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Table 1. Properties of cross genera legume microsatellite markers amplifying alleles in pigeonpea.

S.No Primer Sequence (5" -37) Motif Tm(C) Size Species Nature

1. TR1 FCGTATGATTTTGCCGTCTAT (TAA)z 57.3 224 C. arietinum Genomic
R ACCTCAAGTTCTCCGAAGT

2. TR20 FACCTGCTTGTTTAGCACAAT (TAA)15 56.3 172 C. arietinum Genomic
RCCGCATAGCAATTTATCTTC

3. TA59 FTCTAAAGAGAAATCAAAATTGTCGAA (TAA) 58.5 258 C. arietinum Genomic
R AAATGTGAAGCATGTATAGATAAAG

4. TA96 F TGTTTTGGAGAAGAGTGATTC (AT)3(TTA)3(AT)s 55.4 275 C. arietinum Genomic
R TGTGCATGCAAATTCTTACT

5. TA76S FTCCTCTTCTTCGATATCATCA (AAT)7/(AAT)[ACT(AAT)11]2 56.5 206 C. arietinum Genomic
R CCATTCTATCTTTGGTGCTT ACT(AAT);TAT(AAT),(ATT)s

6. AGLC16 F TTGGATATAACAGATGACGGGGAA - 62.0 365 C. arietinum Genomic
R GAGTACTTGCCAACTAGCTTAGGA

7. AGLC 34 F CTTTACCAAAACCACCTTCACCAA (AG)20 62.0 350 C. arietinum Genomic
R TCTCTCTCTCTCTCTTCTGTTCCA

8. AGLC52 F CGATCAAGAACCCAGTTTTGCAA - 61.8 390 C. arietinum Genomic
R AAGATCGACAGGCGATCTGGTA

9. TR26 F TCATCGCAGATGATGTAGAA (ATA);5 57.3 215 C. arietinum Genomic
R TTGAACCTCAAGTTCTCTGG

10. NPS 2 F GACAAACAACCTCCCAAGAAA (ATT)s - 258 C. arietinum Genomic
R GACGACAACAACAACAACAACA

11 NPS 5 F GAGCCCTGAAATGAAGAAAGAA (AAAT)s - 387 C. arietinum Genomic
R CACCTTTGAGCCCTAGTCTGTT

12. NPS 7 F CACACACACAGACACACACACA (CA)33 - 136 C. arietinum Genomic
R TGGTTCAGACATCACACCAAAT

13. NPS 13 FATACGACGACGATTCTGGATTT (GA)3s - 170 C. arietinum Genomic

R TTCTCACATCTCTCTCTCTCTCTCTC
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1-4, 9: Winter et al. 1999; 6-8: Buhariwalla et al. 2005; 10-14: Qadir et al. 2007; 15-30: Blair et al. 2003; 31-42: Hamweih et al. 2005; 43- 58: Burstin et al. 2001.



Table 2. Cross genera amplification of different SSR markers .

Marker Genotypes Allele Size No.of Alleles PIC value
Asha UPAS Bahar 67B Type 7 Dholi (bp)
120 dwarf
TR1 + + + + + + 370 2 0.00
TR 20 + + - - - - 370 2 0.64
TAS9 + - - - - - 150 2 0.98
TA 96 + - - + + - 380 1 0.75
TAT76 S + + + + + + 600 1 0.00
AGLC 16 + + + - + + 210 1 0.31
AGLC 34 + + + + + + 410 2 0.00
AGLC 52 + + + + + + 400 1 0.00
TR 26 + + + + + + 500 1 0.00
NPS 2 + + - + + + 300 1 0.31
NPS 5 + - + - - - 400 1 0.99
NPS 7 + + + + + + 136 1 0.00
NPS 13 + + + + + + 170 1 0.00
NPS 35 + - + + + + 500 1 0.31
BMd 26 + + + - - - 280 1 0.75
BMd 27 + + + + + - 250 2 0.06
BMd 28 + + + - - - 290 2 0.64
BMd 35 + + + + + + 1000 3 0.75
BMd 47 + + + + + + 300 2 0.00
BMd 48 + + + + + + 140 2 0.66
BMd 52 + + + + + + 300 1 0.00
BMd 53 - - - - - + 200 1 0.97
BMd 55 + - - + + + 200 2 0.45
BMd 12 + + + + + + 460 3 0.72
BMd 33 + - - - + + 290 1 0.75
BMd 39 + - - - - + 490 2 0.89
BMd 40 - - - - - + 300 1 0.97
BMd 41 - - - - - + 900 2 0.94
BMd 42 + - - - - - 200 1 0.97
BMd 43 + - - - - + 700 1 0.89
SSR 13 + + + + + + 500 1 0.00
SSR 48 + + + - - - 150 1 0.75
SSR 59-2 + + + + + + 400 1 0.00
SSR 99 + + + + + + 500 1 0.00
SSR 107 - + + + + + 180 1 0.31
SSR 130 + + + - + + 500 1 0.31
SSR 167 + + + - - - 300 1 0.75
SSR 199 + + - - - - 500 1 0.89
SSR 212-1 + + + + + - 150 1 0.31
SSR 215 + + + - - - 200 1 0.75
SSR 233 - + + + + + 250 1 0.31
SSR 336 + + + - - - 200 1 0.75
PEAATPSYD + - - - - + 320 1 0.89
PSBLOX13.1 + - - - - + 400 4 0.64
PSGAPA1 + - - - - - 340 2 0.86
PSADH1 + + - - - + 520 2 0.64
PEACPLHPPS + + - + + - 410 4 0.61
CHPSTZPP + - - - - - 550 2 0.78
PSY14273 - - - - - + 800 2 0.95
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