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Abstract: Currently there exists redundancy among the sequences of cotton molecular markers which amplifie the

same regions on the genome. However, softwares which can be used to simultaneously analyze the redundancy of a pair of

primers are not available. To improve the utilization of
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sequence information, a software named SSRD1. O was

developed to analyze the redundancy between a pair of

SEATRE (31460359 ) 3 1L F7 & A %K BF 22 3 4 5 H primers. In addition, 90 pairs of SSR primers in which re-
7P S N H AN Yy M 3 N

(BK20130429 BK20131204 ) s 7T #5457 Fe A A" 15 6™ 731 dundancy was detected by the software were selected to
H (NY-34) ;25 25 VS0l SR IFE BI 5 H (KY2013056) perform amplification, electrophoresis and sequencing u-

EERAE R(1980-) B T Wt BIFESE R e A sing the cotton genotypes of TM-1 and 7124. The consis-
WA TEHMSHERZIZ T, (E-mal) wwd62 @ tency were 75.0% and 53.8% between the software pre-
126. com, MUEE 5 T BA R4 5k, | diction and sequence level with a threshold of 50% identi-
BiEE . LK%, (E-mail) webkls@ 126. com ty and 70% identity, respectively. Verification from the
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levels of software prediction, electrophoresis and sequencing revealed that the software and the redundancy prediction meth-

od were effective and feasible.
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Fig.1 Amplification of redundant primers using TM-1 and Hai7124 as templates
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Table 1 Sequence similarity of amplified products using some primer pairs

JEHIARIE (% )
TM-1 7124

BIE/EAS

Gh356 - 91.18
Gh209

GhS11 61.79 77.57
Gh320

MUCS408 89.02 -
MUCS139

MUCS409 52.07 51.45
MUCS140

MUSB0273 89.23 91.47
MUSB0269

MUSS456 81.36 77.40
MUSS255

NAUI119 81.36 11.74
MUSS558

NAUI1243 95.46 95.29
NAUIL199

NAU2201 83.33 86.62
HAUO064

NAU2455 84.97 87.57
NAUI1243

NAU2946

MGHES-2 92.90 93.19
MGHES-3

NAU5454

MUCS141 63.35 64.33
MUCS152

MUCS410

MUCS422

MUSS563

MUSS598

TMB0604 92.75 94.90
TMBO0534

TMB2367
-FORBA PSR,
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5y PCR 9734747 51 FASTA #3AnF
>G01031269 (111 ) 55 sequence exported from chro-
matogram file
GAATGTATATATATAATAATTAGTCACCAATATTCTA
ACTATATCTGTACAAACATTATTTATATACTTATATA
TTCACGGGACTTCCCTATTTCTTATAAATTGTTATGA
ATTAATAAAAAAGGATGAAAAACAATTGCTTGATTG
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matogram file
GGACATGTATGCGAGTCTACAAGCCACCAGGACTGA
GTTGGAATTGATCTGACCCGAGCGAGACCGTGGCTG
ATGAGTTCTCTTGCAATGCCAATGAGAATCTAGAAC
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AGAGAGTTGAAGAACATGAAAGCCAAA
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