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BTA UMD3.1
96

exome
RR/RA/AA

ALT
Freq
(%)

13 F13
c.248T>C
(F13A)

23 48649432 tTc/ tCc 94/2/0 1.04

CHS
c.6044A>G

(LYST)
28 8508619 cAt/cGt 94/2/0 1.04

IARS IARS
c.235G>C

(IARS)
8 85341291 Gtt/Ctt 82/14/0 7.29

FMA
c.430C>T
(GFRA1)

26 36951312 Caa/Taa 92/4/0 2.08

FGD
3

CAC>TGC
(FGD3)

8
85826989_
85826990

Cac/Tac, 
cAc/cGc

74/21/0
74/21/0

11.05
11.05

I
BBS

c.1315C>T
(SLC12A1)

10 62382825 cCa/cTa 95/1/0 0.52
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CNVR_322 8 g. 378127_412061del ANXA10 30-60

RB* X g.A>G _X
AI3

ET

17_2* 17 g.G>T CDC_X 30-60

FGD3 8
g.85826989C>T
g.85826990A>G

8

BBS 10 g.62382825G>A SLC12A1
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9RNAseq

NovaSeq6000
64

bwa - > GATK variation call
De novo assemble polishing

PromethION
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minimap2
NGMLR Sniffles SV call
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PromethION(N=64) Novaseq6000 (N=64)

Number of reads 12,394,985 920,828,388

Max length (bp) 796,770 (150 x2)

Average length 7,212 (150x2)

% mapped 78 97

Total read length 86,316,187,095 58,933,016,834

X Depth 32.84 52.90

PromethION

7.2kb



De novo assembling
(HGC 250GB /5CPU/2 3 )

. PromethION wtdbg2 wtpoa-cns 1st contig

. PromethION minimap2 1st contig
Wtpoa-cns 2nd contig

. NovaSeq bwa mem gap 
2nd contig wtpoa-cns 3rd 

contig

. NovaSeq bwa mem (default parameter)3rd 
contig wtpoa-cns 4th contig

contig



ARS-UCD1.2  (1 sample) WGDB_denovo (64 sample)

Assembly GCA_002263795.2 WG_1

Constructer USDA ARS University of Tokyo

Genome coverage 80.0x 85.74x ( )

Total sequence length
2,715,853,792

(chr1-29, X: 2,628,411,261)
2,548,196,231

Total assembly gap length 28,162bp(30Kbp ) 9.5Mbp ( ) (chr1~chr29)

Gaps between scaffolds 0
1

Number of contigs 2,597 5,531

Contig N50 25,896,116 10,454,269

Contig L50 32 93

SNP - 15,934,570

indel - 12,916 ~ 19,910

Other SV - 344 ~1,477
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19 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 1 1

30 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 1 1

60 - - - 1 1 - 1 1 1 1 1 - - 1 1 1 1 1 1 - - 1 - - - - 1 1 1 - - - - -

91 - - - 1 1 - 1 1 1 1 - 1 - 1 1 1 1 1 1 - 1 1 - - - - 1 - - 1 - 1 - -

10 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 - - - - - - - - - - -

17 - - - 1 1 - 1 1 1 1 1 1 1 1 1 1 1 1 1 1 - 1 - - - - - - - 1 1 - - -

23 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 - - - - - - - - - - -

159 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 1 - - - -

168 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 1 - - - -

171 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 1 - - - -

25.9 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 - - 1 1 1 1 1 - - - - - - -

25.9 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 - - 1 1 - - - - - - - - - -

60.7 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 - - 1 1 1 1 1 - - - - - - -

RNA

19 30 60

10 17 23

25.9 25.9 60

_ 159 168 171

179
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1.3kb
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