


Supplementary Figure 1 Sequencing analysis of low-molecular-weight

isoform of caldesmon transcript variants in triple-negative breast cancer

cell lines. Sanger sequencing was performed to identify the

low-molecular-weight isoform of caldesmon (l-CAD) transcript variant

expressed in triple-negative breast cancer (TNBC) cell lines. Sequencing and

alignment analyses were conducted by Molecular Cloning Laboratories (San

Francisco, CA, United States). BLAST sequence alignment of RT-PCR

amplicons demonstrated that all analyzed TNBC cell lines matched to Homo

sapiens caldesmon 1 (CALD1) transcript variant 2 (mRNA Sequence ID:

NM_004342.7). For CAL-51 cells, sequence alignment showed 97% identity

(618/634) with a score of 1096 bits and no significant gaps. BT-549 cells

exhibited 99% identity (665/672) with a score of 1206 bits, while

MDA-MB-231 cells demonstrated 98% identity (671/682) with a score of 1210

bits. All alignments had an expectation value of 0.0, confirming

high-confidence identification of CALD1 transcript variant 2 as the

predominant l-CAD isoform expressed in these TNBC cell lines.


