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Fig. S1. Number of vaccinated carriers, from initial identification to successful sequencing. 
Matching with a control often failed due to two main reasons: (a) increasing proportions of 
the population were vaccinated, leaving smaller numbers of unvaccinated controls, (b) our 
strict requirement for matching of geographic location.    
 
 

 
 
 
Fig. S2. WT variants (lineages) found in this study, partitioned into the four groups studied 
herein. Lineages were inferred based on strict consensus sequences (Methods). During 
revision of this paper, I.1 was found to be obsolete and was inferred to be  B.1.1.50 using 
Pangolin version v.2.4.2, lineages version 2021-05-19. 
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Figure S3. Sequences whose match (case or control) were not sequenced, or whose 
pangolin classification was questionable. (A) Counts of sequences based on their category 
(case/control and FE/PE) and variant assignment. (B) We theoretically assign the sequences 
into the two most extreme scenarios: a scenario that most strengthens our original results 
as reported in the main text (upper panel), versus a scenario that is most disruptive to the 
original results (lower panel). Under both scenarios, our results on B.1.351 remain 
unchanged, with the p-value of the Mcenmar test dropping to 0.01. Results on B.1.1.7 
remain qualitatively similar. Under the strengthening scenario the McNemar p-value drops 
to 7x10-4, but under the disruptive scenario the McNemar p-value rises to 0.15. We 
speculate that the true scenario is most likely somewhere in between both extremes.   
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Fig. S4. Numbers of daily vaccinated carriers. Data are separated by effectiveness (full 
effectiveness and partial effectiveness, as defined in the main text) from the six major CHS 
testing labs located throughout Israel. The bars represent the daily numbers of vaccinees 
and controls that were successfully sequenced.  
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Fig S5. Zoom-in on the B.1.351 samples. (A) A maximum-likelihood phylogenetic tree of all 
B.1.351 samples identified in the study, as well as sequences of B.1.351 from Israel publicly 
available on GISAID. The tree was rooted using the MN908947.3 reference sequence from 
Wuhan, and internal branches whose length was less than 3x10-5 (corresponding to less 
than one substitution along the genome) were collapsed . Each sequence was coloured 
based on the sample group, and sampling dates were added on as well. (B) A heatmap of 
the number of pairwise substitutions between all pairs of B.1.351 dose2/dose1 sequences 
found in the study. Substitutions included point mutations and indels, and were all verified 
manually. Ambiguous positions corresponding to unreliable sequencing (Methods) were 
excluded from the analysis. We note that sequencing errors have been noted in some SARS-
CoV-2 samples, most often in samples with high Ct (typically higher than 25) [1, 2]. Six of the 
B.1.351 samples presented here had Ct values lower than 25 and even lower than 20 (Fig. 
S7), suggesting that the differences reported here are reliable.



 

 
 
Fig S6. Density plots of Ct values found in the samples collected in this study. (A) Ct values 
distributed by groups in the study (Control, dose1 and dose2). Values are shown only if both 
case and control values were available (but not necessarily all were sequenced, see main 
text). The data for this plot contains Ct values of 223 dose1 samples and 144 dose2 samples, 
and their paired controls. (B). Ct values distributed by variant. The data for this plot contains 
75 WT samples, 547 B.1.1.7 samples and 11 B.1.351 samples. For (A) and (B), we note that 
for some samples the exact Ct value was missing (only its range was reported), and hence 
the smaller number of samples as compared to the main text. Moreover, only samples with 
Ct values of 33 or lower were collected (Methods), causing our data to be consistently 
biased towards lower values, across all categories of groups.  
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