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Supplementary Figure S1. Insertion loci information of the mutant strains after hybridization with
the jumpstarter. The red arrow represents the insertion loci of each selected mutant strains, and the

endogenous genes nearby and their expression orientations were indicated.
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Supplementary Figure S2. Purity calculation of haFGF by image J software.
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Supplementary Figure S3. Economic characterizes of the transgenic silkworm. A. The morphology

comparisons of cocoons between transgenic silkworms (upper) and non-transgenic silkworms

(below). B. The morphology comparisons of pupas between transgenic silkworms (upper) and none

transgenic silkworms (below). C. Weight statistics of the male and female cocoon and pupa between

transgenic silkworm and the wild type silkworm. Statistical data for each group were calculated

from 100 individuals.

Supplementary Table S1 integration sites of remobilized transgenes in silkworm genome.

Strain Chr. Location Flanking sequence
All 17 nscaf2766: 342874 TCAGCTTAGCACTATTATTAA-Transgene-TTAAGGTATGAACTAATAACTT
Al 15 nscaf2888: 4013240 GTAGTAGGGAAACTGATTTAA-Transgene-TTAAGGACAAATAAAATGTTA
B10 22 nscaf1681: 5840922 TGCCAGATTGTTTCCCTTTAA-Transgene-TTAAAAGATCTAAAAAAAAGTC
H2 22 nscaf1681: 5840922 TGCCAGATTGTTTCCCTTTAA-Transgene-TTAAAAGATCTAAAAAAAAGTC
5 nscaf2529: 169295 CGATCCGAGGCACAATATTAA-Transgene-TTAATGTACTTCAGGTGTACTC




