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W E MTRBEAEGNEE SRS EXREE MRS ERA BT TRES M
FThEEERMECE X TETEIHFARMER AN EENAEEA T2 ERE
B, AXAWMBMER Y CHE LREY CEHREEMMTFHRERSL ENE L,
A TEEFAAGR(FERLAE E& . CH) AFTREMM FHFRDN 235 M4
MIATT R MR DM, ANOVA ZREW BB K. 5 NEFEHES CHE(IC, =
1.3 pg, 1C,=1.6 pg, 1C; =2.0 pg) FMFEFHAM(1Cx, =1.1 pg,1Cxy =1.3 pg,1Cx; =1.6
pe) ¥ B F KT B o BB B A 4 49 ( 1C;, =4.9 pg,1Cx,, =4.7 pg) (P<0.05), € T2 Bh
AT WA TR G EM A HEF T AERTEFZR(P>0.05), 235 4049 # B T
HEMEREK, ARG EF REERT T, ARG s EF hEHFRENED T TR
B(RHHNT.2H13.5 ) ARMT U MR A AN R HRE N M T THRE(H F
92.5f185.8 ¢) , i LY Wt Bk ARG H M S HEFRENTREHN R AR E 2 7 (P>
0.05), #H—FHRELMKA, YW AEHETANEDEFRAENHFTHEN
HEEMR (A RE vy=0.33) AP G YR MY ERNABTE THEERF EMHXMH
(y=0.67x +3.23,R°=0.11, P = 0.04) ALt Fie A H P REFM XM, HRLE
RABTHEIHTHEE A ERAHCERESE,
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Correlations of plant seed dispersal pattern with genome size and 1000-seed mass. BAI
Cheng-ke* ", CAO Bo, LI Gui-shuang ( College of Life Sciences, Shaanxi Normal University,
Xi’ an 710062, China). Chinese Journal of Ecology, 2013, 32(4) . 832-837.

Abstract: Seed dispersal is essential to the reproduction, distribution, and evolution of plants.
To study the correlations of plant seed dispersal pattern with genome size and 1000-seed mass is
of significance for revealing the invasion of plant seeds and the mechanisms of genome evolution.
In this paper, statistics and correlation analysis were conducted on 235 plant species with com-
plete genome information ( chromosomes number, ploidy, and C-value), 1000-seed mass, and
seed dispersal patterns, based on the previous estimation of some plant species C-values and the
searching of plant C-value database and seed information database. The ANOVA analysis indica-
ted that for the plants whose seeds were dispersed by water, bird, and wind, the C-values (C
=1.3 pg, C,,,=1.6 pg, and C
pg, and 1Cx

wind=2-0 pg) and genome sizes (1Cx . =1.1 pg, 1Cx,,,=1.3
=1.6 pg) were significantly lower than those whose seeds were dispersed by ani-
=4.9 pg, and 1Cx,;,.=4.7 pg) (P <0.05), but no significant differences
were observed among the four dispersal patterns and the unassisted dispersal and animal-carrying
patterns (P > 0.05). The 1000-seed mass of the 235 species varied greatly. The 1000-seed

mass of the plants with seed dispersal by wind and animal-carrying (7.2 g and 13.5 g, respec-

wind

mal-eating (1C,

animal

tively) were obviously lower than that with seed dispersal by water and animal-eating (85.8 g
and 92.5 g, respectively) , but the 1000-seed mass of the plants with unassisted dispersal had no
significant differences with that of other dispersal patterns. The further correlation analysis
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showed that there existed positive correlations between the genome size and 1000-seed mass of the

plants whose seeds were dispersed by animal-eating and water (y=0.33), in which, the correla-

tion for the plants whose seeds were dispersed by animal-eating was significant (y=0. 67 x+

3.23, R*=0.11, P=0.04). These findings would provide references to reveal the mechanisms

of plant seed dispersal, distribution, and genome evolution.

Key words: C-value; genome size; 1000-seed mass; seed dispersal pattern; linear correlation

analysis.
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Table 1 Analysis results of plant C-value, genome size and 1000-seed mass in six different dispersal ways by ANOVA
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Fig.1 Distribution of genome size and 1000-seed mass of
235 investigated plants
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Table 2  Relationships between plant genome size (1Cx)
and 1000-seed mass in six dispersal ways
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EYicLy) y=0.34 x + 1.41 ,R*=0.11, P =0.10 ,y =0.12
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Fig.2 Relationship between log genome size and log 1000-
seed mass
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