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Create international standard SNP markers for chicken, and their

WFZERC RO E (Fn30) : SNPs 3B E-CR B HORFE O JR IR B G 745, BaI AT IC
AV HTnD, ARAFZETIE SNPs gty — /Lo DigiTag2 % CTHWH=UK) SNPs ~—h—%AE
WL, YA LO=U N OBEERRBEROMI D792 DigiTag2 151282 SNPs Dfi &7 A7z,
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eI OBEE (3£30) : Single nucleotide polymorphisms (SNPs) have been used to identify genes
responsible for economic traits, including genetic diseases in domestic animals, and to examine genetic
diversity of populations. In this study, the aim is to create international standard SNP markers for
chicken, and their analysis systems. | genotyped 239 chicken autosomal SNPs using DigiTag2 assay to
understand the genetic structure of four species of Junglefowls, the Japanese native chicken breeds , and
the relationship of these breeds. Phylogenetic analysis using the concatenated 74 autosomal SNP
genotypes distinguished four Junglefowls, all chickens and formed clusters of chickens belonging to the
respective breeds. Based on the allele frequency data, the estimated probability of identity (P) was
calculated to be 2.70X 1020, Since the FAOSTAT database published in 2011 showed that the total
number of chickens raised worldwide was approximately 1.99 x 10, this SNP set would have the
power to identify all chickens in the world. More importantly, this set would be particularly useful to
monitor the genetic structure of populations for maintenance of the characteristics of the chicken breeds
and junglefowls.
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SNP No. _ dbSNP_ID__ Chr SNP position SNPNo.  dbSNP_ID__ Chr SNP postion

SNPO1 1515190368 1 5840219 SNP49 516267376 5 5503870
SNPO2 1515192185 1 18275221 SNP50 rs16706029 5 AT66E3TTT
SNPO3 1515219669 304838641 SNP51 516728257 5 29545146
SNPO4 1515245305 42322973 SNP52 516496780 5 42418621
SNPO3 1516090699 53798113 SNPS3 516511945 5 04444322
SNPOG 1515295408 66365107 SNP54 1516532626 6 6316758
SNPO7 1516735514 78380448 SNPS5 1516549374 6 18973629
SNPO8 1515335728 90084367 SNPS6 1516563836 6 31480469
SNP03 1515358380 102449807 SNPST 1516579979 7 6674001
SNP10 1515384180 114485643 SNP58 1516592045 7 19355740
SNP11 1515411726 126455494 SNP59 1516607587 7 31964220
SNP12 1515431859 138046864 SNP60 516621465 ] 4816571
SNP13 1515458009 150463828 SNPB1 516631184 & 15351448
SNP14 1515466863 162025942 SNP62 516643812 6 25498401
SNP15 1515499955 174489438 SNPE3 1516663226 9 6037230

SNP16 1515531419
SNP17 1515857736
SNP18 1515877507
SNP13 1515908381
SNP20 1515935351
SNP21 rs15965721
SNP22 1515965700
SNP23 515992467
SNP24 1516023472
SNP23 516040665
SNP26 1516057651
SNP27 1516743123
SNP28 1516121133
SNP29 1516138574
SNP30 1515162423
SNP31 1516219113
SNP32 1515747460
SNP33 1516242700
SNP34 1516255054
SNP35 1516272765
SNP36 1516284912
SNP37 1516296696
SNP38 1516309780
SNP39 1516321816
SNP40 1514405359
SNP41 1516355514
SNP42 1516370918

186493205 SNP64
198484571 SNP6ES

rs16674770 9 18947734
515567717 10 5953037
rs15586693 10 16759429
514959885 11 5268084
rs16060200 11 16867474
rs15639154 12 5498471
rs15663821 12 15406395
rs15686857 13 4284118
rs15713212 13 14490314
rs15725999 14 4403927
rs16062676 14 12449581
1515768044 15 3990830
rs15788059 16 131611
816711522 17 2835890
rs13507058 18 3151755
rs14117360 19 2303927
rs16163376 20 3835177
rs16173192 20 10933006
rs13602946 21 2236947
1514286447 22 830958
rs16188930 23 3194256
rs16194565 24 1949991
1516346140 26 810037
rs13716503 27 1125385
1516211202 28 1160825
1516687428 z 6651662
1516761111 Z 18519090
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42354661 SNPT70
54122042 SNPT1
66497760 SNPT2
78367361 SNPT3
90451426 SNPT74

113754602 SNPTS
126225804 SNP76
137669282 SNPTT
149966900 SNPT8

5546279 SNPT9
16647850 SNP80
28362684 SNPB1
39367961 SNP82
50440946 SNPB3
61256784 SNP84
71690934 SNP85
83494417 SNP86
94416860 SNP87

104524794 SNP88

5868530 SNP89

18216857 SNP90
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SNP43 1516380594 30470532 SNP91 rs16769028 7 30558351
SNP44 1516395418 41749037 SNP92 1516744356 Z 42218742
SNP45 1516412125 54490451 SNP93 rs16772116  Z 53941908
SNP46 1516425707 66447459 SNP94 1516775422 Z 66018463
SNP47 1516436181 77933017 SNP95 rs3137313 mt 240
SNP48 1516450248 89826251 SNP96 516616403 7 38342002
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