a

Scale

chr7: 19,510,000] 19,520,000

SNPs_Result_c-Rel-GFP

SNPs_Result_c-Rel-Scarlet

SNPs_Result_RelA-GFP.

SNPs_Result_RelA-Scarlet

Result_c

Rel_GFP_indel

Result_c_Rel_Scarlet_indel

Result_RelA-GFP_indel

Result_RelA-Scariet_indel

b

Cc

‘GENCODE VM23 Comprehensive Transcript Set (only Basic displayed by default)
Boctss  mmH  Nepdt HHEHIEB Gormin et Clasrp k<R T teeer it MM e bt
Trappoéa =——HH Ppp1r37 M zip206 - -
Trappeta i} Gemin?
Nipot I
Nikpd1 =

Mouse SNPs NSNS NN NNU A1 0 AN B I

Scale

SV_SV_c-Rel-Scarlet_Knockin
PBSV_SV_c-Rel-GFP_Knockin
PBSV_SV_RelA-GFP_Knockin

PBSV_SV_RelA-Scarlet_Knockin
SNPs_Result_c-Rel-Scariet_knockin
SNPs_Result_c-Rel-Scarlet_knockin

SNPs_Result_RelA-GFP_knockin
SNPs_Result_RelA-Scarlet_knockin

Result_c_Rel_GFP_knockin
Result_c_Rel_Scarlet_Knock_in
Result_RelA-GFP_indel_knockin

Result_RelA-Scarlet_indel_knockin

100 Kb} | mmio
19,530,000] 19,540,000/  19,550,000] 19,560,000/ 19,570,000/ 19,580,000] 19,590,000] 19,600,000 19,610,000/ 19,620,000/ 19,630,000] 19,640,000 19,650,000/ 19,660,000] 19,670,000 19,680,000 19,690,000 19,700,000 ~19,710,000] 19,720,000
PB

Apocaf  Apoct i Tommao gttt Nectin2 -+
Apoct b Tommao ety

Apoct

Apoc2

Apoe!
Apoe

19,730,000]

Gm20512 5533531
L Nectin? pffpceeeectit
i

100kb} | mm10
ohe3: | 135,450,000] 135,500,000| 135,550,000| 135,600,000 135,650,000] 135,700,000| 135,750,000| 135,800,000 135,850,000]
PBSV_SV_c-Rel-Scarlet_Knockin
PBSV_SV_c-Rel-GFP_Knockin
PBSV_SV_RelA-GFP_Knockin
PBSV_SV_RelA-Scarlet_Knockin
SNPs_Resut_c-Rel-Scarlet_knockin
SNPs_Result_c-Rel-GFP
SNPs_Result_c-Rel-Scarlet_knockin
SNPs_Result_c-Rel-Scarlet
SNPs_Result_RelA-GFP_knockin
SNPs_Result_RelA-GFP.
SNPs_Result_RelA-Scarlet_knockin
SNPs_Result_RelA-Scariet
Result_c_Rel_GFP_knockin
Result_c_Rel_GFP_indel
Result_c_Rel_Scariet_Knock_in
Result_c_Rel_Scarlet_ indel
Result_RelA-GFP_indel_knockin
Result_RelA-GFP_indel
Result_RelA-Scarlet_inde_knockin
Result_RelA-Scarlet_indel
GENCODE VM23 Comprehensive Transcript Set (only Basic displayed by default)
Sicgb1)  2810428J06Rikm Manba fs---ssspsfpssfostpssssssssp bt H s oiboh N'kMF‘HH*—FWHHbMPH S1C3988 Hsmi b
Cisd2! Nfkb1 S1c39a8
Cisdz fesie]  Ube2dd frrrpofhob Gmé3430 mm U] SEHEHISHETH et
Gm43370 163938 e
4930539.J05Rik k4 4933401HOBRiK =1 9
4930530.05Rik B . 4933401HOBRk
! Nfkb1
b
u -
u +
Annotated SNPs from mouse sirain comparison analysis
JRREAN |11 D i i g
Scale, 10ko} | mmi0
chrig 46,290,000 46,295,000 46,300,000 46,305,000 46,310,000] 46,315,000] 46,320,000 46,325,000 46,330,000
PBSV_SV_cRel-Scarlet_Knockin
PBSV_SV_c-Rel-GFP_Knockin
PBSV_SV_RelA-GFP_Knockin
PBSV_SV_RelA-Scarlet_Knockin
SNPs_Resuit_c-Rel-Scarlet_knockin
SNPs_Result_c-Rel-GFP
SNPs_Result_c-Rel-Scarlet_knockin
SNPs_Result_c-Rel-Scarlet
SNPs_Result_RelA-GFP_knockin
SNPs_Result_RelA-GFP.
SNPs_Result_RelA-Scarlet_knockin
SNPs_Result_RelA-Scarlet
Result_c_Rel_GFP_knockin
Result_c_Rel_GFP_indel
Result_c_Rel_Scarlet_Knock_in
Result_c._Rel_Scarlet_indel
Result_RelA-GFP_indel_knockin
Result_RelA-GFP_indel
Result_RelA-Scariet_indel_knockin
Result_RelA-Scarlet_indel
GENGODE ey Comprehense Transcrpt Sot ol Basi dspojed by il
Gbft Hi-—— - 4833438CO2Rik NE—-— Psd Cuedc? mummm I
o2 - HH-H-HHHH-HHEHH - Foxits -l
Nikb2 b———-H-H-H-HHH-HHHH R FoxtsHHHIE-—In
o2 ——t-H-HH-HHHHEH-HHHHHH D Cuedc? mummiHiHHE—4—
8CO2Rik K-k ool H-HE-———————H-H—B--B R —— Cuedc? mmm -
Nikoz mmt-H-H-HHHHHH-HHHHHH R Cuede2 s
Psd - Hl——ffm Cuede2 s
kab2 s il e Cusccz -4
Cuede? fHiH-
Annotated SNPs from mouse strain comparison analysis
I 000000 000 O 100 RO 0 0 S S0 T 9 o 000 0000 0000 0000000 00000000 0 OO OO0 OO0 00 OO0 R

Figure S1. Whole-genome sequencing confirms that untargeted loci, Relb, NFkb1, and Nfkb2, are
undisturbed in all four reporter strains.

The genome browsershots of the other loci encoding NF-kB proteins: Relb (a), Nfkb1 (b), Ntkb2 (c).



