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Molecular Cloning and Analysis of GmAHRI Gene in Soybean
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Abstract; In this research,the GmAHRI gene was cloned from Glycine max and analyzed its sequences. A ¢cDNA product about
1764 bp was amplified from the total RNA of soybean leaves by reverse transcription PCR ( RT-PCR ) with specific primers de-
signed with the full-length sequence of GmAHRI gene. Sequence analysis showed that the GmAHRI gene family had two mem-
bers,named GmAHRI1 ( FJ594399. 1) and GmAHRI2 ( JNO34043 ) , respectively. The full length of GmAHRI1 and GmAHRI2
were 1764 bp,encoding 587 amino acids, constructed by 10 exons and 9 introns, and located on chromosome Gm12 and Gm13,
respectively. The similarity of two genes reached to 96. 71% in amino acid level, there were obvious difference in secondary
structure , but they had same tertiary structure.
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Table 1 Structure and mapping analysis of GmAHRI1

B E W& TR FEFIDERELIX B HE DK 2 DU it X B E A [ SPE LR SR H P

Length/bp Length of intron/bp Gene matching section Genome matching section E-value Average matching rate/%  Genome No.
285 - 1-285 36959354-36959638 5.6e71™ 87.4 Gml2
93 110 286-378 36959749-36959841 5.3 100 Gml2
66 163 379444 36960005-36960070 2.4 100 Gml2
141 121 445-585 36960192-36960332 4.6e°% 100 Gml2
228 737 586-813 36961070-36961297 2.2e7 ! 100 Gml2
118 104 814931 36961402-36961519 4.1e™% 100 Gml2
140 75 932-1071 36961595-36961734 1.6e7% 100 Gml2
168 139 1072-1239 36961874-36962041 1.0e~% 100 Gml2
156 77 1240-1395 36962119-36962274 1.4e°7 100 Gml2
369 195 1396-1764 36962470-36962835 0 99.2 Gml2

#2 KXE CmAHRR HIZEHMIH TS EN
Table 2 Structure and mapping analysis of GmAHRI2

FERE WA TRE EALRKE  ENARKE AW THIER R AT 5

Length/bp Length of intron/bp Gene matching section Genome matching section  E-value Average matching rate/%  Genome No.
285 - 1285 37976549-37976265 1.3¢714 100 Gml3
93 85 286-378 37976181-37976089 5.3e74 100 Gml3
66 210 379444 37975880-37975815 6.9¢ 7 100 Gml3
141 135 445-585 37975681-37975541 4.6e°% 100 Gml3
228 750 586-813 37974792-37974564 7.8e7 ! 100 Gml3
118 105 814-931 37974460-37974343 4.1e7% 100 Gml3
140 77 932-1071 37974267-37974128 1.6e°% 100 Gml3
168 132 1072-1239 37973997-37973830 1.0e7® 100 Gml3
156 78 1240-1395 37973753-37973598 1.2¢7™ 100 Gml3
369 146 1396-1764 37973453-37973088 0 98.9 Gml3
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He Wb ng R R AH 1, 5 86 5 ( Pisum_sativum )



730 K & B 2 5 1

A AR B vy, AR5 R AK B ( Chlamydomonas _
reinhardtii) il A= BR T ( Cryptococcus_neoformans ) |
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Fig.2 Dendrogram of deduced amino acid sequence

of GmAHRI1 and GmAHRI2 gene in soybean
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