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Fig. 1 Multiple sequence alignment of C1qC from different previously known vertebrates
Analysis was performed by Clustal W. Black triangulars show the four conserved cysteine residues.
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tertiary structure predicted by ESyPred3D
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Fig. 3 Phylogenetic tree of gcC1qC and their homologues using NJ method
The GenBank accession numbers of the sequences are in brackets.
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Fig. 4 Tissue expression profile of the C/¢C gene in
Ctenopharyngodon idella
Asterisks indicate that the relative expressions are
significantly higher than those of the corresponding
control samples (P<0.05).

EEE PBSX[f# PBS inject as control
1 #5J54 h 4 h post challenge
B %551 d 1 d post challenge
C— #5553 d 3 d post challenge
I 75 5)57 d 7 d post challenge

(P<0.01)

Fig. 5 Quantitative expression profile of C/gC gene after induction with grass carp reovirus
Asterisks and double asterisk indicate that the relative expressions are significantly higher than those of the corresponding
control samples at 0.05 or 0.01 levels respectively.
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Fig. 6 Quantitative expression profile of C/qC during different development stages
Asterisks indicate that the relative expressions are significantly higher than those of the corresponding control samples (P<0.05).
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Cloning and expression of C1qC gene in grass carp (Ctenopharyn-
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Abstract: We evaluated the immune function of CI/¢C in grass carp (Ctenopharyngodon idella). The full-length
ClqC cDNA was successfully cloned by RT-PCR and rapid amplification of cDNA ends (RACE). The full-length
ClgC cDNA was 916 bp, consisting of a 735 bp open reading frame (ORF) encoding 244 amino acids, a 89 bp
S'untranslated region (5" UTR), and a 92 bp 3’ untranslated region (3’ UTR). The molecular weight of this mature
peptide was estimated to be 26 162.5U. Multiple alignment analysis revealed that grass carp C1qC shares the
highest identity with zebrafish C1qC (71%). We constructed a phylogenetic tree using the neighbor-Joining (NJ)
method. Grass carp were grouped most closely with zebrafish (Danio rerio). The expression of grass carp C/qC
was significantly up-regulated in most tissues following challenge with grass carp reovirus (GCRV). The expres-
sion of ClgC expression differed during the various stages of embryonic development. Our results suggest that
ClqC plays an important role in early embryonic development and in the response to GCRV-related diseases in
grass carp. Our result provide a basis for further evaluation of the role of grass carp C/¢C in immune function.
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