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1 10 20 30 a0 50 60 0 80 90 100 110 120 130

1 1
GATGACCARCATTTTTGGTTTTTARCTCARACCTTARACTGTTCTTCCAACTTCTCTCGARGAGGGCTCAGCTTTTCCAARCTCTTACTCAGGTATACATGACCGTGGAATTTARTARAGGCCTTGATGA
GATGACCARCATTTTTGGTTTTTAACTCARACCTTARACTGTTCTTCCARCTTCTCTCGARGAGGGCTCAGCTTTTCCARRCTCTTACTCAGGTATACAT: —-ARTARAGGCCTTGATGA
GGTCARCATTTCARGCTTTARACTCTTACTCCARATTGTTTTTACGAGGTC TCAGGARGTGGEATCTGTTATTCCARRATACARGTCAGGGARACAT. —-ARTARAGGCCTTGATGA
TACTCAGGTATACATGACCG
«s.gaccaacatbbbbggbbbbbaactcaaaccbbaaactgbbcbbccaactbcbocbocgaagagggctecagctbbbccaaactcbbACTCAGGLALACAT . v v v s a4 s oo o s wBabaaaggccbbegatga

131 140 150 160 170 180 190 200 210 220 230 240 250 260

1 1
AGTCAGAAACACCCCACTTGGTTTTCARCTCATCCCGGC TGARATGARAGARARACTTGARTCAATCTTAATCAGCARAATTTGCARAACCCTTARACTGGGTTTAGCTTGCARGTTACTTCATCATCCA
AGTCAGAARCACCCCACTTGGTTTTCARCTCATCCCGGCTGARATGARAGARARACTTGARTCAATCTTAATCAGCARAATTTGCARARCCCTTARACTGGGTTTAGCTTGCARGTTACTTCATCATCCA
AGTCAGARRCACCCCACTTGGTTTTCARCTCATCCCGGCTGARATGARAGARARACTTGARTCAATCTTAATCAGCARAATTTGCARARCCCTTARACTGGGTTTAGCTTGCARGTTACTTCATCATCCA
agtcagaaacaccccactbggttttcaactcatcoccggctpasat gasagaaaaactbgaatcaatctbaatcagcaaaattbgcaaaaccctbaaactgpgtibagctbgcaagtbtacttcakcatococa

261 270 280 290 300 310 319

1

ATAGACAAGARAAGGGTTCTTTCTGTCCAGGTCTAGCT TCACAGCTACARCTCAGATGA
ATAGACARGARAAGGGTTCTTTCTGTCCAGGTCTAGCTTCACAGCTACAACTCAGATGA
ATAGACARGARARGGGTTCTTTCTGTCCAGGTCTAGCTTCACAGCTACARCTCAGATGA

atagacaagaaaagggtbctbbctgbecaggbecbagetbecacagebacaactcagatga

1 10 20 30 40 50 B0 70 80 90 100 110 120 130

1 1
ACGGAGAGTCCTCCCTGARARARRTCTGACTCCATTTCCATTTTCACATGGCTGGTGGTCTTTATTGTGGGAGGGACT T TRAGAGARGAATCATAATGT TAACAGGCATGATGGARAGCAGTAGCGG TAGG
ACGGAGAGTCCTCCCTGARARARATCTGACTCCATTTCCATTTTCACATGGCTRGTGGTCTTTATTGTGGGAGGGACTTTAGAGARGARTCATARTGT TARCAGGCATGATGGARRGCAG TAGCGG TAGG
ACGGAGAGTCCTCCCTGARARARATCTGACTCCATTTCCATTTTCACATGGCTGGTGGTCTTTATTGTGGGAGGGACTTTAGAGARGAATCATARTGTTARCAGGCATGATGGAARGCAGTAGCGGTAGG

cctoeet ctgactecattbecatbbbeacatggctegtegtetbbatbot EL cataatgtt eat. agcpgtagg
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Ces2a_K0_26
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Ces2a_k0_20
Ces2a_k0_26

Guide

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
TGACTGARRGTTCATATTARGACATAGATGTGATTATCTTGGATTTCCTGCCTTCTGTTTTCACTAGGTGTCTGCAGCCTGATATARTGAAT TTAGAGGATGCGARGGAARTGARTCTGATCCTGCCTCC
TGACTGARRGT TCATAT TARGACATAGATGTGATTATCTTGGAT TTCCTGCCTTCTGTTTTCACTAGGTGTCTGCAGCCTGATATARTGAAT T TAGAGGA: —~ARTGARTCTGATCCTGCCTCC
TGACTGARAGTTCATATTARGACATAGATGTGATTATCTTGGATTTCCTGCCTTCTGETTTTCACTAGGTGTCTGCAGCCTGATATARTGAATTTAGA——— —~ARTGARTCTGATCCTGCCTCC
AATGAATTTAGAGGATGCGA
btgactgaaagttcatatbaagacatagatgbgatbbatctbggatbbccbgocctbobgbbbbcactaggbgbocbgcagccteatab AATGAATTTAGAZEA. « o v 4 o o « s @abgaabcbgakccbgocboe

261 270 280 290 300 310 320 330

1 1
CATCTCTATGTCCGAGGACTGCCTGTATCTCARCATCTACACACCARCCCACGCCCAGGAGGGCTCTAAC
CATCTCTATGTCCGAGGACTGCCTGTATCTCAACATCTACACACCARCCCACGCCCAGGAGGGCTCTARC
CATCTCTATGTCCGAGGACTGCCTGTATCTCARCATCTACACACCARCCCACGLCC

Hnrnpf _wt
Hnrnpf_K0_4
Hnrnpf _KD_2

Guide

catctctatgt gcctgtatctcaacatcot ctaa,

1 10 20 30 40 50 B0 70 80 90 100 110 120 130

1 1
TGGARAARCTTGTTACCTTCCATTARGTGTTTCCTACAGARGGCATCTGTGGTGGTTCTTTARGCTACARAARAT TGCCCARGCTTGTGTGACATCAGCCCTGTCARGTGTCCATGATGCTGGECCCTGAG
TGGARAACTTGTTACCTTCCATTAAGTGTTTCCTACAGARGGCATCTRTGGTGRTTCTTTARGC TACARARAATTGCCCARGCTTGTGTGACATCAGCCCTRTCARGTGTCCATGATGCTGGECCCTGAG
TGGARAACTTGTTACCTTCCATTARGTGTTTCCTACAGARGECATCTGTGGTGETTCTTTARGC TACARARAATTGCCCARGCTTGTGTGACATCAGCCCTGTCARGTGTCCATGATGCTGGECCCTGAG

3 tetbacctbocatbaagtetbboct ctetegtegtbctbbaagct L tetebgacatcageectegteaagtetecatgatgctgpgooct pag

Hnrnpf _ut
Hnrnpf_KO_4
Hnrnpf_KOD_2

Guide

Consensus

Hnrnpf _wt
Hnrnpf_K0_4
Hnrnpf _KO_2

Guide

131 140 150 160 170 180 190 200 210 220 230 240 250 260

1 1

GGAGGTGARGGCTATGTGGTCAAACTCCGTGGCCTACCCTGGTCCTGCTCART TGAGGACGTACARAACTTCCTCTCCGACTGCACCAT TCATGATGGE——————— GTCGCAGGTGTTCATTTCATTTAT

GGAGGTGARGGCTATGTGGTCAAACTCCGTGGCCTACCCTGGTCCTGCTCARTTGAGGACGTACARARCTTCCTCTCCGACTGCACCATTCACTATGGECTATGGEGGTCGCAGGTGTTCATTTCATTTAT

GGAGGTGARGGCTATGTAGTCARACTCCGTGTCCTACCCTGGETCCTGCTCAAT TGAGGACGTACARARCTTCCTCTCCGACTGCACAAT- —~ATGGGGTCGCAGGTGTTCATTTCATTTAT
CGACTGCACAATTCATGATG

ggpaggtgaagpctatgtggt caaactoocgbgpectaccctggboctgotcaattgaggacgt acaaaactbectcbcCGACTGCACaATEcakgat g, ...y ... Ehcgcaggbgbbcatbbcatbbat

261 270 280 290 300 310 320 330 34 350 360 370 380 390
1 1
ACTAGAGARGGCAGTCAGAGTGGTGAGGCTTTTGT TGARCT TGAGTCAGARGATGATGTAAART TGGCTCTGARRAAAGACAGGGARAGCATGGGACACCCGTATATTGAGGTGTTCARGTCACACAGAA
ACTAGAGARGGCAGTCAGAGTGGTGAGGCTTTTGTTGAACTTGAGTCAGARGATGATGTAARAT TGGCTC TGARAAAAGACAGGGARAGCATGEGGACACCCGTATATTGAGGTGTTCARGTCACACAGAA
ACTAGAGAAGGCAGGCAGAGTGGTGAGGCTTTTGTTGAACTTGAGTCAGARGATGATGTAARAT TGGCTC TGARRARAGACAGGGARAGCATGGGACACCGGTATATTGAGGTGTTCARGTCACACAGAR

act cagagtgptgaggetbtbgttzaactbgagt gatgtaaaatbggeteot atattgaggtetteaagt

Tnfrsfla_wt
Tnfrsfla_Ko_1
Tnfrsfla_K0_16
Guide

1 10 20 30 40 50 B0 70 80 90 100 110 120 130

1 1
CACATGCARGCTCGGGCCTGTGTECGTAGEAGGAGTGTCTGT TACAAAGACGARTGCCATGTGGCAGAGCCAGGEGGCGTCAAGAT TTGTGTGGGARAAGGGATGTGAGACTCACACACCATTTCCTTCC
CACATGCARGCTCGGGCCTGTGTECGTAGEAGGAGTGTCTGT TACARAGACGARTGCCATGTGGCAGAGCCAGGEGGCGTCARGATTTGTGTRGGAARAGGGATGETGAGACTCACACACCATTTCCTTCC
CACATGCARGCTCGGGCCTGTGTECGTAGEAGGAGTGTCTGTTACARAGACGARTGCCATGTGGCAGAGCCAGGEGGCGTCARGATTTGTGTGGGAARAGGGATGTGAGACTCACACACCATTTCCTTCC

cacatgcaagctopggectptetcet stebgtt gecatgt caagattbgtet stpagact ttectteo

Tnfrsfla_wt
Tnfrsfla_KO_1
Tnfrsfla_K0_16

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
CTCTTCAGAARTGTCCCAGGTGGAGATCTCTCCTTGCCARGCTGACARGGACACGGTGTGTGGCTGTARGGAGARCCAGTTCCAACGCTACCTGAGTGAGACACACTTCCAGTGCGTGGACTECAGCCCC
CTCTTCAGARATGTCCCAGGTGGAGATCTCTCCTTECCARGC TGACARGGACACGGTGTGTGGEC TGTARGGAGARCCAGT TCCAR-GCTACC TGAGTGAGACACACT TCCAGTGCGTGGACTECAGCCCC
CTCTTCAGARATGTCCCAGGTGGAGATCTCTCCTTRCCARGCTGACARGGACACGGTGTRTGEC TRTARGGAGARCCAGT TCCAR——-—-CCTGAGTGAGACACACTTCCAGTGCGTGGACTGCAGCCCC

Guide ACGCTACCTGAGTGAGACA
C: cbobbcagaaatgboccaggbegagakcbobockh gbebeectel tccaf., getaCCTGAGTGAGACAcacthceagbecetggactgcagoece
261 270 280 290 300 310 320 330 340 350 360 370 380 390

Tnfrsfla_wt
Tnfrsfla_KO_1
Tnfrsfla_KO_16
Guide

1 1
TGCTTCARCGGCACCGTGACARTCCCCTGTGAGCACCGGTCACCCARGTCCTCTCCCCTCCCCGGRAGCACCCTRCCCCCCTCCTCTGCCCCCCACCCTATCCTRTCTGTRTGTCTGAGCTCCTATGTEG
TGCTTCARCGGCACCGTGACAARTCCCCTGTGAGCACCGGTCACCCARGTCCTCTCCCCTCCCCGGGAGCACCCTRCCCCCCTCCTCTGCCCCCCACCCTATCCTGTCTGTGTGTCTGAGCTCCTATGTEG
TGCTTCAACGGCACCGTGACARTCCCCTGTGAGCACCGGTCACCCARGTCCTCTCCCCTCCCCGEEAGCACCCTECCCCCCTCCTCTGCCCCCCACCCTATCCTGTCTGTGTGTCTGAGCTCCTATGTEG

tgctt gacaatccoctgt cctctecoct cctct atcctgtctgtgtgtoctgagctoctatgtag




