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[(BE] XE AT NCBI £ i B ( Bagarius yarrelli ) 43 K 410 25 5 i B MISA 445t B fik 4= %
DRI 2H v AR A T B A 0 e A0 i RO 5 0 A4 AE. 76 BRI 4H 570 806 968 bp Fr 4l v, 2Liii ik H 360 235 4~
SEHEAI DA HAREE N 6 998 449 bp, b FEHFF MK K 1.23%. 7F 6 Fhoe s R TR b M TR R 2 W
RIS 25 B 44.65% , FL A T Ik 28 B ECR HE T O 3 (43.29% ) L =3k (6. 12%) | DU A
(4.80%) FHHFE(1.02% ) FIZSHEIE(0.11%) . FEH A P ECR I 2 HFT 10 A T 25558 A AC AG AT,
AAT .C ATAG AAAT ACT F1 ATC.
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Abstract : The study uses the published genome-wide sequencing results of the Bagarius yarrelli on NCBI to screen and
analyze the number and distribution of the microsatellites of the whole genome using MISA software. In the 570 806 968 bp
longsequence of the Bagarius yarrelli genome ,360 235 perfect microsatellites are screened with a length of 6 998 449 bp,
accounting for 1.23% of the total length of the genome sequence. Among the six types of microsatellites ,mononucleotide is
the most ,accounting for 44.65% of the total ,the other bases are dinucleotide(43.29% ) ,trinucleotide (6.12% ) , tetranucle-
otide (4.80% ) , pentanucleotide ( 1.02% ) and hexanucleotide (0.11% ). The top 10 microsatellite copy types in the genome
are:A,AC,AG,AT,AAT,C,ATAG,AAAT,ACT and ATC.
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Table 2 The dominant base classes in each base repeat type in the B. yarrelli genome

R

Al
Z

([

SSR 255 Bk hi 52K/ % SSR 27 255 Bk i 2K/ %
e A 151 107 93.94 ATAG 3997 23.13
C 9 748 6.06 e e AAAT 2191 12.68
AGAC 1955 11.31

AC 108 866 69.81

s AG 29 061 18.64 A AATCT 651 17.66
AT 17 877 11.46 LRI AAGAG 344 9.33
: AATAT 331 8.98
- AAT 12 288 35.70 AACCCT 102 24.76
=W ACT 1988 9.01 A AGGGTT 74 17.96
ATC 1967 8.92 AACCCG 13 3.16
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Sfulvidraco) (1.8%) T g 2R XKW ORI DR AR RN P SR A BRI R
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