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Descriptions

Sequences producing significant alignments:

Description

Equisetum x meridionale internal
transcribed spacer 1, partial sequence

Equisetum ramosissimum isolate
BPTPS056 small subunit ribosomal RNA
gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA
gene, and internal transcribed spacer 2,
complete sequence; and large subunit
ribosomal RNA gene, partial sequence

Equisetum variegatum subsp. variegatum
internal transcribed spacer 1, partial
sequence

Equisetum ramosissimum subsp.
ramosissimum internal transcribed spacer
1, partial sequence

Equisetum x moorei internal transcribed
spacer 1, partial sequence

Equisetum variegatum 18S ribosomal
RNA gene, partial sequence; internal
transcribed spacer 1, complete sequence;
and 5.8S ribosomal RNA gene, partial
sequence

Equisetum variegatum voucher B.
Hoshizaki 5692 18S ribosomal RNA gene,
partial sequence; internal transcribed
spacer 1, complete sequence; and 5.8S
ribosomal RNA gene, partial sequence

Equisetum laevigatum 18S ribosomal
RNA gene, partial sequence; internal
transcribed spacer 1, complete sequence;
and 5.8S ribosomal RNA gene, partial
sequence

Equisetum ramosissimum isolate
BPTPS123 small subunit ribosomal RNA
gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA
gene, and internal transcribed spacer 2,
complete sequence; and large subunit
ribosomal RNA gene, partial sequence

Equisetum ramosissimum 188S ribosomal
RNA gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA
gene and internal transcribed spacer 2,
complete sequence; and 26S ribosomal
RNA gene, partial sequence

Equisetum x ferrissii 18S ribosomal RNA
gene, partial sequence; internal
transcribed spacer 1, complete sequence;
and 5.8S ribosomal RNA gene, partial
sequence

Equisetum hyemale subsp. affine 18S
ribosomal RNA gene, partial sequence;
internal transcribed spacer 1, complete
sequence; and 5.8S ribosomal RNA gene,
partial sequence

Max
Score

390
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350

344

333

329

326

322

316

316

311

303

Total
Score

390
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344
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Query
Cover

100%

100%

100%

99%

100%

100%

100%

100%

100%

100%

100%

100%

value

3e-104

1e-98

6e-92

3e-90

6e-87

8e-86

1e-84

1e-83

6e-82

6e-82

3e-80

5e-78

Per.
Ident

100.00%

98.58%

96.68%

96.65%

95.28%

94.79%

94.31%

93.84%

93.84%

93.84%

92.89%

92.42%

Accession

DQ377156.1

OM670239.1

DQ377155.1

DQ377153.1

DQ377157.1

EU328340.1

EU372664.1

EU328341.1

ON685433.1

AF448794.1

EU328338.1

EU328339.1



Description

Equisetum variegatum voucher B.
Hoshizaki 203 18S ribosomal RNA gene,
partial sequence; internal transcribed
spacer 1, complete sequence; and 5.8S
ribosomal RNA gene, partial sequence

Equisetum hyemale subsp. hyemale
internal transcribed spacer 1, partial
sequence

Equisetum hyemale subsp. affine 18S
ribosomal RNA gene, partial sequence;
internal transcribed spacer 1, complete
sequence; and 5.8S ribosomal RNA gene,
partial sequence

Equisetum hyemale genes for ITS1, 5.8S
rRNA, ITS2, partial sequence,
bio_material: KB:NIBR0000051239

Equisetum scirpoides voucher P.
Hammond s.n 18S ribosomal RNA gene,
partial sequence; internal transcribed
spacer 1, complete sequence; and 5.8S
ribosomal RNA gene, partial sequence

Equisetum ramosissimum 18S ribosomal
RNA gene, partial sequence; internal
transcribed spacer 1, complete sequence;
and 5.8S ribosomal RNA gene, partial
sequence

Equisetum telmateia isolate DM233 small
subunit ribosomal RNA gene, internal
transcribed spacer 1, 5.8S ribosomal RNA
gene, internal transcribed spacer 2, and
large subunit ribosomal RNA gene,

region

Equisetum sylvaticum 18S ribosomal RNA
gene, partial sequence; internal
transcribed spacer 1, complete sequence;
and 5.8S ribosomal RNA gene, partial
sequence

Alignments
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Score
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Total
Score

302
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100%

90%

45%

22%

Equisetum x meridionale internal transcribed spacer 1, partial sequence
Sequence ID: DQ377156.1 Length: 211 Number of Matches: 1

Range 1: 1 to 211

Score Expect

Identities

Gaps

Strand

E

value

2e-77

6e-77

2e-76
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1e-58

2e-17

5e-08
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Per
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92.42%

92.42%

91.94%
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89.10%
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86.32%
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Equisetum ramosissimum isolate BPTPS056 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S

ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence

Sequence ID: OM670239.1 Length: 3631 Number of Matches: 1

Range 1: 1495 to 1704
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Equisetum variegatum subsp. variegatum internal transcribed spacer 1, partial sequence

Sequence ID: DQ377155.1 Length: 294 Number of Matches: 1

Range 1: 38 to 246
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Query 181

Sbjct 216

Equisetum ramosissimum subsp. ramosissimum internal transcribed spacer 1, partial sequence

Sequence ID: DQ377153.1 Length: 206 Number of Matches: 1

Range 1: 1 to 206

Frame

Strand
Plus/Plus

Gaps
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Expect

Score

3/209(1%)
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344 bits(186)
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Query 181

Sbjct 178

Equisetum x moorei internal transcribed spacer 1, partial sequence

Sequence ID: DQ377157.1 Length: 209 Number of Matches: 1

Range 1: 1 to 209

Frame

Strand
Plus/Plus

Gaps

4/212(1%)

Identities
202/212(95%)

Expect

Score

6e-87()

333 bits(180)
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Query 180
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