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issues. The rich genetic diversity of rice germplasm resources provides a solid genetic basis for the development of

Green Super Rice. In recent years, significant progress has been made in rice genome research, especially the

completion of “3 000 rice genome projects”, which fully reveals the rich genetic diversity in rice species and, the

world's first near-complete, high-quality pan-genome map of Asian cultivated rice has been built, which provided a

more complete data platform and theoretical basis for the development of Green Super Rice. This article introduces

the latest research progress of “3 000 rice genome projects” and its application in the breeding of Green Super Rice.
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Hl2 % &M (single nucleotide polymorphisms, SNPs)
FEE L 25 J3AN /N N B2 FRid (small insertion and
deletion polymorphisms, InDels). X%t SNPs 1, %%
R (FBEREREZ SR ) LR (B
2B SRAR ) 4 Wk B 1356 313 A1 56 786 AN 7,
5 5 AN HADAF 2 H R H A (RS, N22. 93-11,
BTk 63, 0l 97) Euxb, AP SNPs i Hi it
4200 J5. S5HRN, KRS REAR SR DR 20 AR AE AR L
FEI SNPs A2, B2 HEEm. AT 2859
Uy K FEIE R 41f) SNPs J¢ InDels 28 3804, #2577
ZRG I KRG Th Re SR DA 2H B PR BCHE 2 ) SNPs 5
InDels £ 2514 F 2045 % (http://www.oryzasnp.org/iric-
portal/, http://www.rmbreeding.cn/snp3k)">". 1% - %
WEEAE T 3K AKBZ ARG EMR. BRI
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404K, DLl R A FRWT S K. Sl g R R KRR
AR R A 7 &4, P XL SNPs JFKk | —3
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BRI (4.7 £0.6) kb]. BIAL [ PR/ R (1272 +
18.9)kb]. G, FHEE [ FHIK/INHN (111.0 +25.9) kb]
SRR FE R 2L 45478 57 (structural variation, SVs)!'?,
SR ANFE R 12 000 4, X EeEERAR T 1K
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= XI-1B
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= XI-3
= Xl-adm
@ GJ-adm
®m GJ-trp
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= GJ-tmp
@ cA

E cB

= Admix

XI-1A: Xian/indica subpopulation 1A; XI-1B: Xian/indica
subpopulation 1B; XI-2: Xian/indica subpopulation 2; XI-3:

/N ZHIHE 100 bp F| 1 Mb 2 [8] (3 1),

XL AR AR KRR R Z AR, H
AAH 2 — 5 AR () &5 8 A8 S AR AN K R A
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HOEF| 14 653 4>, K - FEIE] g 4 809 4>, il - il A
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(HR2R ) (109 £ 42) A~ (FEE ) AT (2 465 +983) /> ({3
PN 2, FPRFBGHRE ). AKFEIHE DR 4 7] 47 7F 4 bk
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ZFE K4 (pan genome) WL fE 4RI — Wi 4 T
FER B AR, W —BEZMP A R A
e 48 A 1 A% O i R B0 [R] 5 (core genes/gene
families) DA Jz — %8 H7E BE A R I R 2H & 11 70 1K
3 K B HE B 5 (distributed genes/gene families).
Zhao % "I RIF 66 K A [ 7K R A (1R 45 A
FRFNEY AL FEMR R T AR - P AR RE I R A,
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IR 2 e B AR . “3 000 f3 KRRk R T H &I 7 s

Xian/indica subpopulation 3; XI-adm: Xian/indica admixed X2 BEREWMTEEZWEITheEERKE
types; GJ-adm: Geng/japonica admixed types; GJ-trp: Geng/ LN N (kA B Bt
japonica tropical subpopulation; GJ-sbtrp: Geng/japonica il 1449153 2951+537 128+34 4527 +656
subtropical subpopulation; GJ-tmp: Geng/japonica temperate b 527 +£220 893 £ 352 57+22 1478 +560
subpopulation; cA: centrum-Aus population; cB: centrum- Aus 996 £156 1703+477 100+27 2799 +590
Basmati population TR 1418+136 2752+468  92+24 4262+551
E2 ET3 010k FEEFELESNPSHZ I R G ™ RS 1141284 2239+£766  83+19  3463+1029
G Elzkﬂﬁgéﬂttﬂ') P 1238415 2465+983  109+42  3812+1404
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HEAR [N A HE i I58a

o= K/hkb) K K/(kb) B K/ (kb) o =
il 5411+ 631 52+04  188+35 127.5+12.9 165+33  111.8+15.6 8990 +2 404 14 754 + 3 066
i 1670+ 770 55+1.0 59+27 123.3+£33.0 62 +25 83.0+£29.0 2397+1248 4189 +2 045
Aus 50681043 4.7+0.7 161 +37 132.0+13.8 141 +32  111.3+17.1 7628 £2 031 12997 +3 055
TR 3200+855 58+£0.4 105 + 37 131.3+23.1 97 £29 89.0+17.1  4491+13863 7892 +£2 768
WA 4309+1146 50+57 136 + 37 128.7+21.7 129+36  106.5+23.3 6161 +2283 10 735 + 3 406
F¥) 4535+£1667  53+0.6 152+ 62 127.1+19.4 139+52  105.1+22.7 7348 +3429 12178 £5133
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