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Abstract: [Objective] This work analyzed the genetic diversity of Kobresia accessions, in the molecular level, and further

obtained the helpful information for breeding and germplasm evaluation. [Method] Genomic DNA of Kobresia was amplified with

four E+3 and M+3 primer combinations with AFLP. [Result] AFLP analysis produced 164 score able bands, among them 154

(93.96%) were polymorphic. The mean Nei’s gene diversity index (H) was 0.2430, the Shannon’s information index (I) was 0.4012,

indicating that genetic diversity of Kobresia is abundant. The number of 11 Kobresia accessions from Tibetan Plateau can be

classified into five groups with cluster analysis based on the UPGMA method. [ Conclusion] In general, there is an abundant genetic

diversity among Kobresia accessions resources, and the genetic coefficient is unrelated to their geographic latitude. Natural habitats

influenc genetic differentiation of Kobresia.
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Table 1 The environmental data for the different accessions of Kobresia

[iES iy CREEMLAT K G2 A

Species Code  Origion Altitude (m) Latitude and longitude Habitat

5k B2 K. royleana (N.) B. Cl IR T Langkazi 4455 28°59'11N 90°26'04E €5 Alpine steppe
KAE B K. macrentha Boeck. c2 YR~ ¥ Langkazi 4455 28°59'11N 90°26'04E i FE AT Alpine meadow
jAL % 5 K. littledalei C. B. Clarke ~ C3 IRFT Langkazi 4455 28°59'1 1N 90°26'04E R FE i) Alpine meadow
SR 5 K. royleana (N.) B C4 8 i Naqu 4456 31°26'34N 92°16'32E TR FE B Alpine steppe

S 4 % % K. prattii C. B. Clarke Cs 2 4fk Dangxiong 4278 30°29'35N 91°05'58E TR FEHLE Alpine steppe
255 K. caillifolia Decne C6 /4t Dangxiong 4278 30°29'35N 91°05'58E = FE 4] Alpine meadow
JIL B 5 K. littledalei C. B. Clarke  C7 6 it Naqu 4456 31°26'34N 92°16'32E TPk Hi ) Marshy meadow
jAL % 5 K. littledalei C. B. Clarke ~ C8 4} Dangxiong 4278 30°29'35N 91°05'58E HFAE A Marshy meadow
J&HE 5 5 K. humilis C.A.Mey 9 6 i Naqu 4456 31°26'34N 92°16'32E TR FE LS Alpine steppe
J&HE 5 5 K. humilis C.A.Mey Cl10 24/ Dangxiong 4278 30°29'35N 91°05'58E TR FE L Alpine steppe

i1 5 K. pygmaea C.B. Cl1 A6 i Naqu 4456 31°26'34N 92°16'32E i FE B4 Alpine meadow
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Table 2 AFLP amplified result of Kobresia accessions
5149 KA EZ IR LB ER (%)
Primers Total loci ~ Polymorphic loci ~ Proportion of
Polymorphic loci
E-ACC+M-CAG 47 45 95.74
EACA+M-CAG 43 41 95.34
E-ACA+M-CTG 33 32 96.97
E-ACC+M-CAA 41 36 87.8
£t Total 164 154
P44 Average 41 38.5 93.96
 (GS), 1 11 PR gL B RS GD (1-GS)
B 1 11 NEEFEAY AFLP 54 EE ARG R 0.1159~0.4390, “FEIME N 02774,
Fig. 1 AFLP fingerprint of 11 Kobresia accessions BB BRIk H CL 5 C10, LR B i/ )
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1.2393~1.2838; JEAZFF AL #Ia R 0.1586~
0.1894; Shannon 1% B FEE AL G A 0.2614~
03176 (£ 3) o M ERJUAMEMORE, B Rl 5 H
AFLP 5 K. Z280km, AR & s 2 71k .

MR RI AT (B 2) , HEEREEKT 0.74 1,
TR 11 ANFIEES R 5 ORI MUK 0.74
i, C6. C9. C10. Cl1 HIsRZGR AR, BHh—I
cmcs%ﬁﬁ%ﬁ%%ﬁﬁ,m\OLCS&E%ﬁ

2.2 BEEMREFRIEEEBRELED N LRI A —E: C2 MRESMEN—2K; C1 Fph
FH NTSYS-pc2.10 #4532 F{ 5[] 1) Dice iifEAHILFR ﬁ**o

®3 BREEZHMEREERRMTESRE

Table 3 Estimates of genetic diversity among Kobresia (Mean £SD )

ElL7 ke A BT R H (Ne) LR ZHE(H) {5 BIEH (D

Primer combinations Effective number of alleles Nei’s gene diversity Shannon’s information index

E-ACC+M-CAG 1.2838+0.2883 0.1894+0.1456 0.3176+0.1892

E-ACA+M-CAG 1.2781+0.2770 0.1871+0.1457 0.3122+0.1958

E-ACA+M-CTG 1.2393+0.2735 0.1602+0.1553 0.2614+0.2274

E-ACC+M-CAA 1.2439+0.3028 0.1586+0.1595 0.2622+0.2222

F4 SEERHREEGHEMRH

Table 4 Coefficient in the accessions of Kobresia

ID Cl1 C2 C3 C4 C5 C6 C7 C8 C9 C10 Cl1

Cl1 1.0000 0.7621 0.7621 0.7683 0.7256 0.6890 0.7195 0.7195 0.7134 0.6280 0.6402

C2 0.2379 1.0000 0.7561 0.7012 0.6829 0.6707 0.6768 0.6768 0.7073 0.5854 0.5610

C3 0.2379 0.2439 1.0000 0.8110 0.7683 0.7927 0.6768 0.7012 0.7073 0.6585 0.6220

C4 0.2317 0.2988 0.1890 1.0000 0.8598 0.7622 0.7439 0.7805 0.7866 0.6768 0.6524

C5 0.2744 0.3171 0.2317 0.1402 1.0000 0.6951 0.7744 0.7622 0.7927 0.6951 0.6463

Co6 0.3110 0.3293 0.2073 0.2378 0.3049 1.0000 0.6402 0.6280 0.6341 0.5976 0.5732

C7 0.2805 0.3232 0.3232 0.2561 0.2256 0.3598 1.0000 0.8171 0.7866 0.7012 0.5915

C8 0.2805 0.3232 0.2988 0.2195 0.2378 0.3720 0.1829 1.0000 0.8841 0.7134 0.6037

C9 0.2866 0.2927 0.2927 0.2134 0.2073 0.3659 0.2134 0.1159 1.0000 0.7195 0.6585

C10 0.3720 0.4146 0.3415 0.3232 0.3049 0.4024 0.2988 0.2866 0.2805 1.0000 0.6098

Cl1 0.3598 0.4390 0.3780 0.3475 0.3536 0.4268 0.4085 0.3963 0.3415 0.3902 1.000

XL N i AR R s X gk oA AR 2

Nei’s genetic identity (above diagonal); genetic distance (below diagonal)



9 IR MGAE: s I 7 Bl gL 2 I AFLP WFAY 2823

Cl

C2

| C3

C4

C7

E C8

C5

Cé

—L
| C10
—L

0.62 0.68 0.74 0.80 0.86
FHABLZR %L Coefficient

2 AFLP TS ER 11 MEHEMRBAE
Fig. 2 The dendrogram generated by AFLP data using

UPGMA method among 11 Kobresia accesions
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Fig.3 A two-dimensional PCO plot of 11 Kobresia accessions
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