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<PCRI i & fE Al > <PCRY17)L
final conc. ul °C min
dH,0 - 14875 94°C  9min
10X PCR buffer I . . 96°C  1min—
(-MgCl,) | 58°C  1min |cyiies
dNTP mixture 0.2mM 2.5 72°C 1min —
25mM MgCl, 1.5mM 15 72°C  5min

forward primer (25uM)  0.5uM 0.5
reverse primer (25uM)  0.5uM 0.5
AmpliTaq Gold (5U/ul)  0.625U 0.125
template DNA BYE 2.5
M2 E 25ul
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Sequence Entry

Accession No

ryEQOY
( 34 :Zea mays )

=

Zea mays clone 1503689 mRNA sequence

EU955045

96.65

Zea mays cultivar line X17 16S ribosomal RNA,16S-23S ribosomal RNA
intergenic spacer, partial sequence

DQ369917

96.3

Zea mays cultivar line T62 16S ribosomal RNA,16S-23S ribosomal RNA
intergenic spacer, partial sequence

DQ369910

96.3

Zea mays clone Contig488 mRNA sequence

BT016655

95.91

Zea mays subsp. mays x Zea perennis 16S ribosomal RNA, 16S-23S
ribosomal RNA intergenic spacer,partial sequence

DQ369908

95.17

XE
(%4 : Glycine max)

Glycine max 18S ribosomal RNA gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed
spacer 2, complete sequence; and 26S Yribosomal RNA gene, partial
sequence

FJ609734

100

Glycine max cultivar Hwangkeum 18S ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, complete sequence; and 5.8S
ribosomal RNA gene partial sequence

EU118312

100

Glycine soja cultivar IT182932 18S ribosomal RNA ene partial sequence;
internal transcribed spacer 1, complete sequence; and 5.8S ribosomal
RNA gene, partial sequence

EU118313

100

Glycine max voucher PS1684MTO01 18S ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and
internal transcribed spacer 2,complete sequence; and 28S ribosomal RNA
gene, partial sequence

FJ980442

100

Glycine max isolate 48Hidatsa internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene, complete sequence; and internal
transcribed space 2, partial sequence

AF144654

99.47

x4
(%4 : Actinidia deliciosa
H 3LV [EActinidia
chinensis)

Actinidia deliciosa genes for 18S ribosomal RNA, internal transcribed
spacer 1, 5.8S ribosomal RNA, partial and complete sequence

AB253775

99.66

Actinidia henanensis internal transcribed spacer 1, partial sequence; 5.8S
ribosomal RNA gene,complete sequence; and internal transcribed spacer
2, partial sequence

AF323841

99.62

Actinidia deliciosa clone 1 internal transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene, complete sequence; and internal transcribed
spacer 2, partial sequence

AF323830

99.62

Actinidia callosa var. strigillosa clone 20 internal transcribed spacer 1,
partial sequence; 5.8S ribosomal RNA gene, complete sequence; and
internal transcribed spacer 2, partial sequence

AF323829

99.62

Actinidia callosa var. strigillosa clone 10 internal transcribed spacer 1,
partial sequence; 5.8S ribosomal RNA gene, complete sequence; and
internal transcribed spacer 2, partial sequence

AF323827

99.61
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Sequence Entry

Accession No

%

4

( Solanum lycopersicum )

Solanum lycopersicum genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, 28S
rRNA, partial and complete sequence, cultivar: Momotaro

Solanum lycopersicum genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, 28S
rRNA, partial and complete sequence, note: jtomate creollo

Solanum lycopersicum var. cerasiforme genes for 18S rRNA, ITS1, 5.8S
rRNA, ITS2, 28S rRNA, partial and complete sequence

Solanum pimpinellifolium genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, 28S
rRNA, partial and complete sequence

Lycopersicon esculentum internal transcribed spacer 1, 5.8S ribosomal
RNA gene, and internal transcribed spacer 2, complete sequence

AB373816.1

AB373815.1

AB373814.1

AB373813.1

AF2447471

100%

100%

100%

100%

100%

yrd
(%4 :Malus pumila)

Malus domestica cultivar Ashmeads Kernal internal transcribed spacer 1,
5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence

Malus domestica cultivar Reinette Simerenko internal transcribed spacer
1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence

Malus sieversii isolate sieversiiJ5 internal transcribed spacer 1, 5.8S
ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence

AF186480.1

AF186478.1

AF186490.1

97%

97%

97%

Malus sieversii isolate sieversiiJ8 internal transcribed spacer 1, 5.8S
ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence

Malus sieversii isolate siversiiJ7 internal transcribed spacer 1, 5.8S
ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence

AF186493.1

AF186492.1

97%

97%

JL=Ia -y
(%24 : Gitrus x paradisi)

Citrus x paradisi bio-material SOFRI:STGBC603 18S ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene,
and internal transcribed spacer 2, complete sequence; and 28S ribosomal
RNA gene, partial sequence

Citrus maxima bio—material BIRDI:SH-TKD5 18S ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene,
and internal transcribed spacer 2, complete sequence; and 28S ribosomal
RNA gene, partial sequence

Citrus maxima bio—material BIRDI:SH-P36 18S ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene,
and internal transcribed spacer 2, complete sequence; and 28S ribosomal
RNA gene, partial sequence

Citrus maxima bio—material BIRDI:SH-P9 18S ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and
internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA
gene, partial sequence

Citrus maxima bio—material FRDC:SH-P47 18S ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene,
and internal transcribed spacer 2, complete sequence; and 28S ribosomal
RNA gene, partial sequence

FJ641956.1

FJ641954.1

FJ641953.1

FJ641952.1

FJ641951.1

99%

99%

99%

99%

99%
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TEL 046-295-8787 FAX 046-294-3738
URL http://www.fasmac.co.jp

E-mail gmo@fasmac.co.jp
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