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Note:Black squares indicate Yumin population, Tuoli population, Tacheng population, Bu'erjin population, Habahe population.
Bl #BEFERERS M TRAXABHENSH

Fig. 1 Natural distribution of the five populations of Prunus tenella in Xinjiang China
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Table 1 Details on sample locations of populations of Prunus tenella in Xinjiang China used in this study
R4 (E) JERGS REE SHE 374

Region (county) Population ID Sample (strain) /R Location Altitude/m
HWERE Yumin Y 30 45'54'N,82°30'E 1 000~1 200
HHE Tuoli L 30 46°09'N,83°33'E 860~1 080
¥4 B Tacheng T 30 47°03'N,83°01'E 1 000~1 115
i /R E Bu'erjin B 30 48'11'N,87°06'E 1 100~1 300
e Habahe H 30 48'18'N,86°34' E 1 060~1 110

1.2.2 S-RNase &M ENWTE PCRI I S-
RNase %503 3 A 51 91 414 4 - Pruc2: 5’ -CTATGGC-
CAAGTAATTATTCAAACC - 3', Pruc5: 5’ - TAC-
CACTTCATGTAACAACTGAG-3', PCR ¥ 3¢
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T2 T3 T4 TS5 Te T7 T8 T9 T10T11T12T13T14 T15 M TI16 T17 T18 T19 T20 T21 T22 T23 T24 T25 T26 T27 T28 T29 T30

M Bl B2 B3 B4 B5 B6 B7 B8 B9 BI0BI1BI12BI13BI4BI15 M B16 B17 B18 B19 B20 B21 B22 B23 B24 B25 B26 B27 B28 B29 B30

M HIl H2 H3 H4 H5 H6 H7 H8 H9 HIOHITHI2HI3HI14HIS M H16 H17 H18 H19 H20 H21 H22 H23 H24 H25 H26 H27 H28 H29 H30

1 Y1~30. B RBRE 1~30 B4 L1~30. FLHE B 1~30 B4 T1~30. 3BT 1~30 54 ; BI~30. Ai/REBEFE 1~30 54 H1~30. W
B fE#E 1~30 S4£;M. DL 5 000 marker,
Notes: Y1—30. Yumin population samples; L. Tuoli population samples; T. Tacheng population samples; B. Bu' erjin population samples; H.
Habahe population samples; M, DL 5 000 marker.
2 HEFRYS NEE 150 MRREEA DNA 8 SRNase EA EEH EE (F 15 94A & PruC2 #1 PruCs)
Fig. 2 PCR amplification of S-RNase alleles with primers PruC2 and PruC5 in 150 Prunus tenella accessions in the five populations
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Note: Y. Yumin; T. Tuoli ; H. Habahe; L. Tacheng ; B. Bu'erjin.
B3 FEHFRHRKEZES MERSHEE SRNase EMERESKIBHMHES T
Fig. 3 Geographical distribution of Prunus tenella S-RNase alleles growing eco-regions or subregions from

five different natural populations in Xinjiang China
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Table 3 The S-RNase haplotypes and their rates of the accessions of five populations in Prunus tenella in Xinjiang China
JERE SFEF B HFR Rate of S-genotypes/ %
Population S10511 S10S12 S10813 S10 515 S Sie Sn Sis S Si4 S1 S1s S12513 S13 515 S14 515
#E Yumin 46. 67 10. 00 3.33 3.33 23. 34 3.33 0. 00 3.33 6. 67 0. 00 0. 00
FEE Tuoli 69.99 0. 00 6. 67 0. 00 0. 00 0. 00 16.67 6.67 0. 00 0. 00 0.00
3 Tacheng 50. 00 0. 00 0. 00 6. 67 0. 00 0. 00 3.33 20. 00 0. 00 6.67 13.33
iy ez Bu,erjin 53.33 0. 00 10. 00 3.33 0. 00 6. 67 0. 00 13.33 0. 00 13.33 0. 00
4 B Habahe 50. 00 0. 00 0. 00 16. 87 0. 00 6. 67 0.00 23.33 0. 00 3.33 0.00

) Average 54. 00 2. 00 4. 00 6. 00 4. 67 3.33 4. 00 13.33 1.33 4. 67 2.67
3 Wb SEPRE 28 7 98 IF SE PR DL R A1 L X 2

HAR A~ B AL, AR Fpgy 07 IR, R R R RE
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Identification of S-genotypes in the Five Natural Populations and Analysis of
S-RNase Genes Frequency From Xinjiang Wild Almond(Prunus tenella Batsch. )

ZENG Bin'?,LIU Mengwen'? , WANG Jianyou® , WANG Bo'’
(1. College of Forestry and Horticulture, Xinjiang Agricultural University, Urumqi, Xinjiang 830052; 2. Research Center for Xinjiang
Characteristic Fruit Tree , Xinjiang Agricultural University, Urumgi, Xinjiang 830052;3. Xinjiang Branch, China Academy of Forestry
Sciences, Urumqi, Xinjiang 830000)

Abstract; Taking 150 accessions of Prunus tenella Batsch, (wild Almond) as materials, using the statistics
method,the S-genotype group and its occurrence frequency were studied in the five populations of Prunus tenella
Batsch. in Xinjiang China. The results showed that six S-RNase genes were identified in the tested accessions,
eleven S-genotypes were determined,the S-genotypes were heterogeneous and some were dominant S-genotypes,
and some were unique. There were some S-genotypes in the ratio was very low,the change was quite different, the
aim of the study was to provide the scientific basis for the effective protection and reasonable utilization of the
wild almond resources in Xinjiang and lay the foundation for the further study of the mechanism of self-
incompatibility of Prunus tenella.

Keywords : Prunus tenella Batsch, ;self-incompatibility(SI) ; S-genotype ; frequency
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