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©Descriptions
Sequences producing significant alignments:

Description Max Total Query E Per. Accession
Score Score Cover value Ident

Equisetum variegatum voucher ZA2012-

2553 internal transcribed spacer 2, partial 619 619 100% 7e-173 100.00% KT960212.1

sequence

Trebouxia sp. Hap09 internal transcribed
spacer 1, partial sequence; 5.8S
ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% MN832493.1

Trebouxia sp. HapOQ7 internal transcribed
spacer 1, partial sequence; 5.8S
ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% MN832491.1

Trebouxia sp. Hap06 internal transcribed
spacer 1, partial sequence; 5.8S
ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% MN832490.1

Trebouxia impressa isolate L2239p

internal transcribed spacer 1, partial

sequence; 5.8S ribosomal RNA gene, 608 608 100% 2e-169 98.25% KX181276.1
complete sequence; and internal

transcribed spacer 2, partial sequence

Trebouxia impressa isolate L2238p

internal transcribed spacer 1, partial

sequence; 5.8S ribosomal RNA gene, 608 608 100% 2e-169 98.25% KX181275.1
complete sequence; and internal

transcribed spacer 2, partial sequence

Trebouxia flava isolate L3229 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% OM275696.1

Trebouxia flava isolate L3228 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% OM275695.1

Trebouxia flava isolate L3227 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% OM275694.1

Trebouxia flava isolate L3012 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

608 608 100% 2e-169 98.25% OM275632.1



Description

Trebouxia flava isolate L2725 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Uncultured Trebouxia photobiont partial
18S rRNA gene, ITS1, 5.8S rRNA gene,
ITS2 and partial 26S rRNA gene, clone L-
475-t2

Trebouxia impressa isolate L4130 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4129 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3336 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3317 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L2513 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L2567 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4196 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4164 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence
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98.25%

98.25%

97.96%

97.96%

97.96%

97.96%

97.96%

97.67%

97.67%

97.67%

Accession

OM275516.1

AM159209.1

OM275768.1

OM275767.1

OM275707.1

OM275705.1

OM275494.1

OM275498.1

OM275791.1

OM275781.1



Description

Trebouxia flava isolate L4154 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4153 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4119 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4118 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3955 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3915 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3913 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3910 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3904 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3902 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence
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100%
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E
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3e-166
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3e-166
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97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

Accession

OM275774.1

OM275773.1

OM275763.1

OM275762.1

OM275761.1

OM275757.1

OM275756.1

OM275755.1

OM275754.1

OM275753.1



Description

Trebouxia flava isolate L3725 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3722 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3538 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3484 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3481 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3439 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3422 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3419 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3358 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3340 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Max
Score

597

597

597

597

597

597

597

597

597

597

Total
Score

597

597

597

597

597

597

597

597

597

597
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Cover

100%

100%

100%

100%

100%

100%

100%

100%

100%

100%

E
value

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

Per.
ldent

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

Accession

OM275748.1

OM275746.1

OM275730.1

OM275725.1

OM275724.1

OM275718.1

OM275717.1

OM275716.1

OM275710.1

OM275708.1



Description

Trebouxia flava isolate L3293 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia sp. phot1688 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. phot1686 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. phot1685 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. phot1682 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. phot1302 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. phot1301 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. TAE1 internal transcribed
spacer 1, partial sequence; 5.8S
ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Uncultured Trebouxia photobiont partial
18S rRNA gene, ITS1, 5.8S rRNA gene,
ITS2 and partial 26S rRNA gene, clone L-
329-t1

Uncultured Trebouxia photobiont voucher
J. Blaha b348 (GZU) internal transcribed
spacer 1, partial sequence; and 5.8S
ribosomal RNA gene and internal
transcribed spacer 2, complete

sequence

Max
Score

597

597

597

597

597

597

597

597

597

597
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597

597

597

597

597

597

597

597

597

597
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100%

100%

100%

100%

100%

100%

100%

100%

100%

100%

E
value

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166

3e-166
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ldent

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

97.67%

Accession

OM275703.1

KC757601.1

KC757600.1

KC757599.1

KC757598.1

KC757555.1

KC757554.1

FJ792798.1

AM159203.1

DQ166597.1



Description

Trebouxia impressa isolate L1428 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and 28S ribosomal RNA gene, partial
sequence

Trebouxia sp. Hap02 internal transcribed
spacer 1, partial sequence; 5.8S
ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L2252p
internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene,
complete sequence; and internal
transcribed spacer 2, partial sequence

Trebouxia impressa isolate L2251p
internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene,
complete sequence; and internal
transcribed spacer 2, partial sequence

Trebouxia impressa isolate L2249p
internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene,
complete sequence; and internal
transcribed spacer 2, partial sequence

Trebouxia impressa isolate L2248p
internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene,
complete sequence; and internal
transcribed spacer 2, partial sequence

Trebouxia impressa isolate L2246p
internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene,
complete sequence; and internal
transcribed spacer 2, partial sequence

Trebouxia impressa isolate L4194 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4193 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4180 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4178 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Max
Score

595

592

592

592

592

592

592

592

592

592

592

Total
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595

592

592

592

592

592

592

592

592

592

592
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Cover

100%

100%

100%

100%

100%

100%

100%

100%

100%

100%

100%

E
value
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2e-164

2e-164

2e-164

2e-164

2e-164
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2e-164

2e-164
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97.67%

97.38%
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97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

Accession

KJ754210.1

MN832486.1

KX181283.1

KX181282.1

KX181281.1

KX181280.1

KX181278.1

OM275790.1

OM275789.1

OM275785.1

OM275784.1



Description

Trebouxia impressa isolate L4176 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4172 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L4163 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4156 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4155 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L4152 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3953 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3952 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3888 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3887 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Max
Score

592

592

592

592

592

592

592

592

592

592
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592

592

592

592

592

592

592

592

592

592
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100%

100%

100%

100%

100%

100%

100%

100%

100%

100%

E
value

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

Per.
ldent

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

Accession

OM275783.1

OM275782.1

OM275780.1

OM275776.1

OM275775.1

OM275772.1

OM275760.1

OM275759.1

OM275752.1

OM275751.1



Description

Trebouxia impressa isolate L3724 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3692 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3681 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3653 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3577 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3576 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3572 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3569 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3564 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3559 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Max
Score

592

592

592

592

592

592

592

592

592

592
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Score

592

592

592

592

592

592

592

592

592

592
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100%

100%

100%

100%

100%

100%

100%

100%

100%

100%

E
value

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164
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ldent

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

Accession

OM275747.1

OM275742.1

OM275741.1

OM275740.1

OM275737.1

OM275736.1

OM275735.1

OM275734.1

OM275733.1

OM275732.1



Description

Trebouxia flava isolate L3523 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3497 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3440 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3365 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3314 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3183 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L3182 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3171 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia flava isolate L3167 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Trebouxia impressa isolate L2962 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

Max
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592
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100%

100%

100%
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2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164

2e-164
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97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

97.38%

Accession

OM275728.1

OM275727.1

OM275719.1

OM275711.1

OM275704.1

OM275654.1

OM275653.1

OM275644.1

OM275641.1

OM275584.1



Description Max Total Query E Per. Accession
Score Score Cover value Ident

Trebouxia impressa isolate L2961 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275583.1

Trebouxia flava isolate L2960 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275582.1

Trebouxia flava isolate L2955 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275578.1

Trebouxia flava isolate L2954 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275577.1

Trebouxia flava isolate L2952 internal
transcribed spacer 1, partial sequence;
5.88S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275575.1

Trebouxia flava isolate L2723 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275514.1

Trebouxia impressa isolate L2635 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

592 592 100% 2e-164 97.38% OM275507.1

Trebouxia impressa isolate 823-1-P/L
internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene and
internal transcribed spacer 2, complete
sequence; and large subunit ribosomal
RNA gene, partial sequence

592 592 100% 2e-164 97.38% MZ919275.1

Trebouxia impressa isolate L2920 internal
transcribed spacer 1, partial sequence;
5.8S ribosomal RNA gene and internal
transcribed spacer 2, complete sequence;
and large subunit ribosomal RNA gene,
partial sequence

588 588 100% 2e-163 97.08% OM275546.1

A_Iignments

Equisetum variegatum voucher ZA2012-2553 internal transcribed spacer 2, partial sequence

Sequence ID: KT960212.1 Length: 343 Number of Matches: 1
Range 1: 1 to 343



Frame

Strand

Gaps

Identities

Expect

Score

Plus/Plus

0/343(0%)

343/343(100%)

7e-173()

619 bits(335)

Features:

® ® & ® ®& ®© O ©
® ®© NN N 0 0 ¥ I © o
O VU dH +d = d N N m m
L —< F—F= VU—0 V—UL =Z2—2=2
I—< <—< F——F— OV—0O F—+
Ug—u O0—08 U—U F—F E—
Oo—0 F—F OU—0 F— =Z—22
O—9 F—F= U—U F— U—0
O—0 g<—< V—U V—U OU—U
O— I—< V—LU OU—0U O—0
— << +—F <—<< U—OU
_——F O0—0 FE—= U—0 JI—<J
O—L O—0O <—< F——F U—U0
o—0 k= OU—0U UVU—0 0O—0
O—0 V—0O <—< UV—0O I—<
I—IL FF—F I—< I<—< U—U m m
O—0 <—< <—< F—F OU—0 <
_— O—U I— OU—0O F—F m ™M
EF—F O0—U I<—< O—0 0VU—0
2—= LV—U U—0U F—F FE—F
=2—= I k } } 0—0 MlM
Oo— EE—F U—U E—F= U—U —_
O—0 — O—0 I<—<I O—0O F—+
—— — I—< VU—O0 —_— ——
_— U—uU U—J U—uU — U—U
— o—U F—F U—U — Ml
— MlM 0—0 F—F UO—0 —_—
— — O—O +—F E—F UO—U
U—0 U—U U—U 00— g<—a F—F
O—0 F—F U—U I—<I U—U U—U
Oo— LV—LU O—0U U—0U U—U O—0
—_ U—U —F+ U—U —F U—0
—_ OUO—OV +—F U—U —F U—0U
O—0 49— L—0 VU—0 VU—U VU—U
_——F e 00— JI— O—0 JIL—<
_—— O—U Id—< Jg— o—0 U—U
— I—< F—F <— E—F <—<
OU—0L F—F U—U UOU—0O <<—<g <—<
= — —x 00— <—<I UV—0
<—< O—L OUO—0O g—< U—U JI—<
I —L O—0O U—ULU I—< O—0O I—<I
O—0 O—0O VU—ULU g—< LVU—U U—OU
O—0 OU—OU L —< +——F VU—0
I + k L —< LV—U O—0O
<—< O—O Uo—U O0—0 gI—<I
uU—0  O—U + } U—U
Oo—0 O—0 Vu—U0 F } }
I —< <— UVU—0O LVL—LU V—U OU—OU
L—< U—U U—0U LVU—U U—U OU—0
O—0 F—F U—U UVU—U F—F I—<
_— O—U | t } } O—3
o— O—O +—F F—F U—U F—
o9—0 O0—0O F—F F—F U—U U—U
Oo—U FF—F U—U U—U O—0O U—U
— U—U O0—0O 0O—0O E—k JI—<X
E—F= FF—F 0—0 F—F <—< U—U0
—_—t O—0U = U—U U—y U—0U
— = U—U O0—0 OV—0 —+
O—0 I<—< O—0 I—< +——+ F—+
L —< VO—V I—< O—O +——+ +—+
Uo— O—O U—U O—0O VU—0O VU—U
O—0 Ig—< O—U UV—0O OVO—0O VO—0
- O0—0 FF— F—F U—U 0O—0
R s s R = =
- =4 N N 00 0 I I O O
o = VW VW H H +H +d N N Mm m
P N L T N T ]
¢ U L U ¢ U L U L U < U
[ R R
3 O 3 O S 9 S O 3 9 3 9
Q NN © N ©Q N O n O ynn O n

Trebouxia sp. Hap09 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2,

complete sequence; and large subunit ribosomal RNA gene, partial sequence

Sequence ID: MN832493.1 Length: 697 Number of Matches: 1

Range 1: 300 to 642
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Query 301

Sbjct 600

Trebouxia sp. Hap07 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2,

complete sequence; and large subunit ribosomal RNA gene, partial sequence

Sequence ID: MN832491.1 Length: 697 Number of Matches: 1

Range 1: 300 to 642
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Query 301

Trebouxia sp. Hap06 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2,

complete sequence; and large subunit ribosomal RNA gene, partial sequence
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Trebouxia impressa isolate L2239p internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, complete sequence; and

internal transcribed spacer 2, partial sequence

Sequence ID: KX181276.1 Length: 692 Number of Matches: 1

Range 1: 289 to 631
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Query 241 CGGTTGCATGCCTTCGTTGCTCGCAATGGCTTCCATGAAAGCGTGTGCAGGACGCCNTTN 300
i szo USRI, e
Query 301 GGCTTTCGACCTGAGCTCAGGCAAGAACACCCGCTGAACTTAA 343
oy it
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