Figure S1_BLAST hints for three green algae 18-5.8-28S rRNA

BLAST hint for Haematococcus pluvialis 18-5.8-28S rRNA sequence

Color key for alignment scores
M <40 W 40-50 B 50-80 W 30-200 B >=200

'_L

1000 2000 3000 4000 5000

11



Sequence alignment result for Haematococcus pluvialis 18-5.8-28S rRNA sequence

Haematococcus pluvialis strain KMMCC 1354 185 ribosomal RNA gene, partial sequence
Sequence ID: JQ315539.1 Length: 2040 Number of Matches: 1

Range 1: 1 to 2040 GenBank Graphics

Score Expect Identities Gaps Strand
3738 bits(2024) 0.0 2036/2041{99%) 3/2041(0%) Plus/Plus
Query 142 AAGGGACGTAT 199

, I|II II|I |II|II|II|II|II|II|II II|II||I|||II|II|II|II|II|II
Sbjct 1 GOAAGGRGACGTAT 59

Query 28e TTATTAGATAAAAGGCCAGCCOGECTTOLCCOACCTATOGCGAATCATOATAACTTCACG 259

Sbjct &8 TTATTAGATAAAAGGCCAGCCOGECTTOCCCOACCTATOGCGAATCATOATAACTTCACG 119

Query 268 AATCOCACOECCTTGCGCCOGCGATOT TTCATTCARATTTCTGCCCTATCAACTTTCGAT 319

Sbjct 128 AATCOCACGECCTTGCGCCOGCGATOTTTCATTCAAATTTCTGCCCTATCAACTTTCGAT 179

Query 328 GOTAGGATAGAGGCCTACCATGGTGOTAACGGGTGACGOAGGATTAGGGTTCGATTCCGG 379

Sbjct  1B@ GOETAGGATAGAGGCCTACCATAGGTGOTAACGGGTGACGOAGGATTAGGGTTCGATTCCGG 239

Query 386 AGAGGGEAGCCTOAGAAACGECTACCACATCCAAGGAAGGCAGCAGGCGCGEARATTACCT 439

Sbjct 248 CCTGAGAAACGOCTACCACATCCAAGRAAGECAGCAGGCGCOCARATTACC 299

Query 448 AATCCCOACACOOOGAGOTAGTGACAATARATAACAATACCOOGCATCAATGTCTGGETAA 4589

Sbjct 3ee AATCCCOACACOOOGAGOTAGTGACAATARATAACAATACCOOGCATCAATOGTCTGETAA 359

Query 580 GAGAACAATTTAAATCCCTTAACGAGTATCCATTGEAGGGCAAGTCTGETGCC 559
. ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Shbijct 368 AGAACAATTTAAATCCCTTAACGAGTATCCATTGGAGGGCAAGTCTGGTGCC 419
Query 560 TABAAAGCT 613
. ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Shjct 428 479

Query 628 CATAGTTOGATTTCGGGTGGGT TCCAGCGGTCTGCCTCTGOTATATACTGCTGTGGCCTA 679

sbjct 488 CATAGTTOGEATTTCGAGTGGEGT TCCAGCOGTCTGCCTCTGETATATACTGCTGTGGCCTA 539

Query 638 CCTTTCTOCCGOGRACGTAGTTCCTAGoECTTCATTOTCCGGRACTCGAATTCOGLGAGRAT 739

Sbjct 548 CCTTTCTOCCGOGeACETATTCCTAGoECTTCATTOTCCGGRACTCGAATTCOGLGAGRAT 599

Query 748 ACTTTEAGTAAAACAGCOTETTCAAAGCARGCCTACGCTCTGAATGCATTAGCATGGAAT 799

Sbjct &88 ACTTTEAGTAAAACAGCOTETTCAAAGCARGCCTACGCTCTGAATGCATTAGCATGGAAT 659

Query S8e ATCACGATAGEACTCTGGCCTATCTTETTGOTCTOTAGGACCGGAGTAATGATTAAGAGG 859

Sbjct &eR ATCACGATAGEACTCTEGCCTATCTTETTGOTCTOTAGGACCGEAGTAATGATTAAGAGG 719

Query b8 GACAGTCOGEGECATTCATATTTCATTGTCAGAGOTGAAATTCTTGGATTTATGAAAGALC 219

sbjct 728 GACAGTCOGEEGCATTCATATTTCATTOTCAGAGOTGAAATTCTTGRATT TATGARAGAL 779



BLAST hint for Aegagropila linnaei 18-5.8-28S rRNA sequence
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Sequence alignment result for Aegagropila linnaei 18-5.8-28S rRNA sequence

Aegagropila linnaei gene for 18S ribosomal RNA, partial sequence, Lake Akan
Sequence ID: ABO62698.1 Length: 1738 Number of Matches: 1
> See 3 more title(s)

Range 1: 1 to 1738 GenBank Graphics

Score Expect Identities Gaps Strand
3205 bits(1735) 0.0 1738/1739(99%) 1/1739(0%) Plus/Plus
Query 20 TCGTGATATGCTTGTCTC ATTAAGCCATGCATGTGTAGGTATAACCGATTATACCG 79
ottt
Query 80 GAAAACTGCGAATGGCTCOGGTAAATCAGTTATAGTTTATTTGATAGTGCTCACTACTCGG 139
oo i iy i i
Query 148  ATAACCGTAGTAACGCTAGAGCTAATACGTGCGTAAATCCCGACTCTAGGAAGGGACGTA 199
o it
Query 200 TTTATTAGATAAAAGGCCOACCGGETTTCCCGATCTGCGCTGAATCATGGTAACTTCACG 259
oottt mininthiiim it
Query 260 GATTGCATGGCCTTCGTGLCAGCGACGTGTCATTCAAGTTTCTGCCCCATCATGGTTTCG 319
et ittt
Query 320  ACTGTAATGTATTGGATTACAGTGCCGATAACGGGTAGCGGAGGATTAGGGTTCGATTCC 379
ittt i
Query 388 GGAGAGGGCGCCTGAGAAATGGCGACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTAC 439
N e
Query 448 CCAATCCCAACTCAGGGAGGTAGTGACAAGAAATAACAATGCGGAGCCATAGGTTCTGCA 499
o vt it i
Query 5088  ATTGGAATGAGTACAATTTAAACCACTTAACGAGTACCTATTGGAGGGCAAGTCTGGTG 559
cove o SNSRI e
Query 568 CAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATGTAAGTTGTTGCGATTAAAAAGC 619
o sor QULUTIHIER TR AT
Query 620 CCGTAGCTGAACCTCGGEGRCAGCCCGGACGGETCCGCCTTACGETGAGTACTGTCCTGGGCT 679
v cor MCHONHII RN



BLAST hint for Chlorella ellipsoidea 18-5.8-28S rRNA sequence
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Sequence alignment result for Chlorella ellipsoidea 18-5.8-28S rRNA sequence

Chlorella sorokiniana 185 rRNA gene, strain Prag A14
Sequence ID: X74001.1 Length: 1797 Number of Matches: 1

Range 1: 2 to 1796 GenBank Graphics

Score Expect Identities Gaps Strand
3299 bits(1786) 0.0 1792/1795(99%) 0/1795(0%) Plus/Plus
i tnntadinititnhainimii
sbjct 2 ACCTOATTEATCCTACCAGTAGTCATATGCLTTATCTCARAAGATTAAGCCATGCATATCTA &1

Query 61 AGTATAARACTGCTTTATACTATGAAACTOCOAATOGCTCATTARATCAGTTATAGTTTAT 128

sbjct 62 AGTATAARACTGCTTTATACTATGAAACTOCOAATOGCTCATTARATCAGTTATAGTTTAT 121

Query 121 TTOATGOTACCTACTACTCGOATACCCOTAGTAAATCTAGAGCTAATACGTOCGTAAATC 186

sbjct 122 TTOATGOTACCTACTACTCGGATACCCOTAGTAAATCTAGAGCTAATACGTOCGTAAATC 181

Query 181 CCOACTTCTOOAAGGEACGTATTTATTAGATARAAGECCGACCGAAGCTCTACCCGACTCG 248

sbjct 182 CCOACTTCTEOAAGGEACGTATTTATTAGATARAAGECCGACCEAGCTCTECCCGACTCG 241

Query 241 ATGTTTCATTCAAA 320

sbjct 242 TTTCATTCAAA 3081

Query 381 TTTCTOCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGOTAACGGGTGAC 360

Sbjct 3e2 TTTCTOCCCTATCAACTTTCGATGGTAGGATAGAGGCCTACCATGGTGOTAACGEGTGAC 361

Query 361 GOAGGATTAGGGTTCGATTCCGRAGAGOOAGCCTOAGAAACGOCTACCACATCCAAGGAA 420

Sbjct 362 GOAGGATTAGGGTTCGATTCCGRAGAGOOAGCCTOAGAAACGOCTACCACATCCAAGEAA 421

Query 421 GOCAGCAGGCGUGCARATTACCCAATCCTGACACAGOGAGOTAGTOACAATARATAACAA 480

sbjct 422 AGCAGOCOUECAAATTACCCAATCCTOACACAGOGAGOTAGTGACAATAAATAACAA 481

Query 481 TACTGOGCCTTTTCAGGTCTGATAATTOOAATGAGTACAATCTAAACCCCTTAACGAGGA 540

sbjct 482 TACTGOOCCTTTTCAGGTCTGATAATTOOAATGAGTACAATCTAAACCCCTTAACGAGGA 541

Query 541 TCAATTGOAGGECAAGTCTGGTGCCAGCAGCCGCOGTAATTCCAGCTCCAATAGCGTATA 6020

sbjct 542 TCAATTGOAGGECAAGTCTGGTGCCAGCAGCCGCOGTAATTCCAGCTCCAATAGCGTATA 621

Query &8l AAGTTACTECAGT TAAAAAGCTCAGTAGTTGEATTTCGOGTGGGECCTACCGETCCGE 660

Sbjct 682 GCTGCAGTTAAAAAGCTCGTAGTTGOATTTCGOGTGGGECCTAGCCGOTCCOGE 661

Query 661 CaTTTCGaTETECACTGGCAGOGCCCACCTTOGTTOCCGGGEACGAGCTCCTGGECTTCAC 720

Sbjct 662 CaTTTCGaTETECACTGGCAGOECCCACCTTOGTTOCCGGGEACGAGCTCCTGGECTTCAC 721



