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cncb.ac.cn/gwas )™, B sk 3 A SCHK F1IH E TWAS
Atlas(https://ngdc.cncb.ac.cn/twas )™, & W —5& AU ) 5
BEHHAE EWAS Atlas(https:/ngde.cneb.ac.cn/ewas )™,
T 8 55 3 A T P R BOCIH N PUA R . T, GWAS
Atlas HIGE T 5 DRIFSIYINGH . A, 26 MK
5 FE W) 03 R (Malus domestica) . 3 4% (Gossypium
hirsutum) 55, 3L 302295 4 K K A -3 BRI N .
TWAS Atlas FFHficst 7ok FIARY 135 2141 401266 4%
B SRR AN . EWAS Atlas IR TR H A
(19 3767 A~ BAF (1) 752935 2% 3 WL OCHE 3R AL HIHAXS .
BEEHIYE B, X F EZMRR BB R R E
;DA B N 2 fgt R A e i ik 58 AT EZEANE . a0
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57


http://www.kjdb.org

FHE SR 2025,43(13)

WFsE

TIURZGFLR  YRiT A WA s BT R S
TOATF RIS, B3A AR S R E
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Ji BioKA ™, AP 58 T ANKEYEWFE, T
T A B A YR SRS IR AE AR Sh P i A
BT TS B

BioKA (https://ngdc.cncb.ac.cn/bioka) i i A T. 8
Y 4747 F SCERAN BT IR, Wi 55 A 30 1~ 3h)
Yy ab, G 45 9 R A S W an /B B 5 £ (Danio
rerio), LI 16 PR F= sl (Felis catus) . 4 (Bos
taurus )W) 16296 M EYIFR &Y, ¥ K 951 >0 /1
AR, 45 11925 DML/ 1784 4> miRNA 1043 4>

55 773 MR, 357 /> circRNA F1 127 /> IncRNA,

IARAE T Zoad b Al AL FRIY 308 A4 i A B HoxT vy AR
Yibr S E R o XSS B HITE T AE AE 1T
LR AR, S A RBR LT . 3h
Vgt oe b oy B R4t 1 i B SR
233 BYMLBRKEREEMIRE

() Y5 5 PRI R U T S [l A e B T
ST PR Aot 7R DL SHE T BE DR )V D RE, FE i A KR
PRI 9T DL S R Ge A )2 i Dh e 55 vh BLA 240
H™, W T B ATC A 1 R B, R C R
AR IR EERFR R T EAATE 25 5 [RITRHEWT ik 2R
B e P [ e PR S 5 R AN — B, 2 T 8580
MR RLAIH . Ak, NGDC T 2022 4E 34 T 248
JoT St A (] 5 35 DRSO A, AL T IR R AR
HGD", $At—ANZR-A 4 11 H 0] X 5508 A IR 2041 091 U
) [ R R A 2 2R

HGD(https://ngdc.cncb.ac.cn/hgd) B4 T A H L
SR LA KA At 37 AW b i [R) 53 DR LA R A
P REAR B, AL4E 10 Al ZA A Y iR BEE
i, S U (Drosophila melanogaster) % . % HITRE 4
Wt 7 11238 TR, Hoh (4% 16909 4[] # JE
PR DGR R AV I, 276670 A~ [W] 5 55 PR DG HR A8 S 250,
398573 A~ [l 5 2 [N e 1k 3% 1k Hicdle, 536852 4[] Y 2
R OCHE GO $diE  Z NV SR it Wy fh 44 L BRI
ID., FEHYjhE. & ID, HH A LA GE RS2 4%
K% . HGD $Atry [RE LRGBS g T 540 i
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eI AN I, B L A RIFR A — 2
2.3.4 11 RNA HiERENIRE
MR (RNA) g fEAE I ) A 1K L TR 40
R B RN R N At B R AR . RNA g
A 2P R 2 2 SR 2 A IR (RNA
editosome) - X145 5 A RNA i S AT g ohfE. H
RUAEY) RNA i T 0F 58475 2 2R G0 1 i HHEE,
ki, NGDC 38 13 SRR o 2 25 A A 4 A0 i 7 35 (R 21 7
B TT 0, Mo TR0 RNA iR AR %0iH % PED,
ZARE A AT RNA g K7 Ko S8, M
TN RAR MY RNA Gt Uk A B A 98 UL
PED (https://ngdc.cncb.ac.cn/ped) AT 8 i
Y (PR IT . KFE . BoKRSE) h % E 19 98 1~ RNA i
WAT, Pt RNA a7 R, i N5 gafi
SAHELAEF L gt DR 7 XA 40 ) B R 26 20 52 i 45 Sk
5, M SE IR UEYE o BEAN, X AR RS R G
SETRHA 1621 MEYIPIFII 20836 1~ RNA i 55
1, XL B3 404 T 203 Fhab i gR 59, B 56 1673 4>
YA g . Wi X RNA iR T, RNA gk
N H AR R bR AL AL 3, PED N H RNA %i%E
(1953 F- B B R GG B9 T S BB S
PED HITE 2 1) 2 37 5 Ay A 400 35 4 9 D8 RS o O
1.5 1 FHEL L E BRI, BB AT RO R B L o
(2528 TAE, AT A K & B RIS I 9 2]
AR JE DR [R] B S PPAT 352 4% 8 5 XTS5 1 7 g 5
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), Mo RERME TR S Y. S5iE5ES
S MR T AR L, 33k S DR ZH 0 W] A X A T S A
WUEEE 7L 2 R . e E Y 7 Uk, GVM
$EALR) SNPs 1 InDels ¥4l A B T3 Hr b iF st (L 45
F . BRI AN T s R Sh S . AR Y Fh DR
Ik, GWH #1 GenBase iffi i1 {32 FIBE 1R U % T 1EFd 2
(Panthera tigris amoyensis) . W25 LH (Manis penta-
dactyla) 55 B REAT W) i) 6 DR 2H W8 5, HOAR S =X
GIHT, ARV SAE AR | AR N R
KA . RS> 7 FFi, GWAS Atlas, BioKA
PED S5 AR PR AERY AR 5 | AR WA LS RNA i
B, R i R A AR, SEIN AR E
it 2 R HET RN 1AL

NGDC 7E 2B F v 45 [ Q8T [ bR i
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Abstract Multi—omics data, including genomics, transcriptomics, and epigenomics, contain a wealth of genetic information and are
crucial for the study of biological genetic diversity and the conservation of biodiversity. However, the integration and reuse of
multi—omics data remain challenging due to their massive volume and fragmented distribution across disparate databases and published
literature. To facilitate timely submission and sharing of multi—omics data in life science, National Genomics Data Center (NGDC) has
established multiple foundational data submission platforms. Additionally, to fully integrate and explore existing omics data resources,
NGDC has developed several multi—omics integration resources and knowledge bases for domesticated animals and plants. Currently,
NGDC has preliminarily formed a comprehensive multi—omics big data framework, which will significantly contribute to the conservation
of biodiversity, including species identification, the protection of endangered species, breeding programs, and monitoring changes in
habitats.
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