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Supplementary Fig.1| Validation of transgenic components. (A) PsBBML::cPsBBML and PsBBML::gPsBBML; (B) PsBBML::cPsBBML_MiMe and PsBBML::gPsBBML_MiMe; (C) AtEC1.2::gPsBBML and OsECA1::gPsBBML;  (D) AtEC1.2::gPsBBML_MiMe and OsECA1::gPsBBML_MiMe. For each panel, the upper band represents the PCR amplicon using the primer pair BBML-TF/R, and the lower band represents the amplicon using the internal control primer pair Actin-TF/R. M, 2000 bp DNA marker; -, negative control (non-transgenic sample). Numbers above the lanes indicate independent transgenic lines (e.g., 1-18). 
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Supplementary Fig.2|  Phenotypic observation of clonal plants and wild-type CY927. A) T1 clonal plants and wild-type CY927. Scale bars correspond to 16 cm for plants and 4 cm for panicles. B) T2 clonal plants and wild-type CY927. Scale bars correspond to 20 cm for plants and 4 cm for panicles. 
Supplemental Table 1| Table of seed setting rates in T0 plants.
[image: s-Tab1-5.8]

Supplemental Table 2| Table of target gene mutation types in T0 plants.
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Supplemental Table 3| Description of sgRNA target sites and sequences.
	Target name
	Target sequences (5’-3’)

	sgRNA-OSD1-g1
	CTGCCGCCGACGAGCAACAAGG

	sgRNA-OSD1-g2
	TTGACCGCCACGGCTCCCGGCGG

	sgRNA-PAIR1
	AAGCAACCCAGTGCACCGCTGG

	sgRNA-REC8
	CGGAGAGCCTTAGTGCCATGGG


The PAM motif of target sequence ia shown in red. 


Supplemental Table 4| The primers were used in this study.
	Primer name
	Primer sequences (5’-3’)
	Remarks

	PsBBML-PF
	ctgtcaaacactgatagtttggatccagccatgtctaaacgatca
	fragment amplification primers

	AtEC1.2-PF
	ctgtcaaacactgatagtttaagcatttgcgtttggtttatcattgc
	fragment amplification primers

	OsECA1-PF
	ctgtcaaaacactgatagttttatacatgggagtctagtgcaatattactcatgtttttgc
	fragment amplification primers

	NOS-PR
	gtcgtttcccggccttcagtttaaacgatctagtaacatagatgac
	fragment amplification primers

	BBML-TF
	GGGACACCAACCACTGTAAC
	Transgene detection

	BBML-TR
	AGGTGGCAAGCAAGAATAGG
	Transgene detection

	Actin-TF
	AGTGTCTGGATTGGAGGATCCATCT
	Transgene detection

	Actin-TR
	TTTCCTGTGCACAATGGATGGG
	Transgene detection

	OSD1-HF
	GGAGTGAGTACGGTGTGCTATCAGGAGGACGACGTCGCCG
	Hi-TOM

	OSD1-HR
	GAGTTGGATGCTGAGTGGCCTCCTCCTCTTGGGTGTAGC
	Hi-TOM

	PAIR1-HF
	[bookmark: _GoBack]GGAGTGAGTACGGTGTGCCTTCTTGCGCGCGAAGAAGAGTCTC
	Hi-TOM

	PAIR1-HR
	GAGTTGGATGCTGAGTGGGAGATGTAGTGCGTGGGTCTTG
	Hi-TOM

	REC8-HF
	GGAGTGAGTACGGTGTGCTTGGGTTAGTGAGGAGAT
	Hi-TOM

	REC8-HR
	GAGTTGGATGCTGAGTGGTGCGATCGGAACTATGGAGAC
	Hi-TOM

	Indel 1-2F
	TGCTCTAGGCTGGGTTTAGT
	Indel marker primer, on chromosomes 1

	Indel 1-2R
	CTAACACACCGAAGCATCAC
	Indel marker primer, on chromosomes 1

	Indel 2-1F
	CGTGGCCATCTTGTAGTG
	Indel marker primer, on chromosomes 2

	Indel 2-1R
	GCTGCAGTAGACAGAGAT
	Indel marker primer, on chromosomes 2

	Indel 3-1F
	CTTGCCCATCAGCCTATCAC
	Indel marker primer, on chromosomes 3

	Indel 3-1R
	ACACGTACACAGCCATGAGA
	Indel marker primer, on chromosomes 3

	Indel 4-1F
	TGCCTCTTTCGAACGTATCC
	Indel marker primer, on chromosomes 4

	Indel 4-1R
	TAAGCTACGAGCAGTGGACA
	Indel marker primer, on chromosomes 4

	Indel 5-1F
	ACAGCGATAATAACACGCACAA
	Indel marker primer, on chromosomes 5

	Indel 5-1R
	TCAAGTGCTATACTTGACACGG
	Indel marker primer, on chromosomes 5

	Indel 6-1F
	CCATAAGATGCAGGCCGTTGT
	Indel marker primer, on chromosomes 6

	Indel 6-1R
	CAGCTTTGGTCAGATGGTCAC
	Indel marker primer, on chromosomes 6

	Indel 7-1F
	GATTTATAGTTTGAGTGTTTGC
	Indel marker primer, on chromosomes 7

	Indel 7-1R
	CTTGGTTAGTTTCTACCCTGCT
	Indel marker primer, on chromosomes 7

	Indel 8-3F
	AGGTCTTCTGTCCAAGTTCA
	Indel marker primer, on chromosomes 8

	Indel 8-3R
	AACCATATAAACTCATCTGC
	Indel marker primer, on chromosomes 8

	Indel 9-1F
	ATTCTTGTGAGGACGGGAGG
	Indel marker primer, on chromosomes 9

	Indel 9-1R
	GAGAGGCGGTTACCATCTGC
	Indel marker primer, on chromosomes 9

	Indel 10-1F
	GCGCATCCATGCATATCCAA
	Indel marker primer, on chromosomes 10

	Indel 10-1R
	GACAAGGTGTTGCCCAAGAA
	Indel marker primer, on chromosomes 10

	Indel 11-1F
	GGCATCATTAAGGCTTGT
	Indel marker primer, on chromosomes 11

	Indel 11-1R
	CTGGCGATCTCTGTGAGG
	Indel marker primer, on chromosomes 11

	Indel 12-1F
	GAGCAGATCACCCCTAAATTATG
	Indel marker primer, on chromosomes 12

	Indel 12-1R
	GATTCATTCATCTTTCGAAGAG
	Indel marker primer, on chromosomes 12
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A PsBBML::cPsBBML B PsBBML::cPsBBML_MiMe
M -1 2 345678910 1112131415161718 M-123456 7891011

PsBBML::gPsBBML PsBBML::gPsBBML_MiMe
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Seed-setting rate

Seed-setting rate

T Plant NO-_filed grainsiorets) s9="® T Plant No-_ filed grainsflorets) ""s9°"
#1 20.36% (149/732)  Yes #1 2956% (282/954)  Yes
#2 2075% (270930)  Yes #2 1154% (54/494)  Yes
#3 857%(24280)  Yes #3 2052% (178/603)  Yes
#4 1936% (259/1344)  Yes #4  13.80% (213/1543) Yes
#5  16.78% (167/995)  Yes #5  2129% (96/451)  Yes
#  2025% (65321)  Yes #  5534% (197/356)  Yes
#7  23.48% (93/3%6)  Yes #7 7.82%(7911010)  Yes
#8  43.14% (349/809)  Yes } #8  3261% (195/59) Yes

J— #9  15.71%(33210)  Yes ALEC1.2::gPsBBML #9  15.48% (89/575)  Yes

: #10  46.72% (442946)  Yes #10  3473% (149/429)  Yes
#11  17.45% (48/275)  Yes #11 26.52% (223/841)  Yes
#12 22.86% (2221971)  Yes #12 1454% (57/392)  Yes
#13 35.19% (273/719)  Yes #13  2583% (194/751)  Yes
#14 42.95% (482/1149) No #14  16.86% (104/617)  Yes
#15  39.78% (216/543)  Yes #15  11.28% (133/1179)  Yes
#16  45.90% (48711061)  Yes #16  B.57% (33/385)  Yes
#17  16.17% (87/538)  Yes #1 18.99% (154/811)  Yes
#18  18.97% (192/1012) _Yes #2  23.36% (160/685) Yes
#1 16.05% (87/542)  Yes #3 764% (62812)  Yes
#2 511%(12235)  No #4 2005% (164/818) Yes
#3 17.4%(671391)  Yes #5  30.32% (198/653) Yes
#4 3770%(72191)  Yes #  9.56% (104/1088)  Yes
#5  1185% (19666)  Yes #7  615% (221358)  Yes
#5  30.15% (184/470)  Yes #8  33.80% (317/938)  No
#7  2088% (185/886)  No #9 3006% (245/815) Yes
#8  14.98% (43287)  No OSsECAT :gPsBEML #10  522% (35/670)  Yes
#9 6.81% (38/558)  Yes #11  6.96% (39/560)  Yes

PsBBML ::gPsBBML #10  2387%(127/532)  Yes #12 10.76% (116/1078)  Yes
#11  4598% (1201261)  Yes #13 976% (116/1188)  Yes
#12 16.81% (40/238)  Yes #14  13.89% (114/821)  Yes
#13 2041% (75/255)  Yes #15  8.90% (108/1214)  Yes
#14  1347% (83/616)  Yes #16  12.98% (116/834)  Yes
#15  400% (30750)  Yes #17  38.09% (203/533)  Yes
#16  1339% (103769)  Yes #18_ 32.67% (229/701)  Yes
#17  1149% (47/409)  Yes #1 20.70% (71/343)  Yes
#18  2535% (90/355)  Yes #2 956% (46/481)  Yes
#1  26.80% (138/515)  Yes #3 061%(11165)  Yes
#2  23.09% (157/680)  No #4 472% (221466)  Yes
#3 12.82% (96/749)  Yes #5  1328% (111/836)  Yes
#4 543% (22/405)  Yes #6  542% (24/443)  Yes
#5  3155% (183/580)  Yes ; ’ #7 470% (26/553)  Yes

PSBBML::cPSBBML_MiMe — #5  32.15% (154/479)  Yes AIECT.2::gPSBBML_MiMe  yg  460% (26/565)  Yes
#7  1057% (43/407)  Yes # 057%(1176)  Yes
#8  226% (12/532)  Yes #10  589% (57/967)  Yes
# 931% (50537)  Yes #11 497% (27/543)  Yes
#10  30.39% (313/1030)  Yes #12 9.11% (53582)  Yes
#11_ 26.43% (148/560) Yes #13 1178% (86/7730)  Yes
#1 2827% (541191)  Yes #14  4.30% (27/628)  Yes
#2 17.49% (1200686)  Yes #1 022% (311338)  No
#3 12.96% (63/486)  Yes #2 023%(31302)  Yes
#4 3974% (2155541)  No #3 017% (31716)  Yes
#5  3165% (692218)  Yes #4  403%(5611388)  Yes
#  6.35% (16252)  Yes #5  145% (14/965)  Yes
#7  14.35% (103/718)  Yes OSECA1:gPsBBML_MiMe ~ #6  019% (1/516)  Yes

PSBBML :gPSBBML_MiMe ~ #8  31.78% (191/601)  Yes #7  B.06%(86/1067)  Yes
%9 6.23% @7/754)  Yes #8  317% (411293)  Yes
#10  13.41% (57/425)  Yes #9 371%(37/99)  Yes
#11  2479% (208/839)  Yes #10  1102% (55/499)  Yes
#12 33.15% (2417727)  Yes #11 3271% (315/963)  No
#13 3175% (100315)  Yes
#14  8.42% (100/1188)  Yes
#15  41.96% (300/715)  Yes
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T, lnos Wutation pattors of tho PAIR1 gene Wtation pattors of the RECA gono
~ lo'(500) '(11) _|5-AAGCAACCCAGTGCAC CGCTGE- '(3D) [5-CGGAGAGCCTTAG—CATGGG-3"
lo'(500) Y(11) _|5-AAGCAACCCAGTGCAC CGCTGG-3" #(2D) |5-CGGAGAGCCTTAGT-CATGGG3
PR i [P G CCO0GAGCCaTG00a0TCARGCCGCTGOC TCO0Co06CCCTGOCO0CACGACCARCAAGG S [WT |5 AAGCAACCCAGTGCACCGETC0T [T [5-COGAGAGCCTTAGTGECATEoT
W 500 CCO66AGCCOTO60G0TCAGCCGOTGOC TCGGCE060CETOCCOCCGACGACCAAGAAGE-T W |5 AMGCAACCCAGTGOACGGETCCT. [T [5-COGAGAGCCTTAGTGOCATCOCS,
o |o.01D]__ 500006 GGAGCCGTGG0GGTCAAGCCGCTGGCTCGGCGaG0CCTGOCGECGACGAGCACAAGE T 7(1l)_|5-AAGCAACCCAGTGCAC  CGCTGG: (1) _|5-COGAGAGCCTTAGTGC CATGGG-
) [5-CCG0CG GGAGCCGTGRCGGTCAAGCCGCTGGCTCGGCGGGCCCTGOCGOCGACGAGCAA CAAGGS  p'(1l) |5-AAGCAACCCAGTGCAC CGCTGES (20 _|5-COGAGAGCCTTAGTGC- GGG
R BT To ) |5 AAGCAACCCAGTGEAC CGOTGoT 1] [5-COGAGAGGCTTAGTGC /CATG65
lo'(58D) 7o) J5- —GCTGG-3 (1)) GGAGAGCCTTAGTG CCATGGG-3'
PR BV JF 000000 GOAGC0OTG0000TCARGECCTOOCTCOOC006CCCTOCCO0COACGACCAACAAGG S [pI1D) [ AAGCAAGGCAGTGOAC GOTGES (1] |5-COGAGAGCCTTAGTGG CATGG6T
[c%(130.10) [5-00GCC6———TCAAGCCGCTGGOTCGOCGGG00CTOCCOCCOACGAGCACAAGG S lo'(1D) [5-AAGCAAGGCAGTGOACGCTGG S 1) [5-COGAGAGECTTAGTGC CATGGGS
PR T “GCCGCCo GARGARGES [5110) |- AAGCAACCCAGTGCAC-GETCET (10 _|F-COGAGAGCCTTAGTG CATE06S
lo'(500) GCCGCCG-GAACAAGET |01 _|5-AAGCAACCCAGTGCAC COCTGGT. 7(6D) _|5-COGAGAGCCTTAGT—GG3
L, [el60, [ CC0006 GOAGCOOTO0000TCAAGCC G TOCTCGOCG00CCCTOCCECCOACEA—AGG: To')_|5-AAGCAACCCAGTGEAC GOCTGES 71 |5 CGAGAGCCTTAGTGG CATGGGT
01160500006/ GOAGO06TGOCEOTCAAGOOGETGRCTCOG066GCCCTGE06ECACOAGE To'1) [5AAGCAAGCCAGTGCAC CGOTGG: (1) [5-CO0AGAGECTTAGTG COATGGGS
P ST [51(D) [F-AAGCAACCCAGTGEAC-GETEG: 7(1)_|F-CGOAGAGCCTTAGTG GEATGGG:
lo'(58D) ]p°(11) _|5-AAGCAACCCAGTGCAC CGCTGGS [#(1D) |5-CGGAGAGCCTTAGTGCC-TGGG-3
ro o140 [F-C0G00G GOAGCCGTGG0G6TCAAGCCGCTGGCTCGGCGGGCCCTOCCGCCGACGA—ACAAGE S Jp(1) |5 AAGGAACCCAGTGEAC CGCTG0S 1] [5-COGAGAGCCTTAGTGC /CATEG6T
lo'(1L4D) 5000006/ GOAGO06TGOCOTCAAGOOGETGOCTCGG00GGCCCTGOCGECACOA—ACRAGGS (1) [S-AAGCAACCCAGTGEAC CCTGGY (1)) [5-COGAGAGCCTTAGTGC /CATE66
o [oLiDAD) _JF-000000G AGCCGTGaCGETCARGCCGC TGO TCBRCa06CCCTGECOCCGACEA—CAAGED, To')_|5-AAGCAAGCCAGTGOAG GOCTEG: 73] |5-COGAGAGCCTTAGTG CCATE06S.
|11 [500GCC666 AGCOGTG0GGTCAAGOCGCTGOCTCOG0606CCCTGOCOCCGACOAGEAR CAAGG S [p(1l) [5-AAGGAAGGCAGTGGAG COETGES F(80] |5-COGAGA——GGOATGGGS
o [EL0E0, [ 000006 GOAGCCGTGa0GGTCARGECGETGOOTCGG0GEGCCCTGCCOECaACGAAGG Y To ) |5 ARGCAACCCAGTGEAC CGCTGET (1] [5-COGAGAGGCTTAGTGE CATGEG:
[1L1) 50060060 AGCOGTR0GETCAAGOCGCTOOCTCROC0GCCCTGOCCOGACOAGEA ACARGE (1)) |5-AAGCAAGGCAGTGOAG GOCTGES 20, _|5-CGGAGAGCCTTAGTGC-TGGG
1
Wiutation patterns of targot gencs in PsBBML-gPSBEML_MiMie lincs.
7, lncs Wutation pattorns of tho 0SD7 gono Wutation patiorns of tho PAIRT gene Wutation pattors of the RECA gono
- lo’(11.30) |5-CCGCCG  GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGGCCCTGCCGCCGACGA—ACAAGG-3 '(1D) [5-AAGCAACCCAGTGCAC-GCTGG-3 (1)) _|5-CGGAGAGCCTTAGTGC | CATGGG-:
[0°(11.30) 5006000  GOAGCCTGOCaGTCAAGCCGCTOOCTCGGCGG00CCTCOGCCOACCA—ACAAGSS. (1) [5-AAGGAAGCCAGTGCAC COOTGET (1) _|5-COGAGAGCCTTAGTG GGATGGG
e lo(58D) R —— —AACAAGG-3 lp'(1) |5-AAGCAACCCAGTGCAC CGCTGG-3 (1) _|5-CGGAGAGCCTTAGTGC CATGGG3
[c%1L.70) |5 00GCCG  GOAGOCGTGOCGGTCARGCCGOTGGCTCOGCGGGC0CTOECO0EGAC: (1) |5 AAGGAAGCCAGTGEAC CGOTGGT (1) |5-CGGAGAGCCTTAGTG CCATGGG
e lo'(s8D) l5—— '(1D) |5-AAGCAACCCAGTGCAC-GCTGG-3 (1)) _|5-CGGAGAGCCTTAGTGC | CATGGG-3
lo'(58D) Y(11) _|5-AAGCAACCCAGTGCAC CGCTGG- (13D) |5-CGGAGAGCC. 3
R i [P G CC00AG00aTO00G0TCARGCCGOTGOC TCO0Co06CCCTGOCO00OACGACCAAGAAGS S [WT |5 AAGCAACCCAGTGCACCGETC0T [T [5-COGAGAGCCTTAGTGOCATEoT
fwr 50000 CO00ACCOTO0000TCAAGCCOOTOOC TCO0C0000CCTOCCOCCOACOACCAAGARGS-T  WT [E-AAGCAACCOAGTGOACOGETOLT. [T [5-COGAGAGCCTTAGTGOCATCOCS,
PR TR o “GCCGOC GARGAAGET To ') [5-AAGCAAGCCAGTGEAC GOTS 7(10]_|5-COGAGAGCCTTAGTG CATEG6S
[c%60) — [5-COGCCO00AGECGTOOCG0TCAAGCCGCTGOCTCOGCGE00CCTOC0OCCOACOR lo°(1) [5-AAGCAAGGCAGTGGAGHGGETGG: (1) |5-CGGAGAGCCTTAGTG GCATGGG:
o om —VI To () [5AAGCAACCCAGTGEAC 1CGCTEoT (1] [5-COGAGAGGCTTAGTG COATEG6S
lc%(11.30) [5-0060CG GOAGOCGTOOCGOTOARGCCGCTGGCTCOGCGGRC0CTGCCO0CACCA—ACAAGE T pi(t)) |5-AAGCAAGGCAGTGOAG COCTGES 7(90]_[5-CGOAGAG——eATGGCY
L [ol2ib__J5-C0G006 GGAGGCGTGaCGGTCAAGCCGETGECTCR60665CCT 5 To')_|5-AAGCAACCCAGTGEAC COCTGES 720] |5-COGAGAGCGTTAGT CATGG6S
[%1L10] [500GCCG  GOAGOCGTEOCGGTCARGECGOTGOCTCOOCOGCCCTOCCO0COACCACAAGARGE S [p(1l) [5-AAGGAAGGCAGTGGAG GGCTGGS 2D) |5-COGAGAGCCTTAGT CATGGGS
[ [elLE0,_[500G006 GOAGCCGTGO0GGTCARGECGETGETCGGEGGGCCCTEE06E—ARGAAGG: To0l_|5-AAGCAACGCAGTGEAC GOCTGES (1) _|F-COGAGAGCCTTAGTGG GATGEG:
lo*(58D) J— —ACAAGGS Jp°(1)_[5-AAGCAACCCAGTGCACTCOCTEGS P20) GGAGAGCCTTAGT-CATGGGS.
PP PCTTI “GCCGCC GARGAAGET To /D) [5-AAGCAAGGCAGTGOAC GOTGES 1] [5-CO0AGAGCCTTAGTGC CATE06
l¢%01.70] 5006006 GOAGO0GTGOCGGTCAAGCCGCTGOCTOGGCOG6CCCTOCCE00——AAGARGES. lo'1)_[6AAGCAACGCAGTGEAC/CGETGGS 7(50] [5-COGAGAGCCTTAG—T6663
o [P0 JF00G00G GoAGO00 60066 TCAAGCCGETGGCTCGG0GGEECCTGOCGCCGACGAACRAG? To1_|5-AAGCAAGGCAGTGEAC GOCTGES 7(1]_|F-COGAGAGCCTTAGTGS CATGGET
[o'(1130) [5-006CCG  GOAGOCOTEOCGGTCARGECGOTGOCTCOOCO0C0CTGCCO0COACCA—ACAAGGS  pi(1)) |5-AAGCAAGGCAGTGOAG COCTG0S 7(10] _|5-COGAGAGCCTTAGTG CATGGGS"
vy |E020]_ 5CCG006 GOAGCCGTGaCGG CAAGCCGCTGRCTCGGCGGGCCCTGCCG00GACOAGEAAACT S Jpi(i) |5 AAGCAACCCAGTGEAG CGCTGT: 1] [5-CO0AGAGCCTTAGTGC /CATE66T
|20 [5-000CCGa0AGCCGTGaCaGTCAAGCCGCTGRCTOGGCGEG0CCTGCOGCCOACGAGCAR-AGG-S _[p(1)) |5"AAGCAACCCAGTGOAG COCTGES (1) _[F-CGAGAGCCTTAGTGE CATGGGS
2 [oL1]__JF-C0G006 GOAGGOGTGa0G6TCAAGOCGETGaCTCa606GGCCCTCCGCCGACGAGHAA CAAGES Ty |5 AAGCARCCCAGTGEAC CGLTGE 71 |5-CGAGAGCCTTAGTGS CATGGET
[%7D.30) 5006006 TGGCO0TCAAGCEGCTGOCTCGO0G6G0CCTOCCOCCOACOA—ACAAGEY 511 [5-AAGCAACGCAGTGECAC CGOTGGS (1) |5-COGAGAGCCTTAGTG CCATGG6
rs 240120 50000 —AGCCGTGGCGETCAAGECGCTGGCTCOGEGGGCCETGECR006——G 3 7 [5-AAGCAAGOCAGTGEAC COCTEoT (1] [5-COGAGAGCCTTAGTG GOATGGG:
[(1160) _[5-006CCG  GOAGCCGTGOCEGTCAGECGETGRCTCGGC0ER00CTCCGEEOAC—ACAAGE (1) [5-AAGCAACGCAGTGEAG COCTGES (1) _[5-COGAGAGCCTTAGT GG CATGGGS,
e [o.0200]__JF-C0GC0GG6 AGCCGTGOCGGTCAAGCCGCTGRCTCRRCGG6ECC =5 To /(D) [5-AAGCAAGCCAGTGOAC GOTGES 71} |5 COGAGAGCCTTAGTG CCATGRGS.
[o'(11200) [5-0GGCCG6G AGCCGTGOGGTCAAGGGGETERETCEG06G6ECe————5 lo'1) [5-AAGCAACGGAGTGEAC CGCTGGT (1) [5-COGAGAGCCTTAGTG COATGGGS
PP T GCCOCCCCAAGANGES. Toi1l,_|5-AAGCAACGCAGTGCACCCOTOoS 7(1]_|F-COGAGAGCGTTAGTGE CATGEET
) GCCGCCGGAACAAGE T o1 [5-AAGCAAGGGAGTGEAG COCTGET (1) |5-CGAGAGCCTTAGTG GGATGGG:
1
Witation pattorns of targot gencs in AEC1.2:gPSBBML_MiMe ines.
Wutation pattors of the 0SD7 gono Wutation patiors of tho PAIR1 gene Tutation pattors of the RECA gono
4 [el01SD]__ J5-CC0006 GGAGCCGTGaCGGTCAAGCOGCTGACTCGRCGRACCCTROCGECCA 7(1l)_J5-AAGCAACCCAGTGCAC  CGCTGGS (1) _|5-CGGAGAGCCTTAGTGC/CATGGGS
[(30.100)__[5-0CG0C—AGCCGTGRCGGTCAAGCCGCTGECTCOGCGEGOCCTGOCGECGACGAG — T(11)_|5-AAGCAACCCAGTGCAC  CGCTGG: [7(1))_|5-COGAGAGCCTTAGTGC CATGGG:
e lo'(11.30) |5-CCGCCG | GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGECCCTGCCGCCGACGA—ACAAGE:: lp'(10) |5-AAGCAACCCAGTGCAC-GCTGG-3 R GGAGAGCCTTAGTGC | CATGGG-
10,30 [5-CCG0066AGCCaTGOCa6TCARGOCGCTGOCTCOO0GGGCCCTGO0GCCACoA—ACAAGGS (1)) |5-AAGCAAGGCAGTGEACHCOCTGT 7(30] [5-COGAGAGCCTTAGTG—TG0GS
s lo'(620) '(11) _|5-AAGCAACCCAGTGCAC  CGCTGG-3 (11) GGAGAGCCTTAGTGC | CATGGG:
lo'(620) I5 lp°(1) _|5-AAGCAACCCAGTGCAC  CGCTGG-3 (1) _|5-CGGAGAGCCTTAGTGC \CATGGG-3.
et lo"(11.180) |5-CCGCCG GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGGCCCTGCCE—————3' lp'(11) |5-AAGCAACCCAGTGCAC CGCTGE: (1)) _|5-CGGAGAGCCTTAGTGC | CATGGG-:
[°(113D) __[5-0CGCCG  GGAGCCGTGGOGGTCAAGCCGCTGOCTCGGCGEGCCCTGCOGCCCACCAACAAGG S (1)) _[5-AAGCAACCCAGTGCAC  CGCTGGS (1) _|5-CGGAGAGCCTTAGTGC CATGGGS.
5 0600 5= GCCGCCG GAACAAGE S (1l |5AAGCAACCCAGTGCAC CGCTG6S [(4D) |5-COGAGAGCCTTAGTGC GG
[c%(1L60,5NP) [5-CCGCCG6G-AGCOGTO0GGTCAAGOCGCTGOCTCOO006CCCTGOCE00GACOA (1) _[5-AAGGAAGCCAGTGEAC COOTGGT /(21 SN5-COGAGAGCCTTAGTGC 1/ ATGOGT
o lo'(s8D) lp'(1) _|5-AAGCAACCCAGTGCAC - CGCTGG- r'(7D)
lo'(680) (1)) _|5-AAGCAACCCAGTGCAC CGCTEGS (130
- lo'(11.60) |5-CCGCCG GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGGCCCTGCCGCCGACGA——AGG-3 lp'(1) |5-AAGCAACCCAGTGCAC CGCTGG-3 (1) |5-CGGAGAGCCTTAGTGC CATGGG-3
lo*(11.20) |5-CCGCCG GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGGCCCTGCCGCCGACGAG-ACAAGG- [p°(11) |5-AAGCAACCCAGTGCAC CGCTGGS (1) |5-CGGAGAGCCTTAGTGC CATGGGS
o [2500) 3 —GCCGCOG GAACAAGE S T(1l)_|5-AAGCAACCCAGTGCAC CGCTEES 780,
[(1150] [5-00GCC060 AGCOGTGO0GETCAAGOCGCTGOCTCOO0600ECCTOO060 ———ACARGE S (1) [5-AAGGAAGCCAGTGEAG CGOTGE F100)
eo o't |5-CCGCCG_GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGEGCCCTGCCGCCGACGAGCAA CAAGG-S _ [p'(1l) |5-AAGCAACCCAGTGCAC CGCTGG-3 (1)) GGAGAGCCTTAGTGC | CATGGG-
[ (D) [-CCCCCGGGAGCCGTGECCOTCAAGCCGCT GGCTCAECGEGCCCTGCCGOCGACGA——CAAGE-S. F(1)_|5-AAGCAACCCAGTGCACCCGCTGGS. 2a 'GGAGAGCCTTAGTGC/ CATGGGS
PR ) [F-CCG0CG GOAGCCGTGOCGOTCAAGCCOCTGGCTCOBC0GGCCCTGOCG0CGACGAGCAACAAGG S T(1l)_|5-AAGCAACCCAGTGCAC CGCTE0S G0, 'GGAGAGCCTTAG—CATGGG S
lo*(1D) |5-CCGCCGG-AGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGGCCCTGCCGCCGACGAGCAACAAGG [p'(1) _|5-AAGCAACCCAGTGCAC CGCTGG-3 '(30) GGAGAGCCTTAG—CATGGG-3
PR T [F-CCCC0CG  GGAGCCOTGOCGGT CAAGCCGCTGRCTCOGCGGGCCCTGOCGCCGACGAGCAACAAGE S [p(1]) |5-AAGCAACCCAGTGCAC CGCTGET o GGAGAGCCTTAGTGC CATGGGS
lo°(1n) [ -CCGCCGGG - AGCCGTGGCGOTCAAGCCGCTGGCTCOGCGGOCCCTGCCGCCGACGAGCAACAAGGS __ [p'(1l) _|5-AAGCAACCCAGTGCAC CGCTGGS P(1)__|5-COGAGAGCCTTAGTGC/CATGGGS
e12 lo'(11.30) |5-CCGCCG GGAGCCGTGGCGGTCAAGCCGCTGGCTCGGCGGGCCCTGCCGCCGACGA—ACAAGG-: [p'(1) _|5-AAGCAACCCAGTGCAC CGCTGG3 r'(20) |5-CGGAGAGCCTTAGT-CATGGG3
[o'(11.30) [500GCCG  GOAGOCGTEOCGGTCAAGECGOTGGCTCGGCGGG00CTCCGOCEACGA—ACAAGG S (1) _[5AAGGAAGCCAGTGEAC CGOTGGT F(140) [5-COGAGA————GG3





