Supplementary files

S1 — Consensus sequence, isolated by Coz-1, contained in the pBd_11 clone and GenBank
analysis

>pBd 11
TTTTGTAAAAACGTACGCCAGTGAATTCGAGCTCGGTACCCGGGGATCCGATATACGATACA
AAATAGAAATAAAATTAGTAAGAAACGGAGAGACACGATCGGGGAATGACAAGAGGAATG
GAACGGGTTAGAGAAGGGTAAAAATACCGATGAATATTTTTATCGAGAACTCGCAAAACTC
CAAGCGCGGTTTGTATCCATTTCAAGAGTCTCGGGGACCGTCTTATAGTAAGGCATCCGTCC
GACCTTTGACCTTTGCTCGGTCCGCAATCCATATGACTAGTAGATCCTCTAGAGTCGACCTGC
AGGCATGCAAGCTTTCCCTATAGTGAGTCGTATTAGAGCTTGGCGTAATCATGGTCATAGCT

GTTTCCTGA
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Query ID |d|Query_40803 Database Name nr
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Query Lengh 379
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Descripti

Sequences producing significant alignments:

Description Max Total Query E Ident
score score cover value

$.salar microsatellite DNA, GT-repeat 200 200 284 2047 100%

@GNS

$.salar microsatellite DNA, GT-repeat 195 195 28% 7e 46 00%

TG)1o

$.salar microsatellite DNA, CAGrepeat 193 193 28% 3045 08%

(CAGY

Uncultured Bacillus sp. gene for 165 rRNA

done:A0 1 187 187 26% 1243 100%

Uncultured bacterium gene for 165 rRNA

partial sequence,clone: CN QX1-B18 183 b ok i ke

Secale cereale DNA done: P9, rye 182 354 26% Be42 9%

chromosome 1 Rspecific fagment
Uncultured glomeromycete gene for large

subunitrRNA partial s2quence, done : 174 174 28% 1e39 95%
E12_33-1

Cloning veclor pDN19, complete 169 238 36% 5638 100%
saquence

Escherichia coli pCAd plaamid 169 169 24% 5038 100%
microsatellite

Phagemid doning wector pTZ19 U, compl ete

sequence 169 238 36% 5e38 100%

Alianments

S.salar micros atellite DNA, GT-repeat (GT)15

Sequence 1D :emb|Y11447.1| Length: 313 Number of Matches: 1
Range 1: 199 t0 255

Accession

X114471

RURES:N
AB1397421

AB1938722
ABGE36241

AB2802531

Score Expect I3z rtities Gaps Strand Frame
200 bits (108) 2eq0 102/102(100%) Q102(0%) Plus/Plus

Features:

Query 271
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S2 — Consensus sequence of 18S rDNA contained in the pBA_18S_c2 clone and GenBank
analysis

>pBh_18S c2

GAGTCTCGTTCGTTATCGGAATTAACCAGACAAATCGTTCCACCAACTAAGAACGGCCATGC
ACCACTATCCATTGAATCAAGAGAGAGCTATCAATCTGTCAATCCTTCCAATGTCCGGGCCT
GATGAGGTTCCCCGTGTTGAGTCAAATTAAGCCGCAGGCTCCACTCCTGGTGGTGCCCTTCC
GTCAATTCCTTTAAGTTTCAGCTTTGCAACCATACTTCCCCCGGAACCCAAAAGCTTTGGTTT
CCCGGAAGCTGCCCGCCGAGTCATCGGAGGAACATCGGCGGATCGCTGGCTGGCATCGTTTA
TGGTTAGAACTAGGGCGGTATCTGATCGCCTTCGAACCTCTAACTTTCGTTCTTGATCAACTA
AGACATACTTGGCAAATGCTTTCGCTTTAGTGCGTCTTGCGACGATCCAAGAATTTCACCTCT
AACGCCGCAATACGAATGCCCCCGCCTGTCCATATTGATCATTACCTCGGGTTCCGAAAACC
AACAAAATAGAACCGAGGTCCTATTCAATTATTCCATGCACCACTATTCAGGCTGAGCTCAG
CCTGCTTTGAGCACTCTAATTTGTTCAAAGTAAACGTGCCGGCCCACCTCGACACTCAGTTA
AGAGCACCGCGGCGGGATTAGATAGGCGACCGGCGGATCCCGGGGGGGAGCTTCGGACCCG
TTCCGGGTCTTACGCCCCGCCCGCCGGGCCGCGGCCGCCACCGGCAGGACATCCCACGGCGT
GCCAGTTGCACCGACAGGCGGTGAACCGACAGCGTGGGACGCAGGACCAACTACGAGCTTT
TTAACCGCAACAACTTTAATATACGCCATTGGAGCTGGAATTACCGCGGCTGCTGGCACCAG
ACTTGCCCTCCAATAGGTACTTGTTAAATGATTTAGAGTGTGCTCATTCCGATTACGGGGCCT
CGGATGAGTCCCGTATCGTTATTTTTTGTCACTACCTCCCCGTGCCGGGAGTGGGTAATGTGC
GTGCCTGCTGCCTTCCTTG
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Sequences producing sigrificant algrments:
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