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Table 1. Primers used for amplification of Clangula 
hyemalis mitogenome.

Primers 
name

Sequence

co1 F= AATGTAATCGTCACCGCCCA
R= TACAGGATTGGGTCTCCCCC

cytb F= ATCCTGACAGGTCTCCTGCT
R= TACGAGGAGGTTGGCCACTA

dloop F= GCTCCTACTCATACTACCCTGC
R= CAGTGTCAAGGTGATTCCCCA

nd2 F= CGCATTGGGCACAACAATCA
R= ATAGTGAGGCGAGGATTGCG

nd3-nd4 F= CCCCCGTACGAATGTGGATT
R= GGAGGCAGATTGAGCTGGTT

Table continued on next colum.........
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Primers 
name

Sequence

nd1-3 F= AATCTGTGAAAGGAACTCGGC
R= ATCATAGGATTGAGTAGACGGC

16S F= GTGATAGCTGGTT(A/G)CC(C/T)G
R= AAG(C/T)TCCACAGGGTCTTCTCG

CO3 F= ATGGCCCACCAAGCACACTC
R= CAATATCAGGCTGCTGCTTC

ND3 F= AAACT(A/C/G)TCCCC(A/G/C/T)TACGAATG
R= ATTCTGCTCATTCTAGGC

ND4 F= TAGCAAGCCAAAACCACCT
R= GATCAGTGGGTTTGGATTAT

1 F= CAAAGTGGCATCTGTGGAAT
R= CTGGCACAAGATTTACCGAC

2 F= AAAGAGCCCATTCGACC(C/T)TC
R= GTTGGGTGGTTGAGCTGTGT

3 F= GACTCATCATCCAAGAGCTA
R= GGATATACGGTTCAGCCTGT

4 F= AAACCTCCCGCACTCTCACA
R= GACAACATCCCGTCATCATT

5 F= GATTCCACGGACTCCACGTA
R= GGTTCAGGCGAGGGTTAGTA

6 F= AGA(A/G)CCAAACCCCCTCATTC
R= AAAATAGCGCTAGTTCTGTG

7 F= CGCTCAATCCCAAACAAACT
R= ATGGTATGTCCGCTTGTTAT
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Table II. Genetic diversity of Clangula hyemalis mitog-
enome from China and American.

SNP/ InDel No. Gene name Type
INDEL 1 Control region 34bp
SNP 4 Control region C/T, C/T, G/A, T/C
SNP 2 Control region A/G
SNP 1 ND1 G/A
SNP 1 tRNA-Cys T/A
SNP 1 COX1 A/G
INDEL 1 COX1 C
SNP 1 tRNA-Arg A/R
SNP 3 ND4L T/C, T/C, A/G
SNP 1 ND6 A/G
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