Table 2 Primer sequences, accession numbers, and characteristics of the 70 SSR markers in 24 Nicotiana species

Locus Repeat motif Primer sequence (5'-3") Forward/Reverse GenBank Accession no.  No. of alleles  Allele size range (bp)  H. H, R Pl

TbM1 (ttc); ttgcttagatctggactatccgtag/cggtttttcecttgtatataggtgt DQ777877 5 150-300 0.32 0.48 -0.12 0.30
TbhM2 (tc ) agaatactcaagctatgcatccaac/ ttccttagatctggactatgtgcetce DQ865406 6 200-350 0.24 0.49 -0.01 0.18
ThM3 (aC) 14 (n)59 (ac)20 ()22 (ac)52 agtgattctcttgcttagatctgga/gggaattcgattctettgcettagat DQ865407 6 200-700 0.29 0.40 0.19 0.34
ThM4 (@g)10 ttctettgcttagatctggactacc/cectactgttggtttagtaggtgaa DQ865408 4 150-500 0.17 0.42 -0.09 0.13
ThM5 (t€)1s tttagtagcacttaggttcctgcat/attcgattctcttgcttagatctgg DQ865409 5 200-400 0.38 0.43 0.34 0.44
ThM6 (ag)11 agagtgtacgcagaccttaccctac/atacgactcactatagggcgaattg DQ865410 5 200-400 0.36 0.46 0.25 0.37
ThM7 (9t)2s cttgcttagatctggactatgtgcet/cacacacacactcagattttctctt DQ865411 5 190-300 0.11 0.49 -0.27 -0.04
TbM8 (t€)20 tcectgcatagaactatctcaactc/tcatgetcttettgtacteectact DQ865412 6 180-400 0.18 0.49 -0.14 0.08
TbM9 (ct)1g gtttgaataaccgattgctcgt/ggtgtgctecttggcttagat DQ865413 6 200-500 0.09 0.41 -0.23 0.01
TbM10  (tc)y attgtctgtcttgtacagtctttgg/ccattctcccagaatagcetctaagt DQ865414 7 200-400 0.32 0.47 0.17 0.32
ThM11l  (ac)s tgattctcttgcttagatctggact/attcgattctcttgcttagatctgg DQ865415 6 200-300 0.27 0.47 0.07 0.25
TbhM12  (tct)yg (itc); acacgaggcttgattttagcag/tcgaagggttaggagagaagtaatc DQ865416 5 200-400 0.12 0.46 -0.23 0.01
TbhM13  (ga)ae cagtttaagcatctctagcagggta/caataaacctccttactctctctctee DQ865417 6 200-500 0.34 0.50 0.19 0.32
ThM14  (ag ) atagcaatcaacaccaacctcat/cttatacttcgtgccatgtcaaagt DQ865418 7 200-300 0.22 0.48 -0.05 0.16
TbM15  (aga); aaaagcagactctgttctgttgact/ctcttgcttagatctgtgctctctt DQ865419 6 200-400 0.18 0.20 0.16 0.29
ThM16  (tct); tacttctgctctatacttggggaag/gtaaacaacaggcagcctacaaat DQ865420 5 200-300 0.30 0.48 0.12 0.28
ThM17  (ac)ys tgattctcttgcttagatctggact/atacgactcactatagggcgaattg DQ865421 6 200-500 0.14 0.49 -0.20 0.02
ThM18  (tct)g gaatatgtccatggttttctcactc/tgcttagatctggactagaagaagg DQ865422 7 200-400 0.17 0.43 -0.09 0.13
ThM19  (ct)p attcgattctcttgcttagatctgg/tggaattagggattgagagatagag DQ865423 6 150-500 0.00 0.00 0.00 0.00
TbhM20  (ga)u gggagcagtttacagtgttgtttat/aaagtgatctcactcctagccatct DQ865424 6 200-300 0.15 0.15 0.15 0.25
ThM21  (aag)ss aagagaacagcttgtaaacccaag/agtgattctcttgcttagatctgga DQ865425 6 150-500 0.16 0.38 -0.07 0.15
ThM22  (atc)s (aga); actaggaagtccactctcatttcag / caaagtcagagtgagagaagtgatg DQ865426 7 200-500 0.18 0.48 -0.12 0.10
ThM23  (tct)y; ctcggaaaaggtcagaagagaaag/tgattctcttgcttagatctggact DQ865427 7 200-300 0.32 0.49 0.16 0.30
ThM24  (ag)o ctaatttcttactcgaccccatgt/taggtgcctttcttgacatatcttc DQ865428 5 200-500 0.12 0.31 -0.07 0.13
ThM25  (ga)u; atctggactagtagtttgcgtgtct/aagaaatctcactcccagtctettt DQ865429 5 200-500 0.09 0.46 -0.28 -0.04
ThM26  (tg)s (t9)e(tg)s (t9)s gtaacgactactatagggcgaattg/ctcacacacacacatactcacacac DQ865430 5 150-500 0.13 0.50 -0.24 -0.01
ThM27  (ct)y ctggactacaataaacctcatcacc/ggagtagttcacacagctattctgg DQ865431 6 200-500 0.21 0.44 -0.03 0.18
ThM28  (ggagaa)s agaggaagagtagagatcgggatag/aagagtgttgtcacctgctgtct DQ865432 5 200-300 0.26 0.49 0.02 0.21
ThM29  (tc)n tagaagtggaccacctgtcaagtaa/gcagatgaaaagagtgagagtacag DQ865433 6 200-400 0.16 0.38 -0.07 0.14




Continuing table 2

Locus Repeat motif Primer sequence (5'-3") Forward/Reverse GenBank Accession no.  No. of alleles  Allele size range (bp)  H. H, R Pl
TbM30  (ag)i3 gacacagtatgagatgggattttct/atgtcgacaacctcatcaaaagtag DQ865434 6 200-500 0.16 0.46 -0.15 0.08
TbM31  (ag)1o agtgagaacaagcaagttagaaagg/tctccataactttacggctaatacg DQ865435 6 150-300 0.17 0.39 -0.05 0.16
ThM32  (ga)ss cgattctcttgcttagatctggact/agaatactcaagctatgcatccaac DQ865436 7 200-300 0.27 0.49 0.05 0.23
TbM33  (ag)x cgattctcttgcttagatctggact/gacctecttgagtaagaaccatttt DQ865437 6 150-300 0.15 0.31 -0.02 0.18
ThM34  (gaa)s atgtcggtatcagcacttttgac/tattctaactcctcgaccattgact DQ865438 8 200-400 0.04 0.35 -0.28 -0.05
TbhM35  (aga)u gattcaatcttacaaccacagtcct/ctcctetgettettettettetttt DQ865439 6 200-300 0.06 0.45 -0.32 -0.08
ThM36-  (ttc), gtgattctcttgcttagatctggac/aggggaaagaaaagaaacgaag EF375958 6 200-400 0.10 0.45 -0.25 -0.01
ThM37  (ttc)s n3 (tc)s ctgtcaccttagcccataage/cgggaattcgattetettge EF375959 6 200-500 0.15 0.38 -0.08 0.13
TbM38  (ag)e(at)s caatacactctccctcgttgce/ttgatacgacttatccaatacgg EF375960 7 200-300 0.24 0.48 -0.01 0.19
ThM39  (ct)g n2(tc)s aatcacaccacccaatttcg/cctggttttctatgcgaagg EF375961 6 200-400 0.11 0.50 -0.28 -0.04
ThM40  (tc); n1l(tc)s tagtgattctcttgcttagatctgg/tttcttatgagtctttaggecttge EF375962 7 150-500 0.18 0.50 -0.14 0.08
ThM41  (ga)gn9(ag)e ggactaatgctcttcttgtacttcc/ccacttccctgagcetagaacc EF375963 6 200-300 0.07 0.47 -0.33 -0.09
ThM42  (ag)u(tg); ttgcttagatctggactaagatacg/tctatcacatttcatttttgtctge EF375964 7 150-300 0.14 0.48 -0.19 0.04
ThM43  (ag)gn3(ag)u aatccccctcattcatcage/cgtcgtagggaggaatttagg EF375965 8 200-500 0.12 0.49 -0.25 -0.01
ThM44  (ag)1. Gtgtctgagtatgttatgaggtttcc/acggatacactccaatctcttage EF375966 7 200-500 0.14 0.49 -0.21 0.02
ThM45  (ctt)g ctcgatagctctcgcagatcg /ggaaagacaagaagcaaaaagc EF375967 7 200-300 0.30 0.49 0.12 0.28
ThM46  (ctt)g aatctcttcggtcgtgaagg/ageccgttacttcaactge EF375968 9 200-400 0.26 0.43 0.08 0.26
ThM47  (tc)gn2(ct)s cctatagcagaaccaaaactcatcc/gaagtgagaggagagagaaatgagg EF375969 7 150-500 0.06 0.49 -0.37 -0.13
ThM48  (ag)s tagtgattctcttgcttagatctgg/gtttctctctccactcatcattage EF375970 6 150-300 0.10 0.35 -0.14 0.07
ThM49  (tc)s Ccttagccatctgcaatctaatagg / tctcttgettagatctggactateg EF375971 6 200-300 0.13 0.48 -0.23 0.01
ThM50  (gt);n9(ag)e gctttgccacaagtgggtat/cacaagagaagtccaggttgg EF375972 6 150-300 0.23 0.48 -0.02 0.18
ThM51  (ag)s n2(ga), cactagtgattctcttgcttagacc/atcacaatcatccctgacatage EF375973 5 200-500 0.14 0.47 -0.19 0.04
ThM52  (ag)s n2(ga)s cgcttcttgatttcgtgtcc/gaagatgggcaaatcagagg EF375974 9 200-300 0.14 0.49 -0.21 0.02
ThM53  (aga)sn2(gca)s gtgactcagaagcccagattatcc/tecttcacttecctatcttctaacce EF375975 7 150-500 0.09 0.41 -0.23 0.01
ThM54  (ag);n7(ag)s gggtttggtaggagaaagtgg/tcaacccttaatttctgcatce EF375976 8 200-300 0.15 0.48 -0.18 0.05
ThM55  (ga)sn5(ga); tacctttggttttgatatgtgtgg/aagtatttggtttctcttcaatctcc EF375977 7 200-400 0.04 0.24 -0.16 0.03
ThM56  (aga)y;1n4 (agg)s ctgtcggaagatcacgtaatagc/aaagtcagagtgagagaagtgatge EF375978 9 200-500 0.06 0.48 -0.35 -0.11
ThM57  (tc);n2(tc)s tgtatattgtgctataaccgagttcc/tagtgattctcttgcttagatctgg EF375979 8 200-300 0.17 0.48 -0.14 0.08
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Locus Repeat motif Primer sequence (5'-3") Forward/Reverse GenBank Accession no.  No. of alleles  Allele size range (bp)  H. H, R Pl
ThM58  (ag)4n5(ag)s aaatatccggcataaaaactaagc/tcttttaattaacacaagattctctce EF375980 7 200-400 0.24 0.49 -0.01 0.18
TbM59  (gaa)s n2(ga), caattaaggcattgaacttgc/ttcacccatctectctctee EF375981 9 200-500 0.24 0.49 -0.02 0.18
TbM60  (gag)s(gag); cgggaattcgattctcttge/ggtgtggeggtctagttce EF375982 8 200-300 0.11 0.48 -0.25  -0.02
ThM61  (tc)e n(tc)s aactcctcacgatcccttce /tecttttagataagcaacttcacy EF375983 8 200-300 0.26 0.47 0.05 0.23
ThM62  (gaa), ggttgtcgacggacagtagc/ccctecatcectectcace EF375984 6 150-500 0.36 0.45 0.27 0.38
ThM63  (gaa)sn9(aga)s ggaagttcctacacccaaacc/cctatcttgttecttttcagattce EF375985 7 200-500 0.24 0.50 -0.02 0.17
ThM64  (ttc)sn30(ttc), ttaaaggaatctggtcgaacg/cacaagcatgaaagataagaaagg EF375986 7 200-300 0.15 0.50 -0.20 0.03
ThM65  (ag)y atgctccttgttccatttcc/aacgcggactttcctattce EF375987 8 150-500 0.07 0.36 -0.23 0.00
TbM66  (ga)sn2(ag)sN2(ag)s cgggaattcgattctcttgce/cactagtttgattagtattggettge EF375988 6 150-500 0.18 0.48 -0.11 0.10
ThM67  (aga)e(tga)s catggaagatgatgaaaatgg/ccgggtcacattcaactge EF375989 6 200-300 0.11 0.50 -0.28 -0.04
ThM68  (ctc); n6(ga)s gacctgtgccgcaataacc/ctggactaaggacgctttgg EF375990 6 200-400 0.18 0.20 0.16 0.29
ThM69  (gaa);n82(agg)s ggcgataagaactaagaataaagg/tgaaagtcaccgaaagatgc EF375991 5 200-500 0.32 0.48 0.16 0.30
TbM70  (ct)g n7(tC)s7 tctecttgggcatctgtage/gtttgageatccctaacaagg EF375992 6 200-300 0.18 0.20 0.16 0.29

Note: Hg, expected heterozygosity; Ho, observed heterozygosity; r, frequency of null alleles; PI, probability of identity



