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Abstract: To study the diversity of cultured symbiotic fungi isolated from Galaxea fascicularis L. in
the South China Sea. By dilution plate technique and ITS-rDNA sequence analysis to research the di-
versity of the cultured symbiotic fungi with the coral, determined sequences data were submitted to
GenBank and compared with those known sequences. Phylogenetic tree were built up with MEGA 4.0
program. 19 different morphological strains were isolated from surface and inner of the coral Galaxea
fascicularis. ITS-TDNA sequences analysis showed that, symbiosis cultured fungi mainly included 4s-
pergillus sp., Cladosporium sp., Xylariales sp., Penicillium sp., Stachybotrys sp., Gibberella monili-
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formis, Fusarium sp. etc. The similarity of strain 4-13 sequence to the most closely related sequences in

GenBank was only 89%. It is concluded that there are diverse fungal symbionts with coral Galaxea

fascicularis, which have potential new microorganism resources, deserved for further study.
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Table 2 Phylogenetic information of ITS-rRNA of 19 independent isolates from coral Galaxea fascicularis

LA Fh EUR 5 5 7] g} L TAHIE LB SRS FRALE
Phylogenetic group (R 5258) Number of strains Nearest type strain Sequence
(Genus) Strains isolate in OTU* accession No. identity

accession No. (GenBank) (%)

Aspergillus sp. HQ316558 4-1 FI770064 100
HQ316559 4-2 GQ229082 99

HQ316565 4-9 GU232767 100

Cladosporium sp. HQ316560 4-3 EU729711 100
HQ316563 4-6 GU017505 100

HQ316573 4-20 FJ037773 99

Xylariales sp. HQ316561 4-4 EF060424 99
HQ316570 4-16 EF060424 99

Fusarium sp. HQ316562 4-5 FJ008989 100
Dothideomycete sp. HQ316564 4-7 EU680546 99
HQ316575 4-22 EF060633 99

Curreya austroafricana HQ428123 4-8 EUS552116 100
Massarina sp. HQ316566 4-10 FJ770077 99
Penicillium sp HQ316567 4-11 KHO00315 100
Eurotium rubrum HQ316568 4-12 HM116370 99
Arthrinium sp. HQ316569 4-13 UFMGCB 908 89
Stachybotrys sp. HQ316571 4-17 EU301655 99
HQ316572 4-19 EU301652 100

Gibberella moniliformis HQ316574 4-21 EU364856 98
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Fig. 1

Phylogenetic tree of the strains isolated from Galaxea fascicularis based on ITS-rDNA sequences

Note: Neighbor-Joining tree shows the phylogenetic relationships among ITS-rDNA gene sequences (accession number from HQ316558 to
HQ316575 and HQ428123) of symbiotic fungi of Galaxea fascicularis L. and their closely related sequences downloaded from GenBank. The
numbers at the nodes indicate the bootstrap values based on Neighbor-Joining analyses of 1 000 resample data sets. The scale bar represents 1
nucleotide substitutions per 100 nucleotides of ITS-rDNA gene sequence.
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