Fig. S3: Analysis of the 12 selected unique duplication events of D.
melanogaster. Phylogenic trees performed for divergence analysis between the
two copies of D. melanogaster selected for the indentification of DDSA traces
and the single copy of D.yakuba. Parts of the alignments of the 12 selected
unique duplication events shown the DDSA traces identified.

1. Phylogenic trees generated by PHYML v2.4.4 -

0 Model of nucleotides substitution : HKY85

o Proportion of Transition / transversion = 4.0 (de fault
value)

o Initial tree : BIONJ

2. Trace detection

Parameters of traces detection

: Min. identity .
Gap s
psize between the two Size of Gap
repeats coverage
repeats
> 5 bp > 5 bp > 60 %
and <
100 bp 75%
> 3 bp < 40%




Legend

Tandem repeats

Examples of DDSA Traces

Micro-homology traces

Exonic_gap

Selected repeats

Two tandem repeats:

Exonic gap Tandem repeats selected
O O Folantonio, Folto ¢ \
Donor 2851 CATGTTGGTATT-AATCTTTTAATCTACCGATA TCTACAFAA

(L TUEL T
Recipient 2851 CATGCTTTTATTCAGCCTTTTAATCTACCGATAGGTTAATG—-TGA

Micro-homology traces:

Micro-homology traces not selected

Donor 1421 GTCGAGGTTABTTAACTCTTGTTCEATCTCTTGAARTGTTGBGAT

(N 1l
Recipient 1420 ---------- GTTAACTC'ITTGTN—-%T

Micro-homology traces selected




Group 41

Sequence $Sequence Divergence

name
Donor Seql122Gr41 |0.015103
Recipient Seql23Gr4l 0.007315
Single copy of D. yakuba |Dyak Gr4l (.176950

0.01
0.094 —_
Dyak Gr4l
0.015
Seql22Gr4l
0.083
0-007 seq123Gr41
Gap No. of gaps No. of Total
location with tandem gaps with no. of
repeats micro- gaps

homology

traces
Seql22Gr4l 0
Seql23Gr41

U SO o o Folaat

Seql22Gr41 938 GACCTTTATCAATTGCCAAGGCCAAAG------------ TAATAA-- -

IR LI
Seql23Gr4l 905 GGTCTCTATCAATTGTCAAGTCCAAAG GTTCTTGCGATRRAGARACAC

B T T TTT T TT L S St

Seql22Gr41 971 --------- TTAATTAAT-----AAA TT- ATTTTAATTT-TTACATTTTT

e [T DD
Seql23Gr4l 955 CCCTATTTGTACTTAGTTTGCGATTCGTATAATTTATTAAAGTTTT

Seql22Gr41 1805 GGTGGTGCTCAAATAAGATAA----TACGTTGCATTTCCAAAAARGAA

AL AEITT 1 [ET 0T
Seq123Gr4l 1804 -GATATGATATGAT-AGATAATGTTTGCGTGC CATTTGC-AAAAAATGAA

Seq122Gr41 2851 CATGTTGGTATT-AATCTTTTAATCTACCGATAGGRATCTACARAA
L AT [ 1

Seql22Gr4l 2900 GATACAGTTTCTTT

ITRILL
Seq123Gr4l 2896 GGCACATTTTCTTT




Group 36

Sequence $Sequence Divergence
name
Donor 5eq112Gr36 0.030138
Recipient Seqll13Gr36 0.066576
Single copy of D. yakuba |Dyak Gr36 0.084232
0.066 2.0t
Dyak Gr36
0.067 Seq113Gr36
0.018
0.030 Seql12Gr36
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
Seql12Gr36 0 3
Seql13Gr36 |1
ST ORI ol o IS I +...
Seql12Gr36 248 GGATTCGAATAGATTGTGCGTTGAGCAGAGGTAAACTCTGAGEGCTG

TN T I|| [IITITHIL T[]
Seql13Gr36 524 GGATCCGAATATATTGTGTGTTTAGCAGAGGRAACTCTGACAATTGACC

Seql12Gr36 298 CTG CAACTTCTB-------- CGATGTTTGGCAGTTGCAGTTGCAGTTTG

[T [ LTI
Seql13Gr36 574 CTG ~ CAACTTCTGTCAACTTCTATATTTGGCAGTTGCAGTTGCAGTTTG

[ +o +o +o +...

Seq112Gr36 340 CATTCGAGCTTCGCTGCGCGTTCGCTGAAAACAGCCTGAAATTGCTT
il IIIIII||II||| |||II||III|I UGG

Seql13Gr36 624 CATTTGAGCTTCGCTGCGGCTTCGCTGAAAABGCCTGAAACTGCTTTT
ceto Ao Lt

Seq112Gr36 590 AAAAT(BGCATAACGCATTTTCTTTGTCTTTGCC("INZU\A@\AACTG
il mn-

Seql13Gr36 674 AAAAT AAACTG
T ol +ooe +oa +....0

Seq112Gr36 440 ATAAGCTTGGTCTTGATCAA-ACACTTGGGAACAGAATCTCOGTTG
[ I|II|I||I|I| |II||III | LRI

Seq113Gr36 GCTCGGTCTTGATCAAACACACTTGGAMCAGAATTTCCGTCGATC
T ol +ooe +oa +....0

Seq112Gr36 488 G CATAAGCAATAT---—CGGTCCGATCAGCACTCE-GTGGCTTCGTG

LI
Seql13Gr36 735 G----- CAATCTIGGAGEGGTTCGATC-GAAAT-GTAGTG--TTCTTG



et +o o ot
Seq112Gr36 621 TTTGACGAGCGAACGICCAAACGTATTCCATTTCCAAGGAGCAAAGTGA
L
Seq113Gr36  1024TTTGACG--mwmmmmmcmemcamccs e
et +oor
Seq112Gr36 671 AAGGCAGGMGCTAACGIGTATTAGCTACATTCGOCGCTTCGTTGCAAG
I||||| [T (] A0 T 0
Seq113Gr36 1031 -------- AGCTAAAGDGTATTAGCTACATTCACCGCCTCGTTGCCAG
e +ol ol +ol +.
Seq112Gr36 1371 CCTCGTTTGAGGTCACCCAAGATGTAAGARCTATTAAARGTAATT
(IO T | If
Seq113Gr36 1385 CCTCCTTTGAGGTCACAAAAGATGC TGTAAGT-rmrmmrmemmrav TTT
et +o o +o. +....
Seq112Gr36 1451 GTCGAGGTTABTTAACTCTTGTTCEATCT CT T GAARTGTTGBGAT
II|||||||||I|I||I I
Seq113Gr36 1420 ---------- GTTAACTCTTGTTCE--m-nmemmememas AGAT
et +o o +o. +....0
Seq112Gr36 1471 TAGCTAATCCCAAGCTAATAAGTCC---mememmemmmmemman

T
Seql13Gr36 1441 AAGCTAATTCGAAGCTAATAAGTCC CAGTGATATGTTGAATAATTCAGAT

U ST +.. +o +o. +...0

Seq112Gr36 1496 ----- CAAAGGAGCGTTTCAAAGTCACACTTTTCCATCGAAACTCGAATT
l I|I|I||||II|I (11111 LRIy

Seq113Gr36 1491 AATTTCAACAGAGCGTTTCAAAGGCACACTTTTCCAGCGAAAATCGGATT
[ R +o +o +o +...
Seq112Gr36 2690 TGCACGTTTGTGGTGACCAAGACCTTCCAGGACCTCAGGGEGAGTG

||I|II|I|II|I| IIIIIII|||I|||II [T
Seq113Gr36 ACGTTTGTGGTAACCAAGACCTTCCAG@CCTCACGGGLGTAGTG

S oo, o +oah. +....0

Seq112Gr36 2740 CARGCATAGAGETEAAAAATGAGTGGTTTAATAATATTTGATATTTTT

Seql13Gr36 2737 CAA------- CTAACTAAAATAAGTGGTGTAATAATATTTAATATTTTT




Group 57

Sequence $Sequence Divergence
name
Donor Seql73Gr57 0.014520
Recipient Seql72Gr57 0.009583
Single copy of D. yakuba | Dyak Gr57 0.054924
0.033 0008
Dyak Gr57
0.015
Seql73Gr57
0.021
0.010 Seql72Gr57
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
Seql73Gr57 0
Seql72Gr57
ST SUUR OO JUPPITE SO ST SUP U PP
Seql72Gr57 946 AGTTGGATGCATGGTCGGTGAAATAAAACGTCAATCTACATATCAAACTC
(TR D]
Seql73Gr57 931 AGTTGGTTGCATGGTCGGTGAAATAAAACGTCAATCTACATATTBAA
et ol o o +...
Seql72Gr57 996 CAT--------------- CCCTCTACGATGT GAACTTGGTGTCTCTAGAA

'l
Seql73Gr57

981 CTT AGCAGCACATACAGRCTCTACGATGCGAACTTGGTTTCTCTAGA

A



Group 75

Sequence $Sequence Divergence
name

Donor Seq215Gr75 0.049227

Recipient Seq216Gr75 0.093576

Single copy of D. yakuba |Dyak Gr75 0.091014

0.050
Seq364G137
0.936
Seq365G137
0.891
Dyak_CI75
| |
I 1
0.02
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
0
Seq216Gr75
ST JUUI Folonn ol ol +..
Seq215Gr75 916 TATTTTTACAATCTCGTCCACATCGATGGTGGAGCTCAGCAGATTGT
(111 LD AT IO
Seq216Gr75 916 TATGGTCATAATCTGGTGCACATCGATGGTGGAGCTCAGCAGTTCGTACT
ST JUUIOPOE JORPLE JUU T SUPIUPTE PP
Seq215Gr75 966 TGACGT------ TCTGTGTGTGTAGCAGGTAGCAAGTCGTCCTCCTG
111 11 LI 1L
Seq216Gr75 966 TGACGT TGCCAACGCTG-----AGCAGGGAGCCCGCCCTCCTCCTGT
ST ORI S POV S T SUPRUTE JUR
Seq215Gr75 1010 CGTTTTTTCTTAATACGCGAACAGCGCCTCACTTCGTTATAMTGS
(0L I0E DL LSRRI
Seq216Gr75 1010 CGATTTTTCATGATCCACGAACAGCGCTTTACTTCGTTATAATTTGATGA
T ORI ol o ol +...
Seq215Gr75 2895 TACCTAATTCATGACAATCCTGCGAAAAGTCGATTT--GTTTTECEG
IRITUINTN 1101 LV
Seq216Gr75 2905 CACTTAATTCATGGCAATGCTATGTCAAGTCGATTTCCTTTTTTTTGCCG
ST ORI JUPP IO SUUO TR SUURIUTE PP
Seq215Gr75 2943 GCTTGTACTTAGTTTTATTTAGCTTG-------------- AACA CTGA
CIE LN T JIIGN
Seq216Gr75 2955 GTTTCGATTTATTTTAATTTA GCTTGAAAGTTGCEGALAACAGCTGA
ST ORI ol +... OO SUUR IO PP
Seq215Gr75 2979 CGCCGATTACCGTAAGTGGATGGTTTTAAAC-ATAGTGGCABTGLT
Nl LTI T
Seq216Gr75 3005 ACCCGATTACTGTAAATCGATG---TTAATC GAAAGGGGCAACGCTGTC]

C

-




Seq215Gr75 3789 CTCCTCGTTGAAGTCGTGGGTAGCCATCGTGGAAGTTTCTRRGK T

(LA ORI Al LT 0]
Seq216Gr75 3356 CTTCTCGTTAAATTCGTGTGTAGCCATCGTGGAAGTTTCGGAATTCACGC

T +.o +o0 o +....0

Seq215Gr75 3839 TTTCAGTTTCCGATCCCGTGBACGRATTTTGAACAGCTGGGAACAT
TR, JIRIUIY

Seq216Gr75 3406 TTTCAGTTTCTGATCCTGTGC GAACG---------- AGCTGTGAACAT
T +o, +o0 o +....0

Seq215Gr75 3889 GGCTGCACGGCGGCTTTTGCAGCTTTGECCAT I TTGAGGGEGATCA

(L P RN TN
Seq216Gr75 3444 GGCTGTCCGGCTGCTTTTGCAGATTTCGCCATITGAGGTCCTTCAATAA

Seq215Gr75 4038 CGGCTTAAAACCGACGGTTTCGTTGGTAAATTTGGGTCGTGATIKCC

LT TR AT TR
Seq216Gr75 3593 CGGCTTAAATCCTTTCGTTTCGTTGGTAAACATGGGTCGTGACTTCATCA

Seq215Gr75 4088 GTTCGCTAATCGTACGCTTCGACACGCGCAGATGTTTCTTGTAGACAC

(T
Seq216Gr75 3643 GCTCGGCAATTGTACGCTT T T-rmrrmes emeemmemecmence

Seq215Gr75 4138 AGTTGTTTTGGAGGCTGGACTGCGATTTTTGGCTGCTCCTCGACGACGGG

ML I TR
Seq216Gr75 = 3664 -GTTGATTTTGCGGCTGAACTGCGATTTTTGGCTGCTCCGCGACGACGGH

R ETTIT +.. +o +o +...

Seq215Gr75 4352 CAGCCTCCTCCTCGTCTTCCGMNACTACTGTGGGATTTTAAATTGAA
LTRTITLLARTOTL |I|I|II|I|| /1R

Seq216Gr75 4363 CAGCCTCTTCCTCGTCTTCCGAA-----AC  TGTGGGATTTAAAATTCAA
R ETTTITe +.o. +o0 +o +...

Seq215Gr75 4402 ATTATTAGTATGACTGAAT-TATTAGTTATTATGAAAGGAAG TGIZG\
TR [ ARII

Seq216Gr75 4407 TTCATTAGTTTGACTGAATCTAAT-CTTA-T ATGA----AAGTTGCTCAA

O ETTTTTTTTS, SO +o +o +...

Seq215Gr75 4899 GGATCGTAATGGTTCGTTATTTTTACAATCTCGTCCACATCGATESG
(U TR 1] LI

Seq216Gr75 4899 GGATCTTCATGGTTTGTTATGGTCATAATCT GGTGCACATCGATGGTGGA
R ETTTIT +.. +o +o +...

Seq215Gr75 4949 GCTCAGCAGTTCGTACTTGACGT-----TCTGTGTGTGTAGCAGGTA

LLTTTALCATOTCLL Ty L1111
Seq216Gr75 4949 GCTCAGCAGTTCGTAC TTGACGTTGAATCGCTG-----AGCAGGGA

T +o, +o0 o +....0
Seq215Gr75 1593 GCARGTCGTCCTCCTGCCGTTTTTTCTTAATACGCOAACAGCETTT
Il III||||I|I|| {1y LTI |
Seq216Gr75 4993 GCCCGCCCTCCTCCTGTCGATTTTTCATGATCCACGAACAGCGCTTTACT]
R ETTTII +.o. +o +o +...
Seq215Gr75 7108 CCAACTTAAA-TTTATCTCGCAGGCAAAAGTAATTGAACAATATER

11111 I|IIIIII |I|I|IIIIII LI
Seq216Gr75 7135 CCAACTGAAATTTTATTATGCAGGCAAAAGTAATTTAAAAATTTATTTGA




Seq215Gr75
Seq216Gr75

ot

7157 AAAA AATACAACAAAAATA

[T 11
7185 AAGA----- AACAAGAATA




Group 196

Sequence Sequence Divergence
name

Donor 5eq265Gr196 0.030586

Recipient SeQ266Gr196 0.035844

Single copy of D. yakuba |Dyak _Gr196 (.160251

Seq265Grl196

Seq266Gr196 |0

traces

Seq265Gr196

(TPERLEAEER T
Seq266Gr196 2350 TCGGTTGACCGGCCAACCCCACCTTTGCCGTTGCGCCGGGTACATTTC

Seq265Grl196
(111
Seq266Gr196

Seq265Gr196

(11
Seq266Gr196

Seq265Gr196

Seq266Gr196

- R + -+ ;

2062 TCGGTTGACCGGCCAACGCCACCTTTGCCGGTTGCGCCR@ATTTCG
If AT

+ot +oF

2112 TTGGTTCGGGGTTCTCAAATGEITAAATCGATACGTATCGBAAATG

Il [
pX10]0 [ i (7 p— 0 Yo —— A

2162 AATTCACATTTTACTTGGAACTTATTTTATTTTTGTTATTAA-TCE&CT

TR WJUINTR
2416 AATTCAGATTTTACTTGGAACTTATTTTAT TATTGTTACTAATTTACGCT

2261 GCTATTGGTGCIGGCGGCRGCTTTT

2516 TCTATTGGT GCIG-----TTAGCTTTT

0.097 P 9.01
Dyak Gr196
0.036 Seq266Gr196
0.064

0.031 Seq265Gr196
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps

G



Group 138

Sequence Sequence Divergence
name

Donor 5eq443Gr138 0.004698

Recipient Seq444Grl38 0.007631

Single copy of D. yakuba |Dyak _Gr138 (.195772

0.101 ,
0.01
Dyak Gr138
0.007
— Seq444Gri138
0.095
0.005
L— Seq443Grl138
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
Seq443Gr138 0
Seq444Gri138 |0
+ + + + +

Seq443Gr138 747 ACTCTAACGCCCACAAACGGCACAAAACTCCCACGCTZETTTTGAAA

(TR TR I
Seq444Gr138 804 ACTCTAACGCCCACAAACGGCACAAAACTCCCACGCCCA-----------

et ol ol ot o
Seq443Gr138 797 AATGI TTTCATATTTT IATTAGTCTWATTTCATAAATTTGTAAATG
|I|I|II|I||||II|I|I|
Seq444Gr138 843 CAAATTTCATAAATTTGTAAATG
+ + + + +

Seq443Gr138 847 TGCCTGAGTAACGGGTGTCTGATAGTCGGGGAGCTEGAATIETTGT
IIII|I||||II|I|IIII|II||||I Il (TR

Seq444Gr13 CTGAGTAACGGGTGTCTGATAGTCAGGSAGCTGGAATTCTCTCTTG

Seq443Gr138 947 CCG CAAGCTACGTCACGGGTATCTGATAGTOAMNCFGCCTTAGGAT

(IR Il
Seq444Gr138 966 CCACAAGCTACGTCACGGGTATCTGATAGTCAAAG---------------

Seq443Gr138 637 TCGGTACCATACCATTTGTATATATTTATT I TATGECGTCTATATTA
|I|||II||III|IIII|||II||I| T

AT

Seq444Gr138 --—--ATACCATACCATTTGTATATATTTAT TTTATGCCGTCTATATTCAT|




Group 132

Sequence Sequence Divergence
name

Donor 5e0q430Gr132 0.004930

Recipient Seg429Gr132 0.003779

Single copy of D. yakuba |Dyak _Gr132 (.168578

0.086 0.01
Dyak _Gr132
0.004 _ Seq429Gr132
0.082
0.005 |_ Seg430Gri32

Gap
location

No. of gaps
with tandem
repeats

No. of gaps Total
with micro- no. of
homology gaps
traces
0

Seq430Gr132
Seq429Gri132 |1

Seq429Gr132 605 AGCATGAATTTGAAAATCTAAGTATATTTC COAACGCTGAAATCTTAAA
II|||I |II|||II|I |IIIIIIII {IGTTRII

Seq430Gr132 GCATGAGTTAGAAAATCTCTGTATATTTCGCAACGCTGAAGAEBAT
U ol ol ST o
Seq429Gr132 858 A----- ATGCCAATTAAAACAGACAATATTCCTAAGTATTTCTAACT
Seq430G r132I i lgl2”5|)| ,|0|\| l,u\TI'ATATGCCAATGAAAACAGAAAATA!T”'IL”IJQREL\'R'GTATTTCTAACT
+ + + + +

Seq429Gri32 903 AAAATTTCGTTCATCTTATCTTTCGACAAA GTTTTGT-----------

(TTFRRIE PRI 1IIIT 1
Seq430Gr132 879 AAAATTTCGTTAATCTTATCTTTCGACAAAGTTTTG@BTATTGGCCGT

[P

CTG
CTG

Seq4296r132""+''s'a'zi'i"+ """" CTGTTAATAGTGATCCTTTACTGCGCT GOAAAGTTGGGACTGAAATTGAA

Seq430Gr13 ””””l””””l ”” ¢ llGTTAATAGTGATCCTTAACTGTGCTl'l'lyilﬂl’-l\lﬂgil'll'l'll'GGGACTGAAATT AA
U PP, +o. +o +o. +....0

Seq429Gr132 991 TACATGerrmrmemmer TAAGGTTATAA TAAATTTAATTATTTTGTAC

Seq43OGr13?|_””| 97!3I l'll'lﬂlcliATGCAGCAATACAAT/)Q@AGTTATA,u”'IJw/!\l,w'IJJIMIUAATTATTTTGTAC

+ + + + +

Seq429Gri32 1378 CGAAAATGTGCACAAAAAAAAAA--—-TCC  CTTACCATTCCCGTTATCA(
(HHRITINTT TR

N

D

Seq430Gr132 1378 CGAAAATGTGCACCAAAAAAAAAACGGTCCCTTACCATTCCUCGAGA



Seq429Gri132 4572 AAATACCACCCTCTGTCTCCTCATTCCCCTGATTTCCACTTTAACTGAAA

LRHVEREOTIT [{ILTARTRLI IR
Seq430Gr132 4575 AAATACCACCCTCTGTCTCCTCATTCCCCTGATTTCCACTTTRASA

T S ITPUUR U ettt
Seq429Gri32 4622 CTTGAAAATAA-------- ATAAAAGCBTAAAGTGAGCGGCGGAAGT

Seq430Gr132

4625 CTTGAAAATAAATAAAAGCATAAAAGCAAAAGTGAGCGCCGGAAGT]

rG




Group 124

Sequence Sequence Divergence
name

Donor Seq410Gri24 | 0.009006

Recipient Seq411Gri24 |0.010251

Single copy of

D. yakuba | Dyak Gr124 0.244970

0.127 R
Dyak Grl24
0.010
— Seq411Grl24
0.118
_0'009 Seq410Gri124
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of

Seq410Gri24
Seq411Gri24

homology gaps
traces
0

repeats

0

Seq410Gri24

Seq411Gri124

Seq410Gri24

Seq411Gri24

+ 44 et

+ 44 et

914 AACAAGCGAGAATCCTACAGT--------- CGACTATBGATACACGTTT
|
932 AACAAGAGAGAATGCTATGGT CGAGTTACCGACTATBGATACCAGTTA

955 TTCAGCTAG TGGGAATGEMNAATTTTCATACTTTTTOGGGATATRATA
982 CTCAGTTAG GGGGAAT& GAATA

1005 GATATTGAAGAATAGAATGAGAAAAATTGTTTCAAATTATCAAAAGTAG

1005 GATATTGGGGAATAGAATGAGAAAAATTGTTTCAAATTATTCAAAAGTAG




Group 104

Sequence Sequence Divergence
name
Donor 5e0292Gr104 0.026581
Recipient Seg293Gr104 0.029648
Single copy of D. yakuba |Dyak _Grl104 (.378039
0.203 0.02
Dyak _Gr104
0030 50q203Gr104
0.175
0027 50029261104
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
Seq292Gr104 0
Seq293Gri104 |0
vt o o +oe +.
Seq292Gr104 1494 GATCCTAGCAATAGCCGGCCAAGCCACTGACCATTTCTCCEIEEIG A
[IPETHTLY II|I|II|I|III (LI T
Seq293Gr104 1494 GATCCTAGCAATAGCCAGCCAAGCCACTGAECTTTTTCCCGTGTTACGCG
ST ORI ol +ol o +...
Seq292Gr104 1544 CTTACAAAATGCAAAATGT GGsGGCC

TN (111}
Seq293Gri04 1544 GTTACAAAATGCAAAATGT GGEGATAGTTCAGCTGCAGTGGEBGGCC

Seq292Gr104 1570 TTAAAGT ------------ ATCCG@GAAGAGGCT—-GCCGCATCGTTC

[ (L1111 {TPRLLTTITIALY
Seq293Gri04 1594 TTGAGGT  ACATCAATCGCAATCCGAAAGAGGCTGCGCCGCATCGTT]

Seq292Gri04 1606 GATTCTGAGAGAGCACAGGGATCAGGCACGCCGACAGRGEIAATAAA
IIIIIII|I|I|IIIIIIIIII|I|I|III LRI

Seq293Gr104 CTGAGAGAGCACAGGGATCAGGCACGCGACAGCGTCAGCAATAA
T +.o, +o0 oo +....0
Seq292Gr104 1656 GGGAAACTTGTGARGGCACGAGAATAGTTGGATTCGTTTATTTAATG
I I |I|IIII I
Seq293Gri04 1694 GTGAAACTTGTGAT------------- AA GGATTIGTTTATTTTATG
R ETTTI +.0 +o.0 +...0 +....0
Seq292Gr104 1706 CAAGAAATAAAAABTCATAATAATTGAATTGGTTTTATTAATTAAAA
L] II| Il
Seq293Gri04 1730 CAAGAAATAAAAAG-------wwmwees eeeeeeeeee AATGCAA
R ETTTI +..0 +o.0 +.
Seq292Gr104 1756 AATAACGACTATATATGATTTGCTTTCTACAGCACT 1791

C
CcC

A

111
Seq293Gr104 1752 AATAACCACTATATTTAATTTGCTTTCTAC AGCACT 1787




Group 130

Sequence Sequence Divergence
name
Donor 5eq425Gr130 0.108003
Recipient Seg426Gr130 0.057939
Single copy of D. yakuba |Dyak _Gr130 (.250179
0.167 0.02
Dyak Gr130
0.058 Seq426Gri130
0.084
0.108 Seq425Gr130
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
Seq425Gr130 1
Seq426Gri130 |0

R TTTPI ot R ST +....0

Seq425Gr130 1451 AATGAAAAAAGGAAGTACACCTAAGGAGGGTTCGTATGATGAGARAT
IIIIIIIIIIIIIIIII |I|I [0 T

Seq426Gr130 1451 AATGAAAAAAGGAAGTAAACCTGAGGAGGG TCGTATGATCAGAATGCAA
R TTTPI +.0 T +..0 +....0

Seq425Gr130 1501 AAAGCTATATTAATAGGCCAAT --------------- CTGAGTTCAAGAT
(TR (L

Seq426Gr130 1501 AAAGCTATATAAATAGGCCAAT CTGACAAAGTATATATGAGTTCAAGAT
R TTTPI +o +...0 +....0

Seq425Gr130 1536 CAAAGTTTTAGATATTAACCCCTTTAAATGCCAATTGCCCGARTGAR
IIIIIII|I|I| III|I|I|IIIIIIIII UL

Seq426Gr130 155 AGTTTTAGACATTAACCCCTTTAAATG CCAATTGCCCGAAGAAGTTG




Group 100

Sequence Sequence Divergence
name

Donor 5e0281Gr100 0.000000

Recipient Seg280Gr100 0.002456

Single copy of D. yakuba |Dyak _Grl00 (.214202

0.069 IR
Dyak Gr100
0-002 50428061100
0.068

No. of gaps Total
with micro- no. of
homology gaps
traces
0

Gap
location

No. of gaps
with tandem
repeats

Seq281Gr100
Seq280Gr100 |0

L Seq281Gri100

+ 4 et

Seq280Grl00 977 CTGTGGATCTTTCATTCATCGGAT CTGC@BCCATT
[HHINRIL

[
Seq281Grl00 964 C-TGGATCTCTTATTCTTCCGAT CTGCGTTTCTACTGTGCBCCATT

+ 4 T T

Seq280Gr100 1412G CAAATTTTTGCAACAGTTTTGGCAAAACAAAGGGAGCGTTTTTG--C

(1T [LI11] 1/ 11 {1
Seq281Gr100 1412 G CCAAACTGTICA--------- GCCAAAGAAAAGATGTTATTTTTGGCC

+ 4 et

Seq280Gri00 1460 AGAACAAAAA  ACCCGCAAGTGTCAATTGTTC--ATTGTGCCCAATTG]
LI 1ALl LT

Seq281Gr100 1453 A-AACAAAAA---------- TTCGCTATTTTTCGTATTG-GCACAA TTGT




Group 101

Sequence Sequence Divergence
name
Donor Seq283Gr101 |0.000000
Recipient Seq282Gr101 | 0.000000
Single copy of D. yakuba |Dyak Gri01 0.221992
0.111 0.00
Dyak Gri101
Seq283Grl 01
0.111 0 ‘
O }
Seq282Griol
Gap No. of gaps No. of gaps Total
location with tandem with micro- no. of
repeats homology gaps
traces
Seq283Gri101 1
Seq282Gri0l1 |1
ST ORI ol +o ol +..
Seq282Gr101 1408 AAATAACAAAGCTTGGCAGTGGCAAAAGCA AATAATGAAAAACTAAAAC
(11T |IIII| Il T T
Seq283Gri01l 1438 AAAT-ACAAAGCCTAGCACTGGCAATAGCATAATAATGAAAARCNR
vt o o +oe +.
Seq282Gr101 1725 ATATAGATTTAAATCGATCGTCGACCCGTT CTCAATTTATTTCTTTTAAA
IIIII Il III|I|IIII I|I|II LT
Seq283Grl ATATA-ATATATATCGATCGTCAACCCGTGCTCAATTTATTTCIAAA
vt o +o ot
Seq282Gr101 1775 AACATTACAAATTTAGTCAAATGCTAGATC AACATAATTTTCTATGTTTA
IIII|I|III||IIIIIIIIII|||I II1 I T
Seq283Gri0l AACATTACAAATTTAGTCAAATGCTAAATCAACATAGTTTTCTATG
vt o +o +oe +.
Seq282Gr101 1825 AAGTTAATTGGCCGGCTACATTAAATTTTA ACATTACGTATGGACT----
|IIII| Il |IIIIII|IIII| I IR
Seq283Gr1 AGTTAACTGGCCGTCTACATTAAATTTAAACATTACGEACTAAAC
vt o o +oe +.
Seq282Gri01 1871 ------------- GGACTTAAAGHT TGTGATCGATTAAAATATATAGA A
[T T WL (T
Seq283Gri01 1888 CATACGTGCTTGGBGATTTAAACATTGTGATCAATTAAAAGCTATAGAA
vt o o +oe +.
Seq282Gri01 1908 AAATAACAAAGCTTGGCAGTGGCAAAAGCAT AATAATGAAAAACTAAAA C
IIII [ |I| |IIII| Il LT T
Seq283Gr1 AAAT-ACAAAGCCTAGCACTGGCAATAGCATAATAATGAAAARNRA
vt o o +oe +..
Seq282Gri101 1958 TG GTGGGCECCA’GGCTGTGGGTIBGA‘IGTCGG]KACTGGTCFCGGBG
(I Y
Seq283Gri01 1987 TGGTGGGTGTCAT TTCG GTGG




Seq282Gr101 2008 CTGTGGGGAAATCCTTATTCGATCTTCTCTAGATGATTACCACGCT----
IIIIII |III|I| I|IIIIIIIIII|I NI

bA
FTTGGA

G

\C

Seq283Grl GTGGAAAAATCCTGATTCGATCTTCTCTACATGATTGCCASTEA
T +o, +o0 o +....0
Seq282Gr101 5054 - GCGATATATTTCCGCTGGCCACGCGA CTTTTGAGGCGCTGTTTG]
LI I|I|I|I||II|||II UGN
Seq283Gr101 2058 TTCAGGGATATCTGTCCGCTGGCCACGCGACTTTTGAGGCGCTG]
T +to o +....0
Seq282Gr101 5100 TAAATGGGACTTAGGAATTTATGAGATTTT AAATATATGGGCAAATCGG
IIII|II|| I|I|II|I||||II|I|I|I LTI
Seq283Grl TAAATGGGATTTAGGAATTTATGAGATT TTAAATATATGGACBESTG
R ST +.. +o +o +...
Seq282Gr101 2150 TTGGTTGG--GTTCATTGTCTGACCTTGTT GAAAGCATCGCGCATCAA
[IF 10 T [
Seq283Gr101 2158 TTGAATGGGTGTTCATTGTCTGACCTTGTTGAAGACATCGCBAAT(
T +o, +o0 o +....0
Seq282Gr101 5408 GTATGECCTTGCGCTGCTTGGCATTGGCABGAATTCOEGACGAGCCA
IIII|I|I||||II|IIII|I|II||||I| IUTRIILLIN
Seq283Grl TATGGCCTTGCGCTGCTTGGCATTGGCACAGAATTCGGGBBGA(]
T to oot
Seq282Gr101 5548 TGCAGTTGATCCTGCAGGGAGGGAGGTTTECAATCACETCACTGCTE
IIII|I|I||||II|IIII|I|II||||I| [ITHLILIN
Seq283Gr10 CAGTTGATCCTGCAGGGAGGGAGGTTTCTCAATCACCTORCS
+o +.. +... + +

Seq282Grl01 2598 CGTCGGCGTAAACTGGATGACATAGGATARGCACGTGGACGCAC-----
TN MUY

Seq283Gr101 2608 CGTCGGCGTAAACTGGATGACATAGGATATAGCACGTGGATGIMNC
Leto Ao +o +....0
Seq282Gr101 2643 ---- TTGGCGTTGCATACGCTCTGCATTCATCCTGGTCTCCTTGTG
PRI DRI [T
Seq283Gr101 2658 GCGTTGGCGTTGCATACTCTCTGCATTCATCGTGGTCTCCTTGTG
+ +

Seq282Gri01 2689 CTTCGCACCCGCTGACATGCCACATCATCG’ACTGACG ------------

IIII|I|I||||II|IIII|I|II||||I| I |
Seq283Gr10 CTTCGCACCCGCTGACATGCCACATCATCGTACTBATEGTGGTCG

Seq282Gr101 3957 AGTGGTGGTCTCAC e L
[T

Seq283Gr101 2758 AGTGGTGGTCARAGGTGTTCATCATGCCCATGGGTACGGACATG
U TP ot U P +o
Seq282Gri01 2741 ------------------ AT

|
Seq283Gr101 2808 AGCTGATGCACATCATCGAGGACGATGAATTTGTGGTGGTTGNIG
U ORI, SO +... +

Seq282Gri01 2743 CTGGTGATGGACGAGCCTCCTG CTCCACCETTG CAGTTG CTTCATTTT

IIII|II| | I|||||I|I|IIII|I||| LRI
Seq283Grl GGTGATTGCCGAGCCTCCTGCTCCACCAGTTGCACTTGCTTGA

Seq282Gr101 2793 TGTCTCTGTGCTCACCATTGTTGCTTGCACATAGCTAGCTACTCCCTGA

IIII|I|I||||II|IIII|I|II||||I| LRI
Seq283Gr10 TCTCTGTGCTCACCATTGTTGCTTGCACATAGCTAGCTACTACA

GC
5C

CCcCcC
CCCT

TCCG

5TCG

()

G




Seq282Gr101 2843 GGTTGACCACCTGGTGGTAGATGGCTTCATCCCAACCGCGGGA---

Seq283Gr101”|Hl”lll”|2|€|)|lll”ll|(|3”TTGACCACCTGGTAGTAGATGGCT'I'”C/lAlll'l'I'”yZ”'IJTATCC
et +o o +o. +...

Seq282Gri01 2889 ---------------- T-GCATAGGCA--- CCCGCCGCCTGGGCGTAC TG

Seq283Gr101 3(|)(|)|E|3|”llCllCACTCTGGTCGGACFGGCATAGGCACl'I'l'llll(glClllyil(lBllCl!lCGCCTGGGCGT ACTG
R LT +o0 + +

Seq282Gr101 2919 CATCTGCATATATTGCTCTCGTTCATCGTG CTGATCCTGTGCTTCCTGTT

LT (NN LI L
Seq283Gr101 3058 CATCTGCATATATTGCTCACGTTCATCGGGCTGCTCCTCTGUGTTC

Seq282Gr101 2969 GACGCCTCTGCGAAAAAGAAAGAGATG--- -GAGTATGAGGAAGTCGC--

TR [T
Seq283Gr101 3108 GACGCCTCTGTGAAAAAGAAAGAGATGGCTTGAGTATGAGGRAGTC

Seq282Gr101 3013 ----CCTTTCTTTGGGCAATAG  CCTTAAGTGATGTCTTACCGGGCAATG
[ T [HFTTLLD L

Seq283Gr101 3158 GATTCCTTTTATTGGGCAATAG------------- CCTTACCGGACAATT
U RN Folo ol Foolen +

Seq282Gri101 3059 CTGCTGATGAACGTAAGTCCG --------------------- CTGACCAC

Seq2836r101””””” | |:£|]|-|é|5 CTGCTGATGAATGCAAGTCCUISTGACCACATlll'ICl‘llAlGCmCCGC
ot + + + +

Seq282Gri01 3088 AATGTTGCTGCCTCTGTATCAAAATATCTT TTTGCTGGTTCAGCTGTTTC

(TR RO TN TR
Seq283Gr101 3245 AATGTTGCTGCCTCTGTATCAATATATCTTTTTGCTGGTTCAGTIG




