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Fig. 1 The flowchart of the software for plant karyotypic analysis
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Table 1 The hypothetical parameters of chromosome
FH—4H Cell one = AN Cell two
1H Long Arm F% Short Arm ¥ Long Arm B Long Am
2.09 1.90 2.01 1.92
2.08 1.91 2.02 1.00
1.90 1.02 2.08 1.90
1.91 1.01 1.90 1.03
3.08 1.50 2.90 1.41
3.07 1.50 2.91 1.41
F2 —HERNEDREERBOSITER
Table 2 The Karyotype analysis of the hypothetical chromosome
% 1 1M Cell one: 52 JH Cell two:
mw KE Bt aeE KW BE 14
Short Arm Long Arm Total Ration aim(L/S) Short Arm  Long Arm Total Ration arm(L/S)
13.06 + 26.77 = 39.83 2.05 12.54 + 125.83 = 38.37 2.06
$6. 5% 9= I8.A5 = 34.74 1.09 16.99 + 18.19 = 35.17 1.07
8.84 + 16.59 = 25042 1.88 9.03 + 17.43 = 26.46 1.93
2 M AMIRIER B S HTEE R Syntheses result:
Y K $58.3 14 FR IRL
Short Arm Long Arm Total Ration Arm Type IRL
12.80 + 26.30 = 39.10 2.06 sm 1.173
16.79 & 18.17 = 34.96 1.08 m 1.049
8.93 + 17.01 = 25.94 1.90 sm 0.778
Ay, A, As.K% R A= 0.355 A= 0.202 As. K% =61.482%
Result of Ay, Ay, As.K%: A= 0.355 A= 0.202 As. K% =61.482%

2.526 LIBRHEY C. brunno-pilsum (2n=58)#] 6 A 44 e €2 4 ) B (4 A
BIBRFF, AR IE 3, BER AR K 2n=58=48m + 10sm.
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%3 HAHEW C. brunno-pilsum (2n=58) BB RS ER
Table 3 The karvotype analysis of C. brunno-pilsum (2n=>58)

6 MAMIAIZE & A HTER Syntheses result:
mH 13 J=8.3 -4 3} IRL
Short Arm Long Arm Total Ration Arm Type IRL
1:22 + 2.42 = 3.64 1.99 sm 1.105
1.45 + 2.11 = 3.56 1.46 m 1.080
1.13 + 2.38 = 3:51 2.11 sm 1.064
1.19 + 2.32 = 3.50 19 sm 1.063
1.69 ¥ 1.81 = 3.50 1.08 m 1.062
1.34 * 2.14 = 3.48 1.60 m 1.056
1.49 + 1.97 = 3.47 1.32 m 1.052
1.49 t 1.94 = 3.43 1.30 m 1.039
1.70 + 1.71 = 3.41 1.01 m 1.035
1.18 + 2.22 = 3.40 1.88 sm 1.030
1.48 + 1.91 = 3.39 1.29 m 1.028
1.27 + 2.08 = 3.34 1.64 m 1.015
1.53 + 1.81 = 3.34 1.18 m 1.013
1.38 * 1.95 = 3.32 1.41 m 1.008
1.48 + 1.82 = 3.31 1.23 m 1.003
1.25 * 2.03 = 3.28 1.62 m 0.995
1,37 + 1.86 = 3.24 1.35 m 0.982
1.61 * 1.62 = 3.23 1.01 m 0.980
1.53 + 1.65 = 3.18 1.08 m 0.965
1.02 + 2.15 = 3.17 2.10 sm 0.963
1.34 + 1.81 = 315 1.35 m 0.956
1.23 + 1.91 = 3.14 1.55 m 0.953
1.26 + 1.88 = 3.14 1.50 m 0.952
1.22 + 1.91 = 3.13 1.56 m 0.949
1.51 + 1.61 = 3.13 1.07 m 0.948
1.26 + 1.85 = i 1.47 m 0.943
1.49 % 1.61 = 3.10 1.08 m 0.941
1:32 + 1.76 = 3.07 1.33 m 0.933
1.41 #* 1.51 = 2.92 1.07 m 0.887
Ar, Ay, As K% Z53R: A= 0.269 A= 0.053 As. K% =58.327%
Result of Aj, Ay, As.K%: A= 0.269 A= 0.033 As. K% =58.327%
2 W 1A
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INTRODUCTION TO THE STRUCTURE AND FUNCTION OF
SOFTWARE FOR PLANT KARYOTYPIC ANALYSIS

Xue Chunying Liu Jianquan
(Northwest Plateau Institute of Biology, the Chinese Academy of Sciences, Xining, 810001)
Wang Qingzhong
(Qinghai Institute of Salt Lakes, the Chinese Academy of Sciences, Xining, 810008)

Abstract

The software design, structure and main functions of plant karyotypic analysis are described. This
software is valid only at the platform of WINDOWS 95. It can be used to calculate the parameters of
chromosome and make chromosome association including A;, A; and As. K %. In comparison with manual
calculation and chromosome association, it has some advantages such as effectiveness, smaller error and more

faith result.

Key words: plant karyotypic analysis; software
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