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Development of Microsatellite Primers for Walking Catfish (Clarias macrocephalus)

AEagsen gunluNUR’ uaz 4195 NuN'

Srijanya Sukmanomon' and Supawadee Poompuang1

UNARED
v t% = o A U U a allal
annn1saFeiesaynalunaesilaigneauazAnaansaainsy (GT),, WnaalagnHanid

a @

%udqumLﬂuLﬂﬂ@ﬁ@ﬂgﬂﬁﬁuqu 2,841 Taau Tunsmandutionalalndaiuau 173 Taaw wudn 41 Taau
Flulasuannalarioieuie lnaaruisnatwuniseinnaedlulasuaninalariaduielédu perfect,
imperfect L& compound repeat %qimﬁmuimgwwﬂuimuwm alavidsziny perfect repeat
(61.36%) wazfliuadnaiin di-nucleotide 3nfign wazansnsneenuuylnsimeslFauan 23 g Fewudn
Twswafanuau 12 g danunainuasnestulasuanmalaviniduie lnadaruaudadangszudng 2-13
faan wardA observed heterozygosity 8¢ 11194 0.10-0.80 Twsie FMRm U UL e u 7011014

Anmiugananflscansuara¥ununlasiulanesilangngesielyls

ABSTRACT

Microsatellite loci were characterized in walking catfish random clones from a small genomic
library using a (GT),, probe. Of 2,841 positive clones, 173 clones were sequenced and 41 of which
contained microsatellites. They were characterized as perfect, imperfect and compound repeats.
Most of the C. macrocephalus microsatellites isolated in this study contained dinucleotide core
sequences with perfect repeats (63.36%). Primers for DNA amplifications using PCR were designed
and synthesized for 23 loci. Twelve loci were polymorphic with the number of alleles ranging from
2-13 alleles per locus and the observed heterozygosity ranging from 0.10 to 0.80. Developed

microsatellite primers will be useful for population studies and genetic mapping of walking catfish.
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Table 1 Primer sequences, core sequences, annealing temperature, sizes of PCR products, number of alleles, observed heterozygosity (H,), expected

heterozygosity (Hg) and GenBank Accession Number for 16 microsatellite loci.

Locus Primer sequences (5-3’) Core sequences T (ann.) Size of No. of Ho H.* GenBank
(°C) PCR products (bp)  allele Accession
Cma-5*  TTT AGT CAA CGT GGC ACT GG (CA) 55 248-286 11 0.70 0.93 AY 185606

TTATCG GGT TTC GCA ACA AT
Cma-6* GGG CAC TAA GGG GTC GCT CTC (GT),(GA), 50 232-239 3 0.30 0.28 AY 185607
GGG GCT TCT GGG ACATCC TCT

Cma-8* CCGTGATAC AACTGT GAC T (CA),, 55 212-286 12 040 0.95 AY185608
CGG TGC ACT GAA AGG
Cma-12* ATG ACC CTG TAAATC TCC (GT)LAT(GT),(AT),(GT), 50 108 1 0.00 0.00 AY 185609

CTACATTCTCTCCGTCTCT

Cma-13* TGA GGG GAG GCAGGA G (CA),, 55 224-248 9 0.60 0.91 AY 185610
TGTTTC TCACTCTTG GCATTT

Cma-14* TAG AGA CATTTACGC TTC A (GT),, 50 178-212 10 0.50 0.87 AY 185611
TGC AAA GGC TAATCA A

Cma-17* CGC CAT TGT TGT GAT AAA G (CA),, 55 184-250 13 0.70 0.94 AY 185612
GAT GAA GAT AAA AGC GAA GGA

Cma-19* ATC AGA GCC CTT TCATCA CC (GA), 50 131-136 2 0.10 0.10 AY 185613

CGT GCG AGT TCC CAG AG

* Nei's (1978) unbiased heterozygosity were computed using Yeh et.al (1999)



Table 1 (continue)

Locus Primer sequences (5-3) Core sequences T (ann.) Size of No. of Ho H.* GenBank
(°c) PCR products (bp) allele Accession
Cma-20* TGT AAA CCA GGG CTG ATT TGT TG (GT),e 60 213-255 10 0.50 0.93 AY 185614
AAA CGG TGG GGA CAAACT GTATC
Cma-21* CTC GCT TAA AGG CAA GTT CAC TC (CT), 60 178-200 10 0.80 0.89 AY 185615
CGC CAT ATA GCC ATAGAG GTG TG
Cma-22* TGT GTA CGA GTG TGT TTC TCA GTG (GT), 50 184-216 6 0.50 0.67 AY 185616
CAG TTA CAC ACT CAC GCA AAT CAG
Cma-23* GCA ACC CAA CAATGT GTT TAC AG (AAT) GAG(AAT),N,,(CA),GC(CA), 55 262-278 2 020 0.19 AY 185617
TAT GAA AAA TAA CGT GCC TAC CG
Cma-24* GCC TCT AAT CCG TCG TAA AAATG (CA),CG(CA),CG(CA),CG(CA), 55 236-254 3 0.30 0.28 AY 185618
TCA TGG GTA AAT CTG GCA GAA AG
Cma-25* TCA CAAGAG TTG TTT CAT TTG CTG (AAAG),AAGC(AAAG), 55 198 1 0.00 0.00 AY 185619
GGC TCT ACT CGA CAG GAA GTC AG
Cma-26* TTT CAA AAT CTG GCT ATT CCA AGC (TTA), 55 376 1 0.00 0.00 AY 185620
TCA GCC AGT CAA ATT CAA TGT AGC
Cma-27* GGA AAC ATG TTG CGG TTA GTT TAG (ATT),C(ATT),C(ATT),C(ATT), 65 288 1 0.00 0.00 AY 185621

GTA AGC AGC CAG ACA AAATGA CG

* Nei's (1978) unbiased heterozygosity were computed using Yeh et.al (1999)
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Figure 1 Banding patterns of Cma-5%, Cma-8*, Cma-13* and Cma-17*
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