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Abstract: It is becoming a practical method to develop super green rice varieties efficiently through whole genome

selections with DNA marker technology ready to practise as well as more and more rice functional genes being

identified and cloned. In this paper, we presented two whole genome selection methods which were established

based on high throughput sequencing technology and whole genome rice gene-chip. We also built RiceVerMap

database, a functional haplotype identification system, and a rice pedigree analysis system. All of these may greatly

help rice breeders to perform the whole genome selection method in their breeding programs to better meet

consumers’ novel demand for safety and high quality with more efficient development of new rice varieties.
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GESAREMENRAT RALE E . JTR T 74 329 4> SNP
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E3 RiLRS T

FRMZ B PE. 1E 1997 SFELLAT, MR TP
OsMSHS Hl rFCA FE N B 5 TFIERIAS B AR HIEE A
£ 1997—2004 £, fi[7] F 2L % Pib 58 5 ) & fik
HRIIEE 5 7E 2004 F LU, a1k 5 H AN A
VW38 AH OC (R TR, AT B R NHT . B U [
OsSUTI( & 3c). ixebgh BRI 5 F s L
JHE B LREEA R, A HE 50k 2L R R
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WATVFRRERI T G 0T T 3 de ST R
EHT M R ER N AT E R, BE
1113 AR SE BT I8 W 42 AR X 38 (conserved
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P b 5 E AR ST ) cHTBs WS T VF 2 EE A
SERAHSCIE R, gz sl bk v ) sd . ) Hh AR
0] Ehd4. ¥ 77 BE = BE VIR hed . 42 1) o] %5
VER B L) SSHa 451K KR /NE) GS3. #5241 o
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BEME M) TACI %, RN FEFEFF
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DRe s A UL R 4 2 R AH SRR 70 W St FE 443t 1 (4
CIE: )58/
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/> SNP fi7 55 A M2 2 855 580 4N INDEL 47 &5 ). i1 T
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I R R 2 A RS T AR R
FEUEERE: (1) /8 snpEfF™Y | CooVar™ 5 PolyPhen-2
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TR X HE 5 AE g X AR S e s g AT PEAS, B
B AL /KRS 455 5 9 v o G £ 5 E IO 558l B 5 (3)
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AW §
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