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Supplemental Fig S1. Principal component analysis reveals a bias in the data according to the date
of the sequencing run.
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Supplemental Fig S2. Agarose gel showing genotyping strategy used for determining the presence of
Minos insertion in the CG6123 genomic region as well as its precise excision in the rescued line.
Yellow and red denote the oligos used for PCR amplification flanking the Minos insertion whereas
green and purple arrows denote the oligos used for checking the presence of the Minos insertion in

the original €G6123MB02356 ytant.



X:18,337,903 w118 CG6123MB02356
insertion site
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>gnijdmel]X type=golden_path_region; loc=X:1..23542271; ID=X; dbxref=GB:AE014298, GB:AE014298, REFSEQ:NC_004354;
MD5=f7228bbfaf8fa0af457bc2fb7e396e4d; length=23542271; release=r6.30; species=Dmel;
Length = 23542271

HSP #= 1, Score = 860.835 bits (434) , Expect=0
Identities = 587 / 632 (92.9%) , Positives = 587 / 632 (92.9%) , Gaps = 11 /632 (1.7%)
Strand = Plus / Minus

GBrowse | | Subject FASTA |

Query: 21 ATGTGETGGAR-CTTTTGCATACTAGSCTCCAAGEGRA— - GGGGGGCTCATGATGARRACL 77
Frerrrererr rrererrrrrrrl [l It errerrieet

Subject: 18338352 ATGTGETGEARR T TT TG CATACTAGSGTCCALAGEARTGEGEGGGITCATGATGARRACL 18338333

Query T8 TATCGRAATCGARTTTAR R GCTRACAAGETCCACTC TARR AGC T GNINN NI NI LT 137
||||||||||||||||||| (AN RRERR AR

Subject: 18338332 TATCGAATCGAATTTAR ARG TRACAAGETCCACTCTRAARRAGCTGRARARARAALAARARRART 18338273

Query 1318 - GATGEAC A R A G A R A CCCG A AT TTAR TTAT COGATTITATGEEEETATTIE 19&
Perrrerrr rererrrerrrrrreed Frerrererrrer et rrerrieet

Subject: 18338272 ATACCGAT GG R AL A CGRCR RGO CGRGACTTAATTATGOGATTITATGTZEGTATTIIE 18338213

Query: 187 AR AT A T TG TATTGATT GO CCCCTC TG CGAGTC TCAAGTTTTCCCTGGRAACTTT 256
e rerererrrererrrreerre rereerrerrrrrrrerrerrr rererrired

Subject: 18338212 A AGRRATAATTGTATTGATTGCCCGCCTCTGCGAGTCTCAAGTTTTCACTGGARCTT 18338153

Query: 257 CRAACTTTGATCARARAGCAGCTGCGUGATGARRATCCGITCCOGGCATTAAGGGGCTTTTCC 3le
frerrrerererrrererrrr et e et e e e e e ernd |

Subject: 18338152 CAACTTTGATCRAARAGCAGCTGCGCGATGATARATCCGCTCCGGCATTARGGGGCTTTTCC 18338093

Query: 317 CRAGTRARATGTTTAATTARATARACAALTCARRTCTGRCGIGECGGARCACCCACATCOCOGT 376
FEerrrerererrrerr eerrer e e e e e e e ey i || It

Subject: 183380852 CRAGTRARATGTTTAATTAGATARACAALTCARRTCTGRCGIGECGGAGCACCCACATCOCOET 18338033

Query 377 CEACCCGACGACCCGRCGACCCGEAAGCCATGEEETTCGCATACCCATCCGTATCCGTAT 436
Frerrrerererrrererr e e errerrreed ARRRRENE FEErrrrerrenl

Subject: 18338032 CEACCOGACGACCCGACGACCCGEAAGCCATGTGETTCGCATACGCATCCGTATCCGTAT 18337973

Query 437 CCGCATCTGTATTCCCATCCGGATCCGTATTCGGT TGCGTACCAGGGCATGGCATCGTAT 449&
freerrerererrr rerrrrerrrerrrrerr e rrrr et e rrrrrrerrire

Subject: 18337972 G AT C TG TAT TG AT CCGEATCCGTATTCGETI TGO TACCAGGTGATGECATCGTAT 18337913

Query: 497 GEATGTACATATGTARATGCATTAATTGOGGCACCCCCARCTTCGTTAR--TRAACRALTTE 554
FEErTr et e et e errrerl Frerrrrrrretl Frrrreet

Subject: 18337912 GEARTGTACATATGTAGATGCATTAATTGOGECACCACCARCTTCGTITARRTRARACRAATTE 18337853

Query: 555 ATTRAATGGCTGTGEGEAGTCACCGAGCATTATGAATGAT-AATCATGCATG-TTCACTGC 6l2
PPttt e e e e et (RN RARE Frrrreet

Subject: 18337852 ATTAATGGC TG TGEGCAGTCACCGAGCATTATGAATGATAAATCATGCATGTTTCACTGE 18337783

Query: el3 TGEA-TATTT-CCARTGA-TCTATETATATTTA 54l
Fre e rrrrere rrrrrrrerrred

Subject: 18337792 TGATTATTTCC CAATGATTCTATGTATATTTA 1833776l

Supplemental Fig S3. Top panel shows the presence of the Minos insertion in the CG6123
genomic region. Black flanking arrows denote the oligos used for Sanger based sequencing.
Lower panel shows the snapshot of nucleotide blast of w!!'8 control line. The transparent red box
denotes the location of the Minos insertion in the original mutant of CG6123.



X:18,337,903 w18 CG6123MB02356
insertion site

—»'4—

>gnijdmel|X type=golden_path_region; loc=X:1..23542271; ID=X; dbxref=GB:AE014298, GB:AE014298, REFSEQ:NC_004354;
MD5=f7228bbfofefa0af457bc2fb7e396e4d; length=23542271; release=rs.30; species=Dmel;
Length = 23542271

HSP #= 1, Score = 448.505 bits (226) , Expect = 1.18976e-124
Identities = 431/ 511 (84.3%) , Positives = 431/ 511 (84.3%) , Gaps =4 /511 (0.8%)
Strand = Plus / Minus

GBrowse | | Subject FASTA |

Query: 23 ATGETEET AR - CTTTTGCATAC TAGSCTCC ALGGGA - —EEEEEECTEATGATGALAACTH To
CURTUEETUET TEETE U eE CEEEEr t T R el

Subjec:: 18338382 ATGTGET AR ACTTTTGCATAC TAGSETCCALGGAATGEEEEEECTGATGATGALARCR 18338333

Query 80 TATCGAATCGRAATTTARLGCTARCRAGETCCACTC TAAR RGO TGN NNN NN NN NI 138
N R A R RN RN RN NNy

Shb]ccj: 18338332 TETCGA A TOGRATTTAR RGO TAL C R A CETCCACTCTAR R A GO TGARA R R AR RO DT 18338273

Query: 140 -TRCCGATGGEGC AR L R C AR CARGCCGRAR LA TTATTTATGCGATTTTTTGTGGETATTTS 183
FECLUETED VT E DEEEEEE et e CVREEEEEEEEE LRI

Subject: 18338272 ATRCCGAT GG AC AL A O R AR GO GAGRCTTARTTATEOGATTTTATSTGGETATTITG 18338213

Query: losg COCCHNNNNNNNNTTGT TTTGAT TGNNNNNNNN TGCGAGTCTCAAGTTTTCCCTGERACTTT 258
| LEEE TEELT CUREELEETEEELET i T

Subject: 18338212 ARG AT A TTGTATTGATTCCC G T TGO GAGTCTCARCGTITTCACTGGAACTTT 18338133

Query: 258 CAACTTITATCARAAACAGCTGCGCGATGAR L A THNNNNNNGECATTARGSEEETTTTICC 318
CUEIUEE LEUEEEE TEEEELEEr it 1 CUELLLEETE ELTTTd

Subject: 18338152 CRACTTTEATCAR R A GCAGCTGCGUGATGATAATCCGCTCCGGCATTAAGGGGLTTTTCC 18338093

Query: 31le CCCTARA TG TTTAATTARA THNNNNNNN TCARATCTEACGCGEIEEAGCACCCCCCTCOGT 378
LR 1 CUREULEEL TR T e e b i

Subject: 18338082 CARGTRL A TGTTTAR T TAGATAR L CE LA TCRR L TCTEACGCGEIGERGCACCCACATCOGET 18338033

Query 3768 CEACCCCACGACCCCACGACCCGEAAGCCATGGGEETTCGCATACGCATCCGTATCCGTAT 438
CURIEE TUEEEE TR e r T R e

qu]CC:: 18338032 CEACCCGACGACCCGACGACCCGERAAGCCATGTGETTCGCATACGCATCCGTATCCGTAT 183374973

QJuery 43E CCCCATCTGTATTCCCATCCGGATCCGTATTCGGT TGGETACCAGEGGEATGGCATCCTAT 445
CUEEEEEE T TR E LT et T e CVRET L 1l

Shbjcc: 18337472 CoGCATCTGTATT CGCATCCGGATCCGTATTCGGT TGO GTACCAGETGATGGCATCGTAT 183374913

Query 485 GEAGETACATATGTAGATGCATTARTT OGS 324
CUE CEETLE T LT it

Subject: 18337912 GEATGTACATATCTAGATGCATTAATT OGS 18337882

Supplemental Fig S4. Top panel shows the presence of the Minos insertion in the CG6123
genomic region. Black flanking arrows denote the oligos used for Sanger based sequencing.
Lower panel shows the snapshot of nucleotide blast of rescued CG6123 Minos insertion line.
The transparent red box denotes the location of the original Minos insertion.
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