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Supplementary Tablel. Primer sequence and other characteristics of sixty SSR markers used

in characterization of mandarin genotypes

S. No. Primer Sequence 5' to 3' GC Melting Annealing
content temperature temperature
(%) (’C) (°C)
1 CiBE0447-F CACAAAGAGAGTAACCCACAA 42.8 55.9 54
CiBE0447-R CGTCAAGAAGAGAGAATGATG 42.8 55.9
2 CiBEO0733-F TCTAAGTTGGTTGGGAGTT 42.1 52.3 49
CiBE0733-R TCTTTATGATTGTATTTGATGGA 26 51.7
3 CiBE1116-F TAAACCACTGTCACCGCA 50 53.7 52
CiBE1116-R AGGAAAGAAAGAAGACGAAGT 38 53.9
4 CiBE2843-F TTGAGAGAGGTAGCCATT 44.4 51.4 50
CiBE2843-R GCTTTAGACCAACACATACAGA 40.9 56.5
5 CiBE3298-F TTCTCCTCCACTACACAACAC 47.6 57.8 51
CiBE3298-R CTTGAATCCCATTTCCAAC 42.1 52.3
6 CiBE3397-F AGGCGGAGATAGAGAAGTAAA 42.8 55.9 54
CiBE3397-R ATCACAACTACGAATACCCAC 42.8 55.9
7 CiBE3936-F GTAATGATAGCCGTTGGTCTT 38 55.9 52
CiBE3936-R TATGAGATGCCTTGTATTGCT 47.6 53.9
8 CiBE3966-F CTCTCCTCCATTATCTTCTCC 31.8 57.8 51
CiBE3966-R TTCTTTACCTTGATTTCTTCCT 44.4 52.76
9 CiBE4225-F GTGGAGCGATTTGACATT 45 51.4 50
CiBE4225-R CTCACAGCAACAACAACAAC 454 55.2
10 CIBE4721-F TGGATGGGATGGAATGGTTCTT 47.4 58.3 56
CiBE4721-R TGCTTGGTTTGGCTTGACTCT 47.6 57.8
11 CiBE4796-F GATGAGAACGCTGATGCT 50 53.7 51
CiBE4796-R TTCAACCACACTGACGATAA 40 53.2
12 CiBE5156a-F GCAGATGTATGGATTGGATT 40 53.2 51
CiBE5156a-R  AGTGGTTGTGATTATGGTTGA 38 53.9
13 CiBE5171-F TTACCCTTGCCGTTTCCGTG 55 59.3 57
CiBE5171-R CGTGATTCTGATTGGTTGCTGG 50 60.3
14 CiBE5720-F TGAAGGACACTGATGTAGGAC 47.6 57.8 51
CiBE5720-R AAACTTGGTGGGAAGGAG 50 53.7
15 CiBE5866-F ATCTCGCTCACTTCAGAGTT 45 55.2 53
CiBE5866-R GGATTATTGTGTTTCCTCCTC 42.8 55.9
16 CiBE6006-F AATGCTACCTTATTCTCATCAA 31.8 52.7 51
CiBE6006-R GCACTTTATTTGCCGTTTACT 38 53.9
17 CiBE6092-F CGGACAAGGAGATGAAGATAG 47.6 57.8 52
CiBE6092-R TTCTAACAGCACCAAGCAG 47.3 54.4
18 CiBE6256-F TGTATTTATTTCTGACTACGACC 34.7 55.3 50
CiBE6256-R ATGCGTTTGGTGTGTGTT 44.4 51.4
19 CCSM40-F ACA AGA GTC GCA ACA ATC 44.4 51.4 50
CCSM40-R GAC AAC AGT GGC AAT ACC 50 53.7
20 CCSM170-F GCC AAT CAG CTAAGAGGGTT 50 57.3 55
CCSM170-R GGA TCT GAG ATGCTCCTGCT 56.5 59.9
21 CCSM201-F AGC TAG GGT TCC CCAGAT TC 55 59.3 55
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