PRIMERS TESTED IN KLEIN ET AL 2015:

‘SEQUENCE_CODE
ST-E00142:460:H2KTHCCXY-6:2205:1610:33533
cons_grs06 3
ST-E00142:460:H2K7HCCXY:6:1107:15848:1168 7
ST-E00142:460:H2KTHCCRY-6:1213:18508:48986_1
ST-E00142:460:H2KTHCCXY:6:2201:7567:5810_1
ST-E00142:460H2KTHCONY:6:1117:32471:42939 1
ST-E00142:460:H2KTHCCXY:6:210:

03:64017_1
ST-E00142:460:H2KTHCCRY-6:1212:21653:70047_1
ST-E00142:460H2KTHCCRY-6:1121:24170:51025_1
ST-E00142:460:H2KTHCCNY:6:1104:15168:12156_1
ST-E00142:460:H2K7HCCKY-6:1206:30847:59956_1
ST-E00142:460:H2KTHCCXY:6:1206:2514:3383_1

ST-E00142:460:H2KTHCCNY:6:2204:26494:6123¢

PRIVER NAME

Crour2s

NUMBER_OF TARGET_REG TARGET_REG TARGET_MS_LENGTH_IN_NUMBER_OF MOT_TRANS TARGET_REG POLYMORPH ONE_PRIMER ONE_PR_FOR PCR_PRIMER MIN_PRIMER PCR_PRODUCPCR._P
1 B 2 1ACAG 2

& 6 1 1 2
5 50 20 1 AGAT TCTATCTATCITCTA 46,125 1 1 6
138 7 18 1 AGAT AGATAGATACN 1 1 5
n 3 16 1207 TATTATTATTA 1 1 3
13 s 16 1466 GGAGGAGGANA 1 1 3
&7 6 16 188G 1 1 6
125 2 14 1cc CCGCCGCCGENA 1 1 4
95 56 1 1aTCC GATGGATGGINA 1 1 n
103 3 13 176 Bl 1 1 1
165 3 13 1a8T ATAATAATAANA 1 1 2
7 39 3 1acc GGTGGTGGTINA 1 1 3
o7 52 B 106 AGAAAGAANINA 1 1 10
104 36 1 1A6¢ AGCAGCAGC) AGC_104_13¢ 1 1 .
108 r 2 1ATCC ATCCATCCATITCCA_114_1¢ 1 1 10
10 a0 10 1acTC CTCACTCACTINA 1 1 3
74 9 a7 1ac GTGTGTGTGINA 1 1 a
a6 %0 a5 14c 1 1 3
53 6 2 11 TATATATATA NA 1 1 3
& 50 25 146 TCTCTCTCTCTNA 1 1 3
% 3 5 1287 ATTATTATTA NA 1 1 3
7 3 1 1466 Tecreeecten 1 1 a
19 50 25 1ac TGTGTGTGTENA 1 1 3
48 50 30 1ac A 1 1 1
165 52 2 146 1 1 3
100 7 3 146 T 1 1 a
0 50 5 11 ATATATATAT.NA 1 1 a

TAGTGCC TGGTAGTGCC AACCTTGGTC
176 GCCAGGCAA(GCCAGGCAAI TTAGGCACCA

240 GTCTTTGGAC GTCTTTGGAC GATAGAACAC
241 AGCCCATGGT AGCCCATGGT ACAGATACAC
AAGGTCAG( GAAGGTCAGI CCCGGGAATC
‘GAATGCATIT GAATGCATTT ACTTTCGTACH

0 o
18 17
2 258
0 215
2 204
20 m
20 m
1 201
23 210
2 251
20 28
2 201
20 2u3
2% 26
21 194
2 214
2 215
20 181
20 25
2 205
2 250
1 217
20 25
0 264
20 209
% 151

RODUCPRIMER_LEFI PRIMER_RIGI PRIMIER_LEF PRIMER_RIG] PRIMIER_LEF] PRIMIER_LEFT PRIIER_RIGI PRIMIER_RIGI PRIVIER_LEFI PRIMIER_RIGI PRIMIER_LEF1 PRIMER_RIGI PRIMIER3._PE| DESIGN
2 13 2 206 2 6003 52276 48500 22900 18

2 59,7
57,013 100 41100 8037096 A
S8441 21700 42000 8291142A
60304 500 47500 16196334
59829 45100 28700 79432818
61323 46100 47000 21401%2A
61753 37200 38500 428629 A
59193 38600 32400 20356818
59, 600 30200 43397938
59389 33400 14000 3330,
61007 5280 36300

58399 1100 000

60179 61300 290000987225
60109 28300 37,700

5999 27100 43000

59698 30800 43000

60301 31800 34600 5026420A
57 26900 25700 8,600,028 A
59851  S0100 38600 1257119A
59685 28300 40800 B236641A
6003 37900 44000 4804978 A
57510 31300 30100 7395635A
59680 47000 38500 4497,089A
57163 37200 38600 32350178
57,841 000 21,700 43496678
59684 39300 40000 6388987 A

SEQUENE_LE SEQUENCE
cr

TCCCTTCTTTANGGCAT

TIGACCAAGGTTTTGA

275 TCTTGENTNTTGTCT

268
245 AGGTICTT

TCCCCTTATAGT

211 CTGGAAT

TCTATTAGE

TIGATCAC

265 TTCe

255

279 caeT

25

ACAACGTAATTGATAAGACATT:

TGAATGGGAC

TCTCTT TerTTen

243 TIATTTATCTCTAT

TTTGT

AATG

ATTAGCTTCT?

AAATTGTCAN

TGTTTTAT e

TGGTT

TTGtetet




