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Microsatellite Distribution in the Whole Genome of Ageneiosus marmoratus
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Abstract: According to the complete genome sequence of Ageneiosus marmoratus published on NCBI, the microsatellites
of the whole genome of Ageneiosus marmoratus are screened and analyzed by using MISA software. The results are as
follows : there are 336 037 microsatellite sequences in the whole genome of Ageneiosus marmoratus( about 1.03 Gb) ,and
the abundance is 326/MB. The total length of microsatellites is 7 720 686 bp, accounting for 0.75% of the whole genome.
Among them,the number of microsatellites with two bases is the most, which is 145 318, accounting for 43.24% of the
total number of microsatellites , followed by single base (37.12% ) , triple base ( 11.00% ) , four base (7.39% ) , five base
(1.04% ) and six base(0.21% ). The dominant base types of microsatellites in the whole genome of Ageneiosus marmoratus
are A,AC,AG,AT,AAT,AAAT,TATC,AAG,AAC and TGA ,with a total of 305 243, accounting for 90.84% of the total
number of microsatellites.
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Table 1 Different types of microsatellite sequences in A. marmoratus genome

HEEIH B MK EE/bp FEE/ (A/Mb) B/ (bp/Mb)
CERTEr 124 729 1570 326 121 1525
-t s 145 318 4 147 410 141 4027
= Hg 36 967 1 064 292 36 1033
Y g 3 24 820 789 232 24 766
B 3488 125 120 3 121
A8 715 24 306 1 24
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Table 2 The three dominant base types and proportions in each microsatellite of A. marmoratus

SSR 257! eS| 07 /% SSR 257! eS| /%

FAGH KL A(121 751) 97.61 Y i A AAAT(4 998) 20.14
C(2978) 2.39 TATC(4 925) 19.84
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AT(19 367) 13.33 AATAG(233) 6.68

= AAT( 18 465) 49.95 ATTCT(230) 6.59
AAG(3 534) 9.56 Vax ks AAATGT(49) 6.85

AAC(3 217) 8.70 AAGTCT(35) 4.90
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Table 3 Top 10 repeated copy categories in A. marmoratus

SSR A%.LhE A 2 SSR i BRI Kk SSR A%.LhE A A SSR H BRI KL
A 121 751 AAAT 4998
AC 95 256 TATC 4925
AG 30 591 AAG 3534
AT 19 367 AAC 3217
AAT 18 465 TGA 3139
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Fig.3 Distribution of different microsatellite repetitions in A. marmoratus
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