
	0.1037 
	0.0891 
	0.0704 
	0.0527 
	0.0531 
	0.0526 
	0.0494 

	N*
	0.2507* 
	0.2420 
	0.1768 
	0.1337 
	0.1032 
	0.0706 
	0.0671 
	0.0679 
	0.0677 
	0.0679 
	0.0690 

	Z
	-0.0352 
	0.0266 
	-0.0961 
	-0.0043 
	-0.0023 
	-0.0187 
	-0.0290 
	-0.0292 
	-0.0284 
	-0.0289 
	-0.0292 

	M*
	-0.0652 
	-0.2039 
	-0.2137 
	-0.1445 
	-0.1101 
	-0.0927 
	-0.1040 
	-0.1049 
	-0.0957 
	-0.0988 
	-0.0996 

	B4a
	-0.0451
	0.1424 
	0.0882 
	0.0688 
	0.0400 
	0.0243 
	0.0124 
	0.0176 
	0.0093 
	0.0097 
	0.0064 

	B4b1
	-0.7023
	-0.1305 
	-0.0959 
	-0.0931 
	-0.0815 
	-0.0991 
	-0.0973 
	-0.0950 
	-0.0937 
	-0.0939 
	-0.0935 

	B5a
	-0.2168
	-0.0845 
	-0.0532 
	-0.0650 
	-0.0624 
	-0.0630 
	-0.0591 
	-0.0594 
	-0.0611 
	-0.0621 
	-0.0602 

	F*
	-0.8492 
	-0.3395 
	-0.1915 
	-0.1628 
	-0.1705 
	-0.1579 
	-0.1480 
	-0.1452 
	-0.1425 
	-0.1431 
	-0.1424 

	F1a
	0.6645* 
	0.5227* 
	0.4240* 
	0.3038* 
	0.2352* 
	0.2055* 
	0.1881* 
	0.1773* 
	0.1784* 
	0.1751* 
	0.1727* 

	M7*
	0.1004 
	0.1326 
	0.2362 
	0.1714 
	0.0993 
	0.0697 
	0.0559 
	0.0512 
	0.0513 
	0.0508 
	0.0496 

	M7b*
	0.7738* 
	0.6580* 
	0.5167* 
	0.3445* 
	0.2849* 
	0.2376* 
	0.2209* 
	0.2089* 
	0.2080* 
	0.2045*
	0.2005* 

	M7b1
	-0.1450 
	-0.0348 
	-0.0207 
	-0.0674 
	-0.0514 
	-0.0498 
	-0.0488 
	-0.0553 
	-0.0539 
	-0.0527 
	-0.0529 

	R9a
	0.3359 
	0.3282 
	0.2576 
	0.1839 
	0.1248 
	0.0920 
	0.0767 
	0.0689 
	0.0643 
	0.0632 
	0.0699 

	R9b
	0.0360 
	-0.0862 
	-0.0632 
	-0.0581 
	-0.0669 
	-0.0681 
	-0.0572 
	-0.0580 
	-0.0598 
	-0.0592 
	-0.0587 

	B*
	-0.0490 
	0.0122 
	-0.0089 
	-0.0493 
	-0.0530 
	-0.0390 
	-0.0335 
	-0.0373 
	-0.0420 
	-0.0432 
	-0.0421 

	B4
	-0.7184
	-0.3421 
	-0.2657 
	-0.2098 
	-0.1580 
	-0.1591 
	-0.1495 
	-0.1506 
	-0.1516 
	-0.1534 
	-0.1514 

	B5*
	0.1039
	0.0393 
	-0.0100 
	-0.0228 
	-0.0456 
	-0.0383 
	-0.0483 
	-0.0437 
	-0.0428 
	-0.0417 
	-0.0411 

	B5b
	-0.2242
	-0.1018 
	-0.0793 
	-0.1014 
	-0.1114 
	-0.0893 
	-0.0826 
	-0.0812 
	-0.0810 
	-0.0809 
	-0.0808 

	F1b
	0.3499 
	0.2072 
	0.1279 
	-0.0233 
	-0.0115 
	-0.0034 
	-0.0044 
	-0.0041 
	-0.0036 
	-0.0035 
	-0.0036 

	F1c
	0.1823 
	-0.0649 
	-0.1083 
	-0.0851 
	-0.1063 
	-0.0902 
	-0.0773 
	-0.0732 
	-0.0716 
	-0.0718 
	-0.0737 

	F2a
	0.0227 
	0.1315 
	0.0296 
	-0.0275 
	-0.0349 
	-0.0041 
	-0.0226 
	-0.0071 
	-0.0216 
	-0.0158 
	-0.0192 

	M7a
	0.0556 
	-0.0491 
	-0.0690 
	-0.0824 
	-0.0787 
	-0.0666 
	-0.0658 
	-0.0641 
	-0.0626 
	-0.0622 
	-0.0618 

	M7b2
	0.4499 
	0.1315 
	0.0489 
	0.0572 
	0.0143 
	0.0101 
	0.0106 
	0.0111 
	0.0209 
	0.0140 
	0.0096 

	N9a
	0.9111 
	0.3543 
	0.1976 
	0.0524 
	0.0345 
	0.0574 
	0.0604 
	0.0574 
	0.0478 
	0.0468 
	0.0500 

	R*
	0.6461 
	0.0563 
	0.0262 
	0.0211 
	0.0450 
	0.0007 
	0.0031 
	0.0041 
	0.0015 
	0.0011 
	0.0058 

	Y
	0.2975 
	0.0606 
	0.0294 
	0.0530 
	0.0281 
	0.0160 
	0.0169 
	0.0167 
	0.0083 
	0.0045 
	0.0008 


Note: The statistical significance of spatial genetic autocorrelation for each haplogroup is tested by 1000 Monte Carlo simulations， * P<0.05; ** P<0.01
