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Supplemental Table S2 

 
Table S2.  Distribution of TWOW-1 binding of wild type and mutant βPS integrins expressed together 
with  αPS2C in stably transformed cell lines.  Data are sorted by increasing binding levels. Also shown is 
the ratio of binding without Mn2+ (non-activating conditions) to binding with Mn2+(activating conditions) 
and expression levels. Gray shading in all Columns indicates wild type integrins. 
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Columns are: 

A. Mutant allele name. * multiple independent cell lines were tested. Shading of boxes indicates 
effects of the mutation on TWOW-1 binding levels; red, z scores less than -10; dark pink, z 
scores between -5 and -10; no fill, z scores between -2.7 and 2.4; light green, z scores between 
2.4 and 4.9; dark green z scores between 5 and 10; blue, z scores greater than 10.  

B. Amino acid change in βPS integrin.  S272+SVRQ and S272+Q (b69 and b50) indicates insertion 
of VRQ or Q following amino acid 272. delT825*> (mysG1)  refers to carboxy-terminal, 21 amino 
acids deleted and replaced by 25 essentially random amino acids (due to a splice site mutation).   

C.  Corresponding amino acid in human β3 integrin. 
D. The domain of the β subunit in which the mutation is located or is predicted to alter. 
E. The median of the PS2C integrin staining for 3-12 experiments, normalized to the WT1 cell line 

(untagged wild type line 1).  
F. S.E. of Column E. 
G. The z score, number of standard deviations below (negative values) or above (positive values) the 

mean TWOW-1 binding of the 10 independent lines expressing wild type PS2C integrins. See 
Column A for shading description.      

H. P value determined by Student’s t-test comparison of mutant TWOW-1 binding with the tests of 
the 10 independent lines expressing wild type PS2C integrins. Significant values for reduction in 
binding are shaded in pink and for increased binding in light green.    

I. The z-scores of the “activation index” (see Column J) -- number of standard deviations below 
(negative values) or above (positive values) the mean of the 10 independent lines expressing wild 
type PS2C integrins. See Column A for shading description.        

J. The median of the “activation index” [ratio of TWOW-1 binding without Mn2+ (non-activating 
conditions) to binding with Mn2+(activating conditions)]. Each experiment was normalized to the 
“activation index” of WT1 cell line (included in all experiments).    

K. S.E. of Column J. 
L. Median of PS2C integrin expression levels as determined by staining PS2 integrins with an αPS2 

antibody and normalizing levels to the WT1 cell line.  Red shading indicates expression levels 
more than 2 standard deviations below the mean of the 10 independent lines expressing wild type 
PS2C integrins.     

M. S.E. of Column 9. 
N. Results of genetic interaction tests with rhea, which encodes talin (from supplemental Table S5). 

Dark pink indicates an enhancing interaction—flies with the βPS mutation are more lethal with 
only one wild type copy of rhea than when they contain 2 wild type copies of rhea. Green 
indicates a rescuing interaction-- flies with the βPS mutation are less lethal with only one wild 
type copy of rhea than when they contain 2 wild type copies of rhea. No shading indicates a lack 
of significant difference in lethality. Tan shading indicates that there was insufficient lethality at 
high temperatures to perform the test.  Some mutants were completely lethal (brown) at even the 
lowest temperature tested and so the interaction test could not be performed.  


