Table S3 Description and annotation of the 281 SNP (single nucleotide-polymorphism) markers used to build the linkage map in the Brook charr, Salvelinus fontinalis.

Ts: transition; Tv: transversion; C: coding region; NC: non coding region; S: synonymous; NS: non synonymous; LG: linkage group.

Genlinfo

SNP Name Accession number Identifiers (Gl) Variation Ts/Tv C/NC S/NS LG

1 sf000002 BT050259 GI1:209738381 A/G Ts NC - 22
2 sf000017 XP_691985.3 Gl:189515371 C/G Tv C - 31
3 sf000020 C/T Ts C NS 35
4 sf000021 BT044685.1 GI1:209148638 A/C Tv C - 14
5 sf000023 C/T Ts NC - -
6 sf000032 A/G Ts C - 15
7 sf000062 C/G Tv NC - -
8 sf000071 A/C Tv NC - 3
9 sf000078 A/T Tv NC - 27
10 sf000086 XM_001921499.1 GI1:189516301 C/T Ts NC - -
11 sf000088 XP_002609992.1 GI1:260830085 A/G Ts NC - -
12 sf000119 A/G Ts NC - 12
13 sf000124 A/G Ts C - 17
14 sf000132 A/G Ts NC - 13
15 sf000137 NM_200955 Gl:41055673 A/T Tv C NS -
16 sf000139 G/T Tv NC - 4
17 sf000151 A/T Tv NC - 15
18 sf000157 NP_775368 Gl:27545272 A/C Tv C NS 25
19 sf000175 XP_001054847 G1:109498064 G/T Tv NC - -
20 sf000178 A/G Ts C - 19
21 sf000179 C/T Ts NC - 3
22 sf000191 C/G Tv NC - -
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