® 9P Fenzi Zhiwu Yuzhong (Online), 2012, Vol.10, 1171-1178

ST R R (FI2RIR), 2012 45, 55 10 %, 4 1171-1178 7 ((
http://mpb.5th.sophiapublisher.com

RARER

Technology Feature

EXK DNA I8 E ST SSR BB #1844 GeneMapper #1 GeneMarker B
8]~ 5

T2 Omam tT BRI T BART, S T Em T T, mker T
1. HHITTER, JE5T, 100089
2. LT ARMAER AR TKBFF L, 65T, 100097
3. bR R A IR AR, Jbs, 100083
IR
I maizezhao@126.com P 1%
STV E D, 2012 4F, 55 10 45, 5524 /&5 doi: 10.5376/mpb.cn.2012.10.0024
WA HIA: 20124504 H 24 H
B2 HW: 20124205 A 16 H
REHM: 2012406 A 05 H
1% /2 %% R Creative Commons Attribution License #EATHAX AT AL 18 3C. REXSARJFAER 1S 451, MBETE N SevrH FREE =07 ook
PRI 51 1.
SR (H30):
F %%, 2012, £k DNA 840 %Ehpifh SSR ¥R 4T GeneMapper 11 GeneMarker [¥I8H bk, 4> T4 & Fi(online) Vol.10 No.24
pp.1171-1178 (doi: 10.5376/mpb. cn.2012.10.0024)
SR R(EE0):
Wang et al., 2012, The Application Comparison of Two SSR Data Analysis Softwares GeneMapper and GeneMarker Used in the Identification of Maize
Variety, Fenzi Zhiwu Yuzhong (online) (Molecular Plant Breeding) Vol.10 No.24 pp.1171-1178 (doi: 10.5376/mpb.cn.2012.10.0024)

& FE GeneMapper 5 GeneMarker /& SSR i Wi 1 BHcE . AT 40 X515} 11 B3 FAA T KB,
GeneMapper 5 GeneMarker 43 H7 45 W& 15 1 99%, 15 B P A 14 7T 55 14 ) 1R i o 6 GeneMarker 75 544 ik 2% Pull-up
W, P Panel 2:hfg Lilt— B4k, WA T AT oHrEtIa], PR T A TEAE HELAiR 25 . GeneMarker B0 (0 F+0H
P F oK DNA 48 SCEE 2 AR AL S 1 3 Ak B A 3 Sl Bh AR

X i#1m EK; SSR; GeneMarker; DNA 840 % &

The Application Comparison of Two SSR Data Analysis Softwares GeneMapper
and GeneMarker Used in the Identification of Maize Variety
Wang Rui 2™ Tian Hongli ***, Wang Fengge 2, Zhao Jiuran %=, Yi Hongmei 2, Wang Lu %%, Li Nan **, Huo

Yongxue =

1. Capital Normal University, Beijing, 100089

2. Maize Research Center, Beijing Academy Agriculture and Forestry Sciences, Beijing, 100097
3. Beijing Todaysoft Limited, Beijing, 100083

*These authors contributed equally

Corresponding author, maizezhao@126.com;  B={ Authors

Abstract GeneMapper and GeneMarker are main softwares in the analysis of SSR data. 40 pairs of primers were used to analysis
11 groups of hybrids and their parents, and the parallel degree reached 99% between GeneMapper and GeneMarker, therefore this
could conclude that the reliability of two softwares were reliability. Some functions were updated in GeneMarker, such as amphiploid
filter, removing Pull-up peaks, shifting Panels. These changes reduced the manual work, as well as decreased the manual errors. The
updating of GeneMarker made an important effort for the standardization and automatic construction of maize DNA fingerprint
database.
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Figure 2 Before and after removing Pull-up peaks in the
capillary electrophoresis

Note: A: Before removing Pull-up peaks (viewed by GeneMapper
v3.7); B: After removing Pull-up peaks (viewed by Gene-
Marker-BMSTC v1.0)
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Figure 3 Panel moving interface of GeneMarker-BMSTC v1.0
(Primer: phi080k15)

Note: A: Before moving Panel; B: After moving Panel
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Figure 4 PCR products of Jingkenuo120 and their parents detected with fluorescence detection (Primer: bnlg2291k4)
Note: A: The analysis result of GeneMapper v3.7; B: The analysis result of GeneMarker-BMSTC v1.0
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Figure 6 PCR products of Jingkenuo120 and their parents detected with fluorescence detection (Primer: umc1705w1)
Note: A: The analysis result of GeneMapper v3.7; B: The analysis result of GeneMarker-BMSTC v1.0
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Figure 8 PCR products of Jingyu7 and their parents detected with fluorescence detection (Primer: umc1506K12)

Note: A: The analysis result of GeneMapper v3.7; B: The analysis result of GeneMarker-BMSTC v1.0
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Figure 10 PCR products of Jingkenuo120 and their parents detected with fluorescence detection (Primer: phi053k2)
Note: A: The analysis result of GeneMapper v3.7; B: The analysis result of GeneMarker-BMSTC v1.0
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