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WAL W35, (E-mail) cqhe75 @ yahoo. com; caoqinghe @ jaas. ac. tance matrix. The genetic distance matrix was imported into

cn MEGA 6.06 to output cluster analysis. The population

tions were analyzed with SSR markers. The 0,1 database of
the test materials was established by SSR markers. The nt-

sys-pc 2. 10 software was used to calculate the genetic dis-
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structure of 112 introduced species was analyzed using STRUCTURE 2.3.4 software, and the duster analysis was performed

on 12 introduced species and 58 landraces. The results showed that the average genetic distance of 112 accessions was

0. 552, and the genetic distance ranged from 0. 031 to 0. 949. Neighbor-Joining (NJ) cluster analysis could divide 112 ac-

cessions into nine groups at 0. 442 genetic distance. Among them, the ninth group was divided into three subgroups at 0.428

genetic distance. Subgroup IXC contained 39 materials, and the main source of this subgroup was South America. The clus-

tering of these sweetpotato germplasm collections was concentrated and the blood was comparatively simple. By analysis of

population structure, the 112 materials were divided into two groups. Based on the comparative analysis of the origin of in-

troduced species, it was found that germplasm originating from South America and other regions belonged to two groups.

Through the cluster analysis of 170 sweetpotato germplasm resources, it was found that the genetic relationship between

sweetpotato landraces and sweetpotato in Taiwan was closest, and the genetic relationship betweent landraces and sweetpota-

to introduced from Southeast Asia, Northeast Asia and South America was closer, but the landraces were for from the

stweetpotato introduced from International Potato Center, World Vegetable Center.
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Table 1 The list of 112 introduced sweetpotato germplasms and 58 landraces germplasms

Gt 2 P 3 ErRes 2R E3
1 EEa] FEH 44 B EE H A
2 LT FH 45 Bl HA
3 WAL FKH 46 BSY147 cIp
4 S M 47 CN941-32 WV
5 Eila ESE 48 CN1108-13 wvC
6 *24 ESE 49 CN1525-11 WVC
7 etk 3 5 H A 50 CN1510-25 wvC
8 Atk 31 5 EE:N 51 PC#9 wVvC
9 BHAE o 52 Tc82-2 wvC

10 5 =P NI 53 TiB4 IITA
11 EELL EH 54 TiB11 IITA
12 MEFIH = B 55 TiS1145 1ITA
13 A 14 H A 56 TiS2544 IITA
14 [EE SV FE 57 TiS70683 IITA
15 Acadian EH 58 TiS8250 IITA
16 Georgian red *H 59 TiS3290 IITA
17 UPLB-7 ERE 3 60 JLH 101 H A
18 PI286629 FEHE 61 JLM 107 H A
19 UPR-Variega B[ e s 62 VI H A

20 Copperskin Gold B[ e o 63 Fo H A

21 Benguet JEHTE 64 % 1-109 eS|

22 Daja B[ ¥ 65 CIP94-13 cIp

23 Le-Tainan E[RES 66 CIP94-21 cIp

24 NAS(ZEEF]) FH 67 Sumor CIP

25 Ha48 18 5 PE A 68 America No.7 *

26 B 1T i A 69 CIP440185 cIp
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28 L XH 71 PSB SP15 cIpP
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Table 2 Genetic distance matrix of introduced sweetpotato germplasm collections in different origins
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Fig.1 Different origin of introduced sweetpotato germplasm
based on SSR UPGMA clustering
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Fig.2 Cluster of 112 introduced sweetpotato germplasm collections based on SSR Neighbor-Joining clustering method
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Table 3 Groups and subgroups of 112 introduced sweetpotato germplasm collections based on SSR genetic distance clustering
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Fig.3 Changes of InP(D) value with the increase of K value
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Fig.5 Analysis on genetic structure of 112 introduced sweetpotato germplasm collections
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Fig.6 Cluster of 112 introduced sweetpotato germplasm collections and 58 landraces based on SSR Neighbor-Joining clustering method
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