
Table S1: Employed gene trap vectors and their mechanism of activation 

Vector class Vector Name Ref. Vector Activation 

Retroviral promoter 

trap vectors 

 with splice acceptor 

Conditional 

FlipROSAbetageo 

(1-4) 

FlipROSAbgeo0 

rsFROSAbgeo+2s 

rsFROSAbgeo0s 

rsFROSAbgeo+1s 

eFlpROSAbetageo 

rFlpROSAbetageo 

rsFlipROSAbgeo* 

FlipROSACeoC-2 

FlipROSACeoC+2 

rFROSAbgeo+1s 

rFROSAbgeo+2s 

rFROSAbgeo0s 

Non-

conditional 

ROSAbetageo 

ROSAbetageo+2 

ROSAbetageo0 

VICTR74 
(5) 

VICTR76 

U3CEO (6) 

Plasmid promoter trap vectors 
pT1betageo 

(14,15) 
pT1ATGbetageo 
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pGT0lxr 

(7) 
pGT0Lxf 

pGT1Lxf 

pGT2Lxf 

Retroviral promoter trap vectors 

without splice acceptor 

U3neoSV1 (8,9) 

U3betageo (10,11) 

Combined retroviral promoter and 

polyA trap vector 
OmniBank (12) 

Plasmid polyA-trap vectors 

UPA 

(13) 

pGTR1.3 

pGTR2.3 

pGTNMDf 

pGTNMDi 

pNMDi4 

pNMDi3 

Retroviral polyA-trap vectors 

Gen-SD5 

(14) GepNMDi3 

Gep-SD5 
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Table S2: Percentage of multiple- and single exon genes annotated in the mouse genome 

Table S3: Distribution of gene trap integrations between different gene biotypes.* 

Gene biotype p-value odds ratio adj. p-val. 

Protein coding <10-20 10.43649 <10-18 

LncRNA ‘processed transcript’ 

subtype 
1.16324 x 10-15 1.820775 2.38464 x 10-14 

*One-sided Fisher’s Exact test. P-values are corrected for multiple hypothesis testing using the

procedure of Benjamini & Hochberg (15) for false discovery rate estimation. Gene biotypes with 

p-value >10-7 are not shown.  

Gene biotype Non-spliced genes Spliced genes 

Protein-coding 10.5 89.5 

LncRNA 29.5 70.5 

Table S4: Mouse non-coding RNA genes mutated by gene trap events

Table S5: Mutant gene trap alleles in non-coding RNA mouse genes

Click here to Download Table S4

Click here to Download Table S5
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http://www.biologists.com/DMM_Movies/DMM047803/TableS4.xlsx
http://www.biologists.com/DMM_Movies/DMM047803/TableS5.xlsx
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