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Figure S1. A. Fluorescence spectral scanning curves of four species of microalgae
pigment extracts. All pigments were extracted using the same concentration of algal
culture. The excitation wavelength is 488 nm. B. The pigment extracts of four microalgae
were separated using TLC. The chlorophylls and carotenoids of the four microalgae were
different. Blue light of 440-485 nm was used for fluorescence observation, and the
samples containing chlorophyll a & b were shown strong visible red fluorescence, and
the samples containing only chlorophyll a had only weak visible red fluorescence.
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A single-cell microalgae was screened from natural water in Qingdao near our laboratory
(The microscopic pictures are shown below). We identified by sequencing 18S. the
primers are 18S-F: 5’-AACCTGGTTATCCTGCCAGT-3’; 18S R
5’-ATCCTTCTGCAGGTTCACCTAC-3'. after sequencing and Blast, the result shown as below.
We consider it a strain of Chlorella sp.
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>Seq
AGTCAACGACTTCTCTTCCTCTAGGTGGGAGGGTTTAATGAACTTCTCGGCGGCCGAGAGCGGAGACCGCACCCGGTCGCCAATCC
GAACACTTCACCAGCACACCCAATCGGTAGGAGCGACGGGCGGTGTGTACAAAGGGCAGGGACGTAATCAACGCAAGCTGATGAC
TTGCGCTTACTAGGCATTCCTCGTTGAAGATTAATAATTGCAATAATCTATCCCCATCACGATGCAGTTTCAAAGATTACCCGGGCCTCT
CGGCCAAGGCTAGGCTCGTTGAATGCATCAGTGTAGCGCGCGTGCGGCCCAGAACATCTAAGGGCATCACAGACCTGTTATTGCCTC
ATGCTTCCATTGGCTAGTCGCCAATAGTCCCTCTAAGAAGTCCGCCGGCTGGCGAGCCAACCGTGACTATTTAGCAGGCTGAGGTCTC
GTTCGTTACCGGAATCAACCTGACAAGGCAACCCACCAACTAAGAACGGCCATGCACCACCACCCATAGAATCAAGAAAGAGCTCTC
AATCTGTCAATCCTCACTATGTCTGGACCTGGTAAGTTTTCCCGTGTTGAGTCAAATTAAGCCGCAGGCTCCACGCCTGGTGGTGCCC
TTCCGTCAATTCCTTTAAGTTTCAGCCTTGCGACCATACTCCCCCCGGAACCCAAAAACTTTGATTTCTCATAAGGTGCCGGCGGAGT
CATCGAAGAAACATCCGCCGATCCCTAGTCGGCATCGTTTATGGTTGAGACTAGGACGGTATCTAATCGTCTTCGAGCCCCCAACTTTC
GTTCTTGATTAATGAAAACATCCTTGGCAAATGCTTTCGCAGTAGTTCGTCTTTCATAAATCCAAGAATTTCACCTCTGACAATGAAATA
CGAATGCCCCCGACTGTCCCTCTTAATCATTACTCCGGTCCTACAGACCAACAGGATAGGCCAGAGTCCTATCGTGTTATTCCATGCTAA
TGTATTCAGAGCGTAGGCCTGCTTTGAACACTCTAATTTACTCAAAGTAACAGCGCCGACTCCGAGTCCCGGACAGTGAAGCCCAGG
AGCCCGTCCCCGGCAACAAGGTGGGCCCTGCCAGTGCACACCGAAACGGCGGACCGGCAGGCCCCACCCGAAATCCAACTACGAG
CTTTTTAACTGCAGCAACTTAAATATACGCTATTGGAGCTGGAATTACCGCGGCTGCTGGCACCAGACTTGCCCTCCAATTGATCCTCG
TTAAGGGGTTTAGATTGTACTCATTCCAATTACCAGACCTGAAAAGGCCCAGTATTGTTATTTATTGTCACTACCTCCCTGTGTCAGGAT
TGGGTAATTTGCGCGCCTGCTGCCTTCCTTGGATGTGGTAGCCGTTTCTCAGGCTCCCTCTCCGGAATCGAACCCTAATCCTCCGTCAC
CCGTTACCACCATGGTAGGCCTCTATCCTACCATCGAAAGTTGATAGGGCAGAAATTTGAATGAAACATCGCCGGCACGAGGCCATGC
GATTCGTGAAGTTATCATGATTCACCGCGAGTCGGGCAGAGCCCGGTCGGCCTTTTATCTAATAAATACGTCCCTTCCAGAAGTCGGG
ATTTACGCACGTATTAGCTCTAGATTTACTACGGGTATCCGAGTAGTAGGTACCATCAAATAAACTATAACTGATTTAATGAGCCATTCG
CAGTTTCACAGTATAAAGCAGTTTATACTTAGACATGCATGCTATACTAAAACT
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Chlorella sp. ZJU0209 18S ribosomal RNA gene, partial sequence
Sequence ID: JX097061.1 Length: 17770 Number of Matches: 1

Range 1: 31 to 1741 GenBank Graphics
Score Expect Identities Gaps Strand

3147 bits(1704) 0.0 1709/1711(99%) 1/1711(0%) Plus/Minus

e T T

Shjct 1741 ACGACTTCTCCTTCCTUTAGGTGGGAGGGTTTAATGAACTTCTCGGUGGUCGAGAGDGGA 1

S D

Shjct 1681 GACCGCACCCGGTCGCUAATCCGAACACTTCACCAGCACACCCAATCGGTAGGAGCGACG 1

R

Shjct 1621 GGOGGTGTGTACAAAGGGCAGGGACGTAATCAACCCAAGCTCGATGACTTGCGCTTACTAG 1

e T T n et

Shjct 1661 GUATTCCTCGTTGAAGATTAATAATTGCAATAATCTATCCCCATCACGATGCAGTTTCAA 1

R O N

Shjct 1601 AGATTACCCGGGCCTCTCGGCCAAGGCTAGGUTCOTTGAATGCATCAGTGTAGCGCGCGT 1

e T R T

Shjct 1441 GOGGCCCAGAACATCTAAGGGCATCACAGACCTGTTATTGCCTCATGCTTCCATTGGCTA 1

R i Oy

Shjct 1381 GTCGCCAATAGTCCCTUTAAGAAGTCCGCCGGCTGGCGAGCCAACCGTCACTATTTAGCA 1

i

Shjct 1321 GOCTGAGGTCTCGTTCGTTACCGGAATCAACCTGACAAGGCAACCCACCAACTAAGAACG 1

e T T A T

Shjct 1261 GUCATGCACCACCACCCATAGAATCAAGAAAGAGCTCTCAATCTGTCAATCCTCACTATG 1

e T AT

Shjct 1201 TOTGGACCTGGTAAGTTTTCCCGTGTTGAGTCAAATTAAGCCGCAGGCTCCACGCCTGGT 1

At O

Shjct 1141 GOTGCCCCTCCGTCAATTCCTTTAAGTTTCAGCCTTGCGACCATACTCCCCCCGGAACCT 1

O O

Shjct 1081 AAAAACTTTGATTTCTCATAAGGTGCCGGCGGAGTCATCGAAGAAACATCCGCCGATCCC 1

i O

Shjct 1021 TAGTCGGCATCGTTTATGGTTGAGACTAGGACGGTATCTAATCGTCTTCCAGCCCCCAAC 9

Oy

Shjct 961  TTTCGTTCTTGATTAATCAARACATCCTTGGUAAATGCTTTCCCAGTAGTTCGTCTTICA 9

R .

Shjct 901  TAAATCCAAGAATTTCACCTCTGACAATGAAATACGAATGCCCCCGACTGTCCCTCTTAA B

e T TS

Shjct 841  TCATTACTCCGGTCCTACAGACCAACAGGATAGGCCAGAGTCCTATCGTGTTATTCCATG 7

i

Shjct 781  CTAATGTATTCAGAGCGTAGGCCTGCTTTGAACACTCTAATTTACTCAAAGTAACAGCGC 7

R OO i

Shjct 721  COACTCCGAGTCCCGGACAGTGAAGCCCAGGAGCCCGTUCCCOGCAACAAGGTGLGCCCT A

R

Shjct 661 GUCAGTGCACACCGAAACGGCGGACCGGCAGGCCCCACCUGARATCCAACTACGAGCTTT 6

e T T T T ey

Shjct 601 TTAACTGCAGCAACTTAAATATACGCTATTGGAGCTGGAATTACCGUGGCTGOTGGCACS &

e T T T T

Shjct B4l AGACTTGCCCTCCAATTGATCCTCGTTAAGGGGTTTAGATTGTACTCATTCCAATTACCA 4

R O

Shjct 481  GACCTGAAAAGGCCCAGTATTGTTATTTATTGTCACTACCTCCCTGTGTCAGGATTGGGT 4

R DO

Shjct 421 AATTTGCGCGCCTGUTGCCTTCCTTGGATGTOGTAGCCGTTTCTCAGGCTCCCTCTCCGG 3

R

Shjct 361  AATCGAACCCTAATCCTCCGTCACCCGTTACCACCATGGTAGGCCTUTATCCTACCATCG 3

R

Shjct 301 AAAGTTGATAGGGCAGAAATTTGAATGAAACATCCCCGGUACGAGGUCATGCGATTCGTG 2

Query 1505 AAGTTATCATGATTCACCGCGAGTCGGGCAGAGCCCGGTCGGCCTTTTATCTAATAAATA 1
:Sbjct 241 BAGTTATCATGATTCACCGCGAGTUGGGCAGAGCCCGGTCGLCCTTTTATCTAATAAATA 1



