Table 1: Summary of sequencing data from the four chicken breeds
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Table 2: Evaluation of the four assemblies using six categories of criteria
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Table 3: Contig compositions and lengths of the assembled RJF chr29, chr31~chr39 in comparison with the corresponding chromosomes of the GRCg7b assembly
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Daweishan Hu Piao Wuding
Depth 143 89 116 132
Length 150bp 150bp 150bp 150bp
# Pairs 497,766,684 299,989,652 404,641,183 461,506,229
Type Nanopore PacBio Nanopore Nanopore



Depth 109 36 110 101
Average reads length 14.5kbp 12.6kbp 10.1kbp 12.0kbp



# Total reads 7,805,570 2,902,816 11,351,310 8,809,621
# Reads>5kbp 4,967,248 2,086,941 7,308,102 5,135,718



Depth 108 112 102 110
Length 150bp 150bp 150bp 150bp
# Pairs 374,269,265 376,495,854 354,482,162 384,354,246
Depth 74 79 80 77
Length 150bp 150bp 150bp 150bp



# Tissues 10 9 10 10
# Pairs 257,350,330 266,474,857 280,208,923 269,818,596



# Individuals 24 9 22 22
Average depth 34 37 35 38



Length 150bp/100bp 150bp/100bp 150bp/100bp 150bp/100bp
Re-sequencing



RNA-seq reads



Short reads



Long reads



Hi-C reads
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Chicken Het (%) Rep (%) Size (Gb)
Contig N50 



(Mb)
Scaffold 



N50 (Mb)
Chromosome 



N50 (Mb)
# Gaps



Reliable 
block N50 



(Mb)



False 
duplications 



(%)
k-mer  QV



k-mer 
Comp. (%)



Short reads 
Comp. (%)



BUSCO 
Comp. (%)



mRNA 
Comp. (%)



Assigned to 
Chr. (%)



MT Chr. 
(kbp)



Sex Chr.



Daweishan 0.8 20.3 1.037 23.0 74.3 90.5 375 17.1 0.3 41.6 92.9 99.4 96.7 95.0 98.8 16.0 ZW
Hu 0.7 20.0 1.027 16.2 28.9 90.7 484 2.9 0.3 38.4 93.3 99.3 96.6 91.3 98.9 16.5 ZW



Piao 0.9 20.4 1.036 25.1 62.8 90.5 483 13.7 0.3 41.6 92.9 99.5 96.6 95.0 98.3 16.3 ZW
Wuding 0.8 19.9 1.026 21.5 71.1 90.9 297 18.7 0.4 43.3 93.1 99.3 96.5 95.2 99.2 16.8 ZW



RJF(GRCg6a) - 20.4 1.056 17.7 - 91.3 500,945 - 0.4 - - - 96.6 - 98.6 16.8 ZW
Broiler(GRCg7b) - 20.5 1.050 18.8 - 90.9 463 - 0.4 - - - 96.6 - 98.8 16.8 ZW
Layer(GRCg7w) - 20.2 1.046 17.7 - 90.6 409 - 0.4 - - - 96.8 - 98.5 - ZW



Genome Continuity Struc. Acc. Base Acc. Func. Comp Chr. Status
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Chr31 Chr32 Chr33 Unplaced contigs
Chr29 554,358 17 - 2 4 1,936,443 349.31%
Chr31 2,454,334 27 - 4 61 4,822,944 196.51%
Chr32 125,424 - - - 6 694,328 553.58%
Chr33 2,679,370 1 - 3 6 2,926,464 109.22%
Chr34 3,388,267 9 - 22 93 5,771,600 170.34%
Chr35 553,226 1 - - 7 344,272 62.23%
Chr36 357,675 - - 3 7 150,317 42.03%
Chr37 157,653 - - 1 6 457,626 290.27%
Chr38 666,612 - 6 - - 725,311 108.81%
Chr39 177,356 - - 1 - 167,109 94.22%



Chromosomes
Length in 
GRCg7b 



(non-N bp)



Number of contigs in GRCg6a Length in 
GRCg6a 



(non-N bp)
Percentage
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