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Table 2 Comparison of the results of heterozygosity analysis between whole genome and transcribed regions

R A e s DBk

Whole genome Transcribed region
GIEiA U TRTRR R 44 65.73 33.28
Average number of detectable markers
EZ e AN TRES Y 17.87 6.53

Average number of polymorphic markers

TS B2 51

PCs with max detectable bands
I AT UL

PCs with min detectable bands
K2 SR B2 519

PCs with max polymorphic bands

Kol 22 251 A Bt 514

PCs with min polymorphic bands
A% A MEKOT (%)

Average level of polymorphism

{ECEZ
Average Number of loci
PR 4ty AT (%)
Average heterozygosity (%)

EAAT/MATC (110)

Eaac/Maac (50)
Eaac/Mrcr (50)
Eaar/Marc (26)
Earc/Marr (26)
Ecaa/Mcre (26)
Eanc/Mrcr (8)

27.41
EH#
P. tomentosa xP. bolleana

5.57

8.47

EAW
P. tomentosa

12.30

18.71

EAAA/MAC (51)
EAAT/MGT (22)

EATC/MCA (15)

EGAA/MTA (3)

19.60

EH#

P. tomentosa xP. bolleana

2.40

7.16

AW
P. tomentosa
4.10

12.47

R AR 2 23 B 5| Tk A 5 55 (2003)
Note: Data of whole genome in the table were cited from Zhang D.Q., et al. (2003)



