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Identifying the dwarf related loci by using the genome information of citrus
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EY717552

It is suggested that Hiryu is a mutant line of Poncirus trifoliata and Unryu
is inbred line of that, which both Hiryu and Unryu are dwarf lines of that. The dwarf related genes
in Hiryu and Unryu were identified compared with Poncirus with microarray analysis. The Unryu

specific homozygous genome regions, that is dwarf related genome regions, in Unryu were identified

compared Poncirus genome with genome wide SSR makers. We finally showed the possibility that

EY717552 gene is the cause of dwarf by identifying the overlap regions between the regions where the
I(_jwarf related genes locate and the dwarf related genome regions in the dwarf lines in Hiryu inbred
ines.
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CTVRO1 304/310 | 304/304 LG7
CTVR0O4 305/311 | 305/305 LG7

CUBER934 101/107 | 101/101 -
CX0010 222/231 | 231/231 LG1
CX0035 190/195 | 195/195 LG3
CX2018 156/158 | 158/158 LG2
CX2040 100/112 | 100/100 LG3

CX3002 160/162 | 162/162 -

CX5024 361/366 | 361/361 -
GSR5122 2491249 | 244/249 LG8
SSRO7A19 127/130 | 130/130 LG3

SSR07B26 201/205 | 205/205 -
SSRO8BA09 90/94 90/90 LG2
SSR08B40 156/160 | 156/156 LG2
TSGR265 180/183 | 183/183 LG2

TSRF111 322/327 | 3271327 -

TSRF235 165/168 | 165/165 -

2014 7 8
7 8

2 t p < 0.05
0.5 t p < 0.05
4
4
probelD 7 8 7 8
EY 850824 4.4 40.0 75.0 30.0
AB218613 | 17.3 37.2 15.8 38.6
GE213399 329 33.2 321 35.8
EY 709286 15.2 20.8 125 28.0
CX305054 4.5 7.1 20.3 10.7
LLL1661 3.0 29 2.3 29
FC920194 35 2.0 3.8 2.7
DY291520 | 0.33 0.08 011 0.28
FBI1869R 0.47 0.10 0.22 0.24
EY 739705 0.30 0.10 0.09 0.26
EY 797567 0.50 0.37 0.00 0.04
EY 717552 0.48 0.38 0.23 0.44
EY850824: zinc ion
binding AB218613 EY709286: SHP1 /

transcription factor GE213399: SHP2 /
transcription factor CX305054: hAT
dimerisation domain-containing protein
LLL1661: structural constituent of
ribosome FC920194: 2-nitropropane
dioxygenase family DY291520 FBI1869R:
GPT2 / glucose-6-phosphate
transmembrane transporter EY739705:
FAD2 / deltal2-fatty acid dehydrogenase
EY797567: PMEPCRA / enzyme inhibitor
EY717552: putative starch synthase

AB218613 EY709286
GE213399 SHP (SHATTERPROOF)

48 8
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CTVRO1 CTVRO4 SSRO7A19
304/304  305/305 130/130
304/310  305/311 127/130
Al 304/310  305/311 127/130
B2 304/310  305/311 127/130
D1 304/304  305/305 130/130
E4 304/310  305/311 127/130
F1 304/304  305/305 130/130
G1 304/310  305/311 127/130
D5 304/310  305/311 127/130
D7 304/310  305/311 127/130
D1 F1 CTVRO1

CTVR04 SSRO7A19

CTVR0O1 CTVR04 SSRO7A19
4
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