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sFigure 1. Adhesion of integrin a2-transfected C2C12 cells to fibronectin
and collagens (a) C2C12 control cells and cells transfected with an
integrin a2cDNA (C2C12-a2+) were seeded on a plastic surface coated
with fibronectin, collagen | or the collagen XIlIl ectodomain. The cells were
analyzed quantitatively using the B-hexosaminidase release assay for the
attachment to fibronectin, collagen I, and collagen XIll. Data are
presented relative to fibronectin and BSA binding, where the saturated
binding to fibronectin represents 100 % and the background binding to a
BSA-coated surface represents 0 %. Values are shown as means of
triplicates with standard deviation bars. Microscopic monitoring of the
attachment and morphology of C2C12-a2+ cells adhering on collagen |

(b) and collagen XIlI (c). Scale bars 200 pm.
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Plot statistics

Residues in most favoured regions [ABL] 145 00.1%

Residues in additional allowed regions [a.b.1p] 15 03%

Residues in generously allowed regions [~a.~b.~L~p] 1 0.6%

Residues in disallowed regions 0 0.0%

Number of non-glycine and non-proline residues 161 100.0%

Number of end-residues (excl. Gly and Pro) 2

Number of glycine residues (shown as triangles) 14

Number of proline residues 5

Total mumber of residues 182

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and B-factor no greater than 20%. a good quality model would be expected
to have over 90% in the most favoured regions.

sFigure 2. Ramachandran plot of the energy minimized structure of
the modeled human integrin a11-1 domain shows 90.1% of the amino
acid residues are in most favoured regions while 9.3% and 0.6% of
the residues are in the additional allowed and generously allowed
regions respectively. None of the residues are in disallowed regions.
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Verify3D: (Final_ITGA11_model9_500steps_steep.pdb)
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sFigure 3. Verify 3D prediction. The Verify 3D predicted that 100% of the residues in the
all-l domain had an average 3D-1D score > 0.2, suggesting that the constructed model is

of high quality and more reliable.
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sFigure 4. Errat plot for the all-l domain model. The gray bars are the
error region between 95% and 99%, and the white bars denotes the
region with lower error rate. In general, the protein structure with the
quality range of >50 is considered as a high-quality model. For the

constructed all-l domain model, the overall quality factor predicted by
the ERRAT server was 97.093.
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sFigure 5. Collagen Xlll-integrin all interaction affects bone homeostasis in male mice. pCT
results of cortical bone area (Ct.Ar.) (a) and cortical thickness (Ct.Th.) (b). No difference was seen
in the length of the femurs (c). Number of mice analyzed in order of increasing age: male Col13a1°¢
(5, 4, 7, 6), male Col13al°¢;ltgall” (3, 3, 3, 3). *q<0.05, and **q<0.01 determined by two-way
ANOVA followed by FDR.



