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Fig. 1 Variations in SSR for different repeat times in the Saccharina japonica transcriptome
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Tab.1 SSRin the genes involved in carbohydrate metabolism and primer information in Saccharian japonica
SSR Primer (5'~3") .
(C)
Unigene21955 -6- (AG)10 F: GCAGTCTGCCTCAAAACCTC 60
R: CGGACTGCTTTTCGAATGTT
Unigene28048 -6- (GAG)6 F: CTCACTTCTCCGTTTCCGTC 59
R: CCGAGTGCTTGGATCAGAA
Unigene23004 (CCCGA)6  F: GCTCGAGGAAGACAAACGTC 60
R: TTACCAGGGCTCTTTTCACG
Unigene2703 (GCT)6 F: ACCCCCTCTGAGGACAACTT 59
R: GGCCTGTTGAAGGAACAAAA
Unigene25377 (TTGA)6 F: CGGACAAGACCGATTGACTT 59
R: GACCGATCGATCAATGGAAT
Unigene28199 (AGGA)S F: CGTACGCAGGTTGACAGAAA 59
R: CTCGTGAGCAAGTTCGTCAG
Unigene21530 (GA)8 F: GCCGACTAGCACAGACATCA 60
R: CTTCTTGCTTCGCCAGTTTC
Unigene5444 1,6 (CAG)8 F: AAATCAACTGGACCTGGACG 59

R: GCAGAACTCCCCAGACACTC
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Abstract: In this study, we identified a total of 9 237 SSR (simple sequence repeat) loci in 70 497 unigenes from
the transcriptome data of Saccharina japonica and conducted a function analysis of unigenes containing SSR. SSRs
were abundant in the transcriptome of S. japonica, and the most commonly repeating motifs were mononucleotides
and trinucleotides (40.9% and 39.4% of the total SSRs, respectively), followed by tetranucleotides, dinucleotides,
pentanucleotides, and hexanucleotides (9.8%, 6.1%, 3.1%, and 0.7% of the total SSRs, respectively). There were
147 repeated motif types ranging from 5 to 70 repetitions. Our analysis of the functional annotation revealed that
nearly 50% of the unigenes containing SSRs contain annotation information and that most of them are homologous
to known proteins. Our clusters of orthologous group (COG) classification and gene ontology (GO) assignment
results indicate that genes containing SSR are involved in various biological functions, of which carbohydrate
metabolism and cell components are the top two. These SSRs provide new resources for further developing
functional SSR markers, which can play important roles in molecular marker-assisted selection while breeding S.

Jjaponica.
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