
 



























 



 

Supplemental Fig. S32. Examples of missing sequences filled in existing reference assembly gaps 

(Sscrofa10.2). (a) chromosome 1 (172,139,329-172,189,328); (b) chromosome 1 (173,823,983-173,873,982); (c) 

chromosome 1 (216,856,072-216,906,071); (d) chromosome 6 (1,700,658-1,750,657); (e) chromosome 6 

(23,326,689-23,376,688); (f) chromosome 7 (88,889,853-88,939,852); (g) chromosome 13 (74,258,438-

74,308,437); (h) chromosome 13 (111,113,041-111,163,040); (i) chromosome 13 (117,263,921-117,313,924); (j) 

chromosome 13 (154,811,258-154,861,257); (k) chromosome 13 (183,487,889-183,537,888); (l) chromosome 15 

(49,127,920-49,177,919); (m) chromosome 15 (68,943,322-68,993,321); (n) chromosome 18 (36,015,976-

36,065,975); and (o) chromosome X (60,688,411-60,738,410). Left panels: OEA reads against the reference 

genome from DNA libraries with long-insert sizes of 2 kb (green curves), 5 kb (golden curves), 6 kb (blue curves) 

and 10 kb (red curves) for each breed were aligned to their respective missing sequences and the reference 

assembly gaps. We filled a missing sequence to a gap (≥ 50 kb) that was anchored by the most of effectively 

anchored OEA reads (≥ 4), where one end of the pair was anchored to the missing sequences, and the other one 

was anchored to the flanking sequence at either end of a gap (maximal 1.5 folds of the library insert size, i.e., 3, 

7.5, 9 and 15 kb in length for 2, 5, 6 and 10 kb insert size libraries, respectively). The missing sequences of Large 

White assembly from a scaffold were linked by black lines. Right panels: Multiple sequence alignment of missing 

sequences filled in gaps across ten breeds by an all-against-all BLASTn with the e-value of 1e-5. The fragmental 



alignments were conjoined by Solar. The length percentage (%) of the collinear fragments with the filled missing 

sequences of Large White assembly were also listed for other nine breeds. 

 


