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in Mutton Sheep Breeding Industry
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Abstract: Mutton sheep breeding industry is the "chip" of mutton sheep industry, and its scientific and technological innovation
plays a key role in ensuring the safety of mutton sheep provenance, improving population performance and promoting the
high-quality development of mutton sheep industry. This paper introduces the general situation of mutton sheep breeding industry at
home and abroad, summarizes the development status of scientific and technological innovation of mutton sheep breeding industry
from the aspects of basic research and breeding core technology, and analyzes the development trend of scientific and technological
innovation of mutton sheep breeding industry in the future. In view of the outstanding problems existing in the scientific and techno-
logical innovation and development of China's mutton sheep industry, the corresponding countermeasures and suggestions are put
forward. it is expected to lay a theoretical foundation for improving the scientific and technological innovation ability of China's
mutton sheep industry, realizing scientific and technological self-reliance, enhancing the core competitiveness of the mutton sheep
industry and promoting the high-quality development of the mutton sheep industry.
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Table 1 Progress of genome assembly at chromosome level in sheep at home and abroad

. ; JEFIR/AN ) WA
[EI K /A i FEPIZH IR A Contig FEfy
Sequence Sequencing
Nation/Institution Breeds Genome version N50 Year
size/Gb technique
EAEYES] FRITE e 9ESFiNi 73] b LAIES CHIR_1.0 2.64 18.93kb  Illumina GA IIx 20131
o [ /4 K3 ] LIRS CapAeg_1.0 2.83 19.35kb  Illumina Hiseq2000 20155
op [ AE S R ETT PNEAIIES CHIR 2.0 2.81 73.53 kb Illumina 20151
S A A LT e illaE e ARSI.2 2.92 2624Mb  PacBio 201614
liES
D7 ] L2 DR AL B EliEnAlIES CVASU_BBG_1.0 3.04 819 bp Tlumina HiSeq 20197
Goat
EHEIGIE Wi Vs TN [ IES Saanen vl 2.70 46.21 Mb  PacBio; Hi-C; Illumina 2020
Oxford Nanopore
EHEIGIE Wi Vs TN ARG AW 2 ASM2665220v1 2.63 42.60Mb  PromethION; Illumina; 2022
PacBio; Hic; BGI
] e 4 2= i DR 241 Tk B HERERHEIN Ovis_aries 1.0 2.86 685 bp 454 FLX 2010
| e 4 2 R PR 201 Tk B R O FE R Oar v3.1 2.62 40.38kb  Illumina GAIL; 454 20128
I KB R A B K PNiES ASM103953v1 2.59 8.07 kb SOLiD 201517
Illumina GAIL 454;
] e 4 2= i DR 241 Tk B R O FE R Oar_v4.0 2.62 150.47 kb 20151
s PacBio RSII
Sheep  SEIH/ L PE 2 Be NS HE R 4L HiSeq X Ten; PacBio
AL Oar_rambouillet_v1.0 2.87 2.57 Mb 201712
BFE .0 RS I
Oxford Nanopore
EHEIGIE Wi Vs TN biiE ASM1117029v1 2.77 8.7 Mb PromethION; Illumina 20201

HiSeq
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Table 1 Progress of genome assembly at chromosome level in sheep at home and abroad (Continued)

‘ A RN A
PG vl FERIZRRA Contig G
Sequence Sequencing
Nation/Institution Breeds Genome version N50 Year
size/Gb technique
PacBio Sequel;
TR RIS ST ST APHHEEFRAL CAU_Oori_1.0 2.65 42.16 Mb 20201
Tllumina NovaSeq
Oxford Nanopore
Bl NS SViE 4 ES ARS-UI Ramb_v2.0 2.63 43.18Mb  PromethION; PacBio 20211

RSII; Mlumina HiSeq
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Tllumina NovaSeq
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rh /bR AR R W ASM2243284v1 2.87 73.37Mb  PacBio Sequel 202218
T EGICR MR TR B ASM2243283v1 2.82 80.32Mb  PacBio Sequel 202218
rh bR AR R EHEEZIVES ASM2243282v1 2.84 59.95Mb  PacBio Sequel 202218
rh bR AR R T ASM2241691v1 2.91 9242Mb  PacBio Sequel 202218
- T EGI R MR BRI ASM2241678v1 2.92 71.93Mb  PacBio Sequel 202218
IES
rh /IR AR R B SRR ASM2241677v1 2.82 476 Mb  PacBio Sequel 202218
Sheep
T EGICR MR BRI ASM2241675v1 2.87 75.67Mb  PacBio Sequel 202218
rh /IR AR R R ASM2241674v1 2.86 65.13Mb  PacBio Sequel 202218
rh bR AR R Epes ASM2241672v1 2.88 6446 Mb  PacBio Sequel 202218
T EGICRAMRH EPEEES ASM2241669v1 2.81 17.87Mb  PacBio Sequel 202218
rh bR AR R Tkl ASM2241668v1 2.87 7498 Mb  PacBio Sequel 202218
T EG R MR FoksE RS ASM2422226v1 2.94 73.63Mb  PacBio Sequel 202218
Fh [P LA MR A2 R ASM2422217v1 2.96 31.75Mb  PacBio Sequel 20221
PacBio Sequel 11
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PacBio RSII; Oxford
PP/ SR IR ASM3343944v1 2.96 104.1Mb  Nanopore PromethION; 2023

DNBSEQ
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