Figure S4a.

TransibN1 AG : CACATTGGGCAAACGCCTGTATAAAAATCGAAAAxXXXGAATTGATTTTCATCCCGGCGTTTGTATGGCCGTTGCCCACTGTG

2L 5119823-5118806 : CCGGCCGAGACCGGCOLVMNE . . .. ... ... ... ... ....ittniennennnnn. (@ Ve GTTGCAATGGGGGCA
2L 8712511-8711509 : GGACTGATTACCTAT®AENG. ..G. ... @AWV TGTATAATTAGGCTTT
2L 20018136-20017277 : AGAACCAGTTGGAACOENGHE. .. ... ... .............ciuininnnnn. . @ATIWEGAGGCGTCCGGAGCC
2L 20114414-20115455 : TTGACGTGGCAAAGCOLWNKE . . . . . ... ... ... ... ... ... iieunun.. GTGAGACTGCAAGGC
2L 23799431-23798415 : GGTTACGAAACACGCoXeye . . . . ... ............ GTGTTTCGAGTAGCA
2L 26104831-26103068 : AATTTACTCTTTCCCOENSMNE . . . . . . ... ... .........00tiunnennnnn. GCGGGGCTAAGGATA
2L 26230738-26229720 : GCTCATGAATTCCACSENedNe . . . . . .. . .. ... ... ... ittttnnnnnnns TGACGTCGTCCCTGG
2L 27942244-27943258 : ACACGAGACTGCGCCOESKE . . . . ... ... ... ... .....iiunennennnnn. GAACTGTCTACTCTC
2L 29228399-29227384 : CACGCATCCTCTCGCOLMMNE . . . . ... ... ... ... ........00iiuunmnn. GTAAAAGTAGCAATC
2L 46313828-46312914 : TGTGCGCTGAACGGCHSEXedde . . . . . .. . . ... ... ... ttttinnnnnnn. AAAGGTCGCTCCGGT
2R 8144738-8145756 : GAAGCGAAGCCACACEENEHNE . . .. . .. ... .........0.iiinennennnnnn TCACCTTCTTGCACA
2R 11369580-11368562 : GAGCAGCAGCACCACOLMMNE . . . . .. . ... ... ... ........00iiennunnn. GGGCGATATGATACG
2R 22247416-22246400 : AAGCACGGCGCTCACH®ede . . . . . . ... ... .........iiitunnnnnnnn. GAGAGAAAGCAAGGC
2R 22299245-22300260 : TCAGGGATGAGACACSENedNe . . . . . . .. .. ... .......00tuunnnnnnnns GAGGTGTTAAGTCAG
2R 27175422-27174152 : TACGCCCCGACCGTA®®Xe. ... .................. GGACCATTGAACTCC
2R 30585530-30586513 : GAAACGCACCGGCACEE®NKE . . . . ... ... ... ... .......0ituniennunnn. GAAGGAAAGCCACCA
2R 39256338-39255331 : CGGACGCTTTTCGGCSENedde . . . . . ... . ... ... ... titinnnnnnn. GTGTGTCCTATCCGT
2R 42675394-42674267 : TTAAACTATTGGAACSHNENNE . . . . . . . . .. ... ... ....0etrunnnnnnnns GAGGTACCGTGTGGA
2R 43075924-43076941 : ATTTTTTTCTTCTTCOLMMKE . . . . . ... ... ... ... ... 0ieunirnnann. GCCCTTCCGAAGAAT
2R 45171313-45172328 : ATTGCAAATGGCAGAGEGNE . . . . .. . ... ... .........0itunuennnnn. . GGGCCTTAATTTTTC
2R 52938105-52937140 : TGGAGTGTGTCCTGASEWNNE . . . . . . ... ... ............iiiieennnn. GAGAGAGGAAGATAG
2R 58350365-58349349 : GCTCACTCAGCTCACSEMRNE . . . . . . . . . ... ... .......0tunnnnnnnn. ATGTAAGGAGGAAGC
2R 59515839-59516855 : ACATGACTAGCCCACOEGNKE . . . . . .. ... ..........iiunieunennnnn. CCCAGAGAGTATACT
2R 60219464-60220478 : CAGGGTACTCTTTAC[eW:NNe . . . . ... ... ......... N GTTCCGCAAAAATCT
2R 60905378-60904363 : CAACGCCAGCAGCACSA®Ne . . . .. ... ............00iiuninnnnnnn. GCGAGACAGCTTTCC
2R 62298466-62296973 : GAGCCATACTTTTAT{e:\esy GTCGTATAGTTTATT
3L 6940556-6941406 : AACAGTTGTTGCGACHENEERE . . . ... .. ... ... ... ..0tuiiunennennnnn TTGCGAACGGTGATA
3L 13551031-13552046 : TGTCGATTTTACCCCOLMEBNE . . . . . . . ... ... ......tuuneeennnnnnnnn GCCACACAAGTTTTA
3L 16304955-16305971 : TCCACTGTAACGGACHASE . . . . .. ................ ACGAGGAGGAACAGG
3L 20046623-20047640 : CATAGCTTTTGCTCCOEWMRE . . . . .. .. ... ... ... ... ... ituiennnn. GTAGATCCATTTAAC
3L 20346726-20347741 : AAACATTTGTTGTACSLXSENE . . . . . . ... ... ..........0iiuunennann. TACACAGAAGAATTC
3L 24406891-24405877 : TTGAGCTATTGCAATLMRNE . . . . . . ... ... ......0uunneeennnnennnnn GAGCTAACCGGAACC
3L 39688132-39689148 : GGGCTCTCGTCTCCCOLVMNE . . . . . . ... .. ... ... .tttinnrnnnnnnnnn TCGACAGTTTTTCAT
3R 28454268-28453252 : TGGTAGTTGTGCTACSELNSENE . . . . .. .. ... ..........iiunieunennnnn GTCAATGTCCAGGGG
3R 28657488-28658505 : AGGGAGCAGTGCCCGOLXSENE . . . . . . .. ... ... ... ......0iieunuennnnn GGGAGAGGCATTGAA
3R 29529360-29528379 : GGCCGGATCTTCCACLSNNE . . . . . . ... ... ......cotuunenennnnnnnnn GTCCCTTCCTTCATT
3R 37506679-37505664 : GGGCAGCTTCCACTCOLSNNE . . . . . . .. ... .......00uunmnnnnnnnnnnn TGCAGTCATAGTCAT
3R 41072498-41073486 : ATTAGCCGGTGAAGAGELNSERE . . . . .. .. ... ........0uuiiunennennnnn GGAAGGATAAGGTTA
3R 51768770-51767266 : ATCTTTAGACGAAGT®LNMNE . . . .. ... ............ GTGCTATCAAAAAAC
7556694-7555780 : TGCACGCAGGCCTTT@EWNNeE . . . .. ... .................. GCGTGCACTGACGAA
11176774-1117791 : GACGCGAGCCGCTACOLMN®E . . . . .. ... ...........00iiuiennnnnnns TCCACGCCCGAGAGA
14010308-14011323 : ATCGGTTACTGCCACr¥Xele . . . . ... ............... GCGAGACGCTGTTGA
14253260-14254261 : CCCCGCTGCACGTACHEXedNE . . . . . ... ... ... ........0uieuneennnnn ATGTGGCTGTGCCCG
23855743-23856761 : GGTAATGCGTCCCCCHEENeE{e. . . . ... ... ............ciiiernnnnnnn CCACCGTAATTAGGA
28858008-28856995 : TTTAATTAGCTGGACEE®ENE . . . . .. .. ... ...........ciiierunnnnnn CCCTCGCGATCAGTG
30138472-30136500 : CTGAAAATCACCCACHeije. ... ....... GTACGTGGAAAACTT

ccaccaa

Legend to Supplementary Figure S4a. Alignment of mosquito 7ransibNI AG elements to the TransibNI AG consensus sequence. The consensus
sequence is shown in the top line. Dots indicate nucleotide identity with the consensus sequence; hyphens represent alignment gaps. The internal
portion of TransibNI AG is not shown and is marked by xxx. Target site duplications are highlighted. Coordinates of the reported elements are
shown in the first two columns (sequence name, beginning-end).



Figure S4b.

TransibN2 AG

2L
2L
2L
2L
2L
2L
2L
2L
2L
2L
2L
2L
2L
2L
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2R
2R
2R
2R
2R
2R
2R
2R
2R
2R
2R
2R
2R
3L
3L
3L
3L
3R
3R
3R
3R
X

X

X

1229206-1230963
2089616-2091530
2170283-2172340
2252107-2253892
4182055-4184049
4573850-4571975
7014493-7012680

10734918-10737530:
17020534-17018712:
20182158-20183951:
21232263-21234033:
23139669-23140800:
24782750-24784569:
32394929-32396712:
42315451-42313664:

2723033-2721042
5088053-5086059
7767923-7766035
9756593-9758384

12786847-12788637:
18717091-18715307:
19142821-19140572:
25221892-25220094:
29487916-29486129:
29903707-29901922:
40734221-40732243:
41484089-41482326:
44838408-44836585:
27660824-27659035:
29505347-29507134:
34962407-34964402:
40833349-40831590:

662089-660298
7439751-7441730

21327992-21326192:
25880487-25882264:
11068447-11070272:
12420031-12422325:
15942596-15940943:

CACAATGGGCATTTGCCGGGATGAAATTCAAAAAx xxAAAAATAATTTTATCCCGCAATTTGTTCTAAACTGCCCATTGTG

AGTCAGTAACTATC TiF¥Y
ATATTTTTGCCGGT el
AAATTTTTACCCTTClorNd
TGTAAGCCGGTATCARLY:\Y
ATGGAGGAGCCGCTAINNNY
TCTCGACATCTGACT®AGH
TTCCACTTTTCATACSLYE
CATTTTACAGCACACHL kN
CAATAACATGCCCGC{orN{el
TCGAGAATGACTTGC{orVwy
CCCAGCCAAGCCCGCerYuy
CCGTGAGATAGCCACHLYMS
TTCGTCAGAGTTGAT[®LIAN
ATACATATTTGCCAGelelnd
TAGAACGAACCCCCCerNeny
GCAGGARAGCCCAACHele:
CCCCCATATCCTCTT@&Y
ACCGGACGAGGACACe:Xexd
CTTTCGATGTGCCGGerNesy
TCGCATGTGCCCTGCErLYAS
GCATACCACCCACCC{@rXEN
CGTTGCCCTTCATCCErV S
CCTAAGCTCCCACCCerY: by
CACTAATACTCTCGTSLYRS
AGCARAACTCCCCACHNYe
GGCTACATTTGATCTSrVwS
TTCTTTCACCCCCACH\eeuy
ACAACATAGCCGTGCOVNY
TGTTGATTACTTCTAS® b
ACGAAAAAGGTGCACH Nl
AAGAAGGAACCAATCWXen
ACACACAGGGCCGATSLVNY
TTTAACACTCTACACSLYEN
AAAACTTACTCCTCCOLANd
AGTGTGTTTGTGTGAM XY
GAGCGAATCGGGCGASXeY
CCAATACAATCATTASLV WY

GGGAGCCCATGAACA
GTATGGAGCGCTCTC
CTGATAGTATGGAAA
ATGCGGTTCGATTGG
ACGAGCTATACGAGA

GTTCAAGCGTCAAAC
TGGCAACCAAAACGC
AAGGAAAACCAACAA
AGCTGGTGGAGCCCA
GTCGTAATTTTATAA
GTGTGATGGGGTGGG
GAGCGATTTGAACAC
GGACGGTTGGGCAGC
ACACAGTCGTACTAC
GCCAGCGACCGGGTG
GTGGCAGCAAACAGT
GTGCAAATTGTGTTC
GTGGCGTAGTGCTTC
GCAGCAATCCCCCCA
GTCTAAATATGGGAG
GCGTCATCGTTTGGA

AAAAAAAAACGCAAA
GTGAGCTCTAGTTTA
GACCACAATTTCATT
TCCCACTGCTATGAG
GGCCAGGTTGCATAG
ATTTCACCATACACA
GCGTGGTTTGATTTA
TTAGGCTGGCGGGAT
GTTGGCTTCGGAGCG
GTGAGTTTCAACCGT
TGCCGGTCCTGTGCA
GTGTACAGCGTGTGA

Legend to Supplementary Figure S4b. Alignment of mosquito 7ransibN2 AG elements to the TransibN2 AG consensus sequence. The consensus

sequence is shown in the top line. Dots indicate nucleotide identity with the consensus sequence; hyphens represent alignment gaps. The internal
portion of TransibN2 AG is not shown and is marked by xxx. Target site duplications are highlighted. Coordinates of the reported elements are
shown in the first two columns (sequence ID, beginning-end).
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Figure S4c.

TransibN3 AG

. : CACAGTG-GGCAGCTGCCGGGATGAAAGTCCAAAAX X xACTTTTAT!
2L 6093702-6094171 : AGGTGATGCTCAAACHIeiwy

....... R R R GNP O .o S
2L 38028097-38029120: ACGCTTGAACCCTTGCjyesie. . . .. .. TT...... Y XXX weennnn
2R 40263414-40264380: ATTTTCTAACCACAG:V\E. . . .. .. T e e Ao, XXX eeennnn
2R 45193683-45192640: CAATTAATTTCCAACSLNWNT. ...... e A..... Covonn CT..... XXX evennnn
2R 52261880-52260739: Z—\CTACTCTCCCTCGC ....... e Ao, CT..... XXXG. ..o ...
X 11090120-11091791: TACTAGCCATCCTGCThMwNe. ...... E e S S A....xxx.T..G...
X 10428461-10430292: Z—\CCACCGCCAGCCCC G....... . R N XXX eeennnn
X 6203512-6205032 : CACGAAAGGGGCACT[eeeife. . T T T.A.AT.C....... T XXX wvwnnn G

CCCGC---TTTTTGTTCTAC-GGTGCCCACTGTG

XGIECTGTGATCAATACGT
Thfeli{e CTGTGATTTTACATC
. .@MXdecGerrGGATCGCTCC
SLVRCAACAGAAGATAAGCA
(SGIeliA TACATTAGCCATAT
Nle TGCGCTTGAACCAGG
BCONeCAATGGGGTAGCCTGC
e EGTACACTTTGCACCC

..... T--.....A..G...—-.A...........
GG...TTT..G....AAG.A-.A...........

Legend to Supplementary Figure S4¢. Alignment of mosquito 7ransibN3 _AG elements to the TransibN3 AG consensus sequence. The consensus

sequence is shown in the top line. Dots indicate nucleotide identity with the consensus sequence; hyphens represent alignment gaps. The internal
portion of TransibN3 AG is not shown and is marked by xxx. Target site duplications are highlighted. Coordinates of the reported elements are

shown in the first two columns (sequence ID, beginning-end).

Figure S4d.

TransibN1l DP :
Contigl006 3582196-3583547: CTCTTTCTTTTGGGC[eLNRN

Contigll60 1464143-1462912: ACACTACCGTACATAMNGEE. .. ... ... ........................... -
Contigl38  431334-430521 : CATAAAAGATGCGTGEEWMNE. .. ................................. -
Contigl42l 431059-429882 : GGTGCTGAGGCGAGGEERNEE. . ... .. ... .....ouiiiiiiiiannna. .. -
Contigl828 716750-717172 : AACGACGCCGCCGGT®GCCE. ........... Covveme ARt ininnnnn. -.AA.
Contig2138 3719-4888 ATATTTTTGTCGAANSNRINE . . . . ... ..., C.-...
Contig2803 345220-344414 : AGGCAAAAATTCCGCEESME. .. ....................... Covvvnnnn. -
Contig3323 1183750-1182915: GGCTATTTCTCTTTAGENENE. . . ... ... ........oovreeenenn.. Aoean. A
Contig4055 469237-470472 : ACACATTCGGAGAGAMENGME. . . .. ... ... ........ouiiuueeenenn.... -...
Contig410  329647-332793 : TGAACTCCTCCCTCCHWe®e. ... .......... Tt -
Contig4374 876591-877958 : TGGAGGCACTGAAGGEENGNE. . ... ... .. ...ouiiiieuaaanennennnn... -
Contig4922 2719081-2717796: GATCCGCAAGCGAGGEEIMNE. . . . ... ..........oouuiienenenana. .. -
Contig5482 238752-239176 : GACTGCACACGCCACHNes. .. . ... .... Gt -..
Contig6780 952419-953428 : CGAAAAGGCCGGCCAMEMWE. ... ................................ -
Contig7446 1535599-1534365: CTCTCTCTTTCCTCASEEINE. ... ...\ttt -

Legend to Supplementary Figure S4d. Alignment of fruit fly TransibN1 _DP elements to the TransibNI1_DP consensus sequence. The consensus
sequence is shown in the top line. Dots indicate nucleotide identity with the consensus sequence; hyphens represent alignment gaps. The internal
portion of TransibNI_DP is not shown and is marked by xxx. Target site duplications are highlighted. Coordinates of the reported elements are

shown in the first two columns (sequence ID, beginning-end).

CACTATGGTCCGAACGACCACTTTTGTTGGCCAAAA-CCTAxxXXTTAATTTTGGCCAACAAAAGTGGTCGTTCGGACCATAGTG

D . @YRye TAGCATGACAATAAA
D& S @:Xeleleé CATGGACACACACTC
D S Cl@r.v.ule CTTAGAGAGCGAAA
D& S GCTGGAGCACGTAGC
D S TGCGCCGGCAGCAGC
XXXt oo onoennneenneens N AM N EeTTTGCTGGGATATTG
XXX e oewnnenn P TCGCCAAGCTGCGTT
XXX e woeonnnn A e Tevevnonn. Cl@Xese A\ CGTGACTCCCGCCG
XXX oo onoennnennnns Get ettt e e TAGCCACCGCAAAGG
XXX et oo nnennneenneeenaeenns Al TCCTGACCGATGAAT
D S CCACGGGACTCTGTG
KRKeoorosooonossnostosvsosssssosssoncsssnssas GTTGCATTTGAAGGT

TXXX AT i i i e Govvvnnnnnns @:Xelele CCTCGCGAGCACCGA
KRKeoorosooonossnostosvsosssssosssoncsssnssas GTTCGCTAACTCTTC
KRKeoorosooonosenostosvsosssssonssoncsssnssas GTCTTTGCGGGTCCT
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Figure S4e.

Hopper : CACTATGGGGCATTTGGCCTGTTTTTTTT---ACAAAAATTAAXxxXCACATTATTGT--AAAAAAAACAGGCCAAATGCCCCATAGTG

arm_X 3321783-3320398 :TAAGCCAAATTTACKYMKECG. .. ... ... ... ... .. iuiuninnnnn. T e e XXX wwnnn T TEVANEGTCCACATGTGCAGT
arm_X 7692469-7690997 :TTTTTAATTTTATACSE®MWY. . . . .. .. ... ... ................ T e e XXX wunnn T T e e et e e C.@®e@V\GGCTGCAGCTAGCTG
arm_X 11113816-1111529 :GTTGACGGGCCGTGCLNMNE . . . . .. .. ... ... ... ... u.un. N D e @Nvwle TGGCGACCTTAATGG
arm_X 21065414-21065981 : AAAATATGGACCTAATLHEMNE . . . . . . ... ... ... .iituiunenn.. T i XXX v oonnnnnns 2 .VYe CATGAACAATACGT
arm_3R 14159016-14157541 :GATCGAAAATAAAGAENNE . . . . . . .. ... ........00iiunnnn. T e e XXX v onnnnnnnn e GTGAGGTGTTGAAAT
arm_3R 23683981-23682517:GGTCGCGTATTGCACOEMRE . . . . . .. ... ... ... iiunenn.. T e e XXX v onnnnnnnn e CTAATCTGACGGCGG
arm_2R 2651771-2653244 :ATTTTCGTGTGGCGCHe®NE . . . . . ... ... ..........iiunenn.. T e e XXX v onnnnnnnn T e e et Teveenn.. TCTGCGTGGGCCTCA
arm_2R 818021-816534 :AGAGCCTGGAGCCACeH &R, . . . . ... ... ................... T i XXX v onnnnnnnn e AGAGCCACATCGAATG
arm_X 21643270-21644741 : TGCATAGTGCCARACOEVMNE . . . . . .. ... ... ... .iitniunenn.. N XXX e onnnennnn Y TATGGCCGTTACGCA
arm 2L 11615564-11614088:ACCAAAGCCACGCCCOLENNE . . . . . . ... ... ... ... ..., N XXX e onoonnnnn Y CCCCCCAGCCATCCA
arm 2L 14466034-14467508 :CTGGATGCGTTGCCCN®NE . . . . .. ... ........iuiiunennnnn. N XXX e onoonnnnn Y CTCGGAGCCATAAGT
arm_ 3L 23114503-23113036:CAAAAATTCCAGAGAE®SINE . . . . . . ... ........iiiuiunenn.. TT—. i XXX e onoonnnnn Y GAGCCACCTCTAGAG
3h 101990-100832 :CCCAGCAACTCCGCA®EVMNE . . T. ... ... .....0oiiunennnnn. CT——. i XXX e onoonnnnn Y TTGCTAATCTTCCGC
3h 537419-538842 :AAGAGGCGGATGGGGOXXeENE . . . . .. .. ... ... ... .iinenn.nn TTT. ... XXX e onoonnnnn Y GTCTGATCACGGGGA
AABU01002545 8291-9763 :TGTAACCAATCACACOLNRN® . . . . . .. .. ... ... .. itininennn == i XXX eoennnenn 2 @M eCTGAAATTCCTTTAA
AABU01002746 156961-15550 :CTGTCCTCTTCGGCAGHRMNE . | . . . .. ... ... i iiiiinenennn TT= i XXX eoennnenn E Y @M eTTGTGTAGATTCACC
AABU01002753 12062-12884 :GTATTGTCAAATGGASENN®E . . . . .. .. . . i ittt N XXX eoennnenn T e, Aol (@ V-Xele CTACCACCAAAGACA

Legend to Supplementary Figure S4e. Alignment of fruit fly Hopper elements to the Hopper consensus sequence. The consensus sequence is
shown in the top line. Dots indicate nucleotide identity with the consensus sequence; hyphens represent alignment gaps. The internal portion of
Hopper is not shown and is marked by xxx. Target site duplications are highlighted. Coordinates of the reported elements are shown in the first two
columns (sequence ID, beginning-end).

Figure S4f.

Transile_DM : CACTATGGGAAATTTGACCACTTTTTCTGGCCAAAA-TTAATxxXxTAGGTTTTGGCCAAAAAAA---GGGGGTAAATTTCC-CATAGTG

arm 2L 21096809-21096313 :TGCTCCATGTTATCAINGNE. . . . ... .......... A e T AXXX i i T e e e I Cleteue CCGACAAGAAATATG
arm 2L 21318542-21317319 :-GGCAGGGGCACCCA®LVAeEG. .. ........... T i i A...... -.G...xxx.G.C....A....G..... ——=. T R @ ¥Xele CTCTAAGTGAGAGGC
arm_ 3L 21700662-21700244 :CTATGCACACGCAACSLYSOA. . . .. ... ... ...ttt T-..... XXX e eennnnnn Tevivnim———— S Ao...... @XleCTACCGCAAACACACA
arm_3L 21812579-21813116 :TTCGCTCACTCTTCCTCige. . ............. Tevvnnn. C.oonnn T.o.... e & - A== i i R Aigile CAACGAGCCATCGGA
arm_X 1939342-1938788 :CACACACACATGGAC ......... C.GC.C..T..=viviiiinn. Covmenn XxxX.G..... A...A....... AA-....... Covunn e CGCE GTGTGCACGCGATTA
arm X 15386725-15387583 :CGATGTTCCCTTCGCHEE®E. . . ... ... ....iiirunnnnnnnnnnn. A..... . D ! = AL e e (olelelele CTTCGGTCAAAGAAG
arm X 21998594-21999112 :ACATTTGCGCCTGAGsEe . . . .. ........ C.ACGT .. i v iiiieieennn . xxxX.T..A........ T.o.... -——=.T...... T..... AL, (@¥Xelele. A\ CCAGCCGGCCTATA

arm X 22141281-22140789 :ACACACGCATAGAGA[eeigy (oelige A TGTGCTCCCTCGTG

Legend to Supplementary Figure S4f. Alignment of fruit fly TransibNI DM elements to the TransibNI DM consensus sequence. The consensus
sequence is shown in the top line. Dots indicate nucleotide identity with the consensus sequence; hyphens represent alignment gaps. The internal

portion of TransibNI DM is not shown and is marked by xxx. Target site duplications are highlighted. Coordinates of the reported elements are
shown in the first two columns (sequence ID, beginning-end).



Figure S4g

Transib-N1_SP CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXxXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTG

Contigl2895 5655-6545:ATGGACCGGGTGGACHeeleleCACAGTGGGCCAAGGAGGAACCAAAGTGCGCCAAAARXXTTTTGGCGCACTTTGGTT-CTTCCTGGCCCACTGTGeele
CACAGTGGGCCAGAGAGGAACCAAAGTGCGCCAAAAXXxXTTTTGGCGCACTTTGG-TCCACCCTGGCCCACTGTGEEAS
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTG¢er e
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCARAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTGGAL
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTCee elel
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGT e e
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXXTTTTGGCACACTTTGGTTCCTCCCTGGCCCACTGTGCEEC
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGT G oe/ed
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAARAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTGeleled
CACAGTGGGCCAGGGAGGAACCAAAGTGCGCCAAAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTGeelelel
CACAGTGGGCCAGGGAGGAACCAAAGTGTGCCAAAAXXXTTTTGGCGCACTTTGGTTCCTCCCTGGCCCACTGTG o)

Contig23311 409-1274:TAAGCTCTACGCAGGH
Contig29183 3334-3891:CAATTAACCAGGGACHer\d
Contig30324 6923-6008:AAGAAAGTCAGCGAGCGEH
Contig36576 2448-3366:TCGGGAGCGCACTGCeess
Contig51741 1417-2323:GGAAGTACGTTCCTGe\s
Contig58992 635—1554:TTCGCGTAACCATGGCE}:
Contig59342 3343-2426:CCAACTTCATGTTCAedd
Contig6151 1755-853 :ACCCCGGGCCAGGGCeeeld
Contig61636 561-1552:GTCTGTATCGGGGGCHeels
Contig68912 65-978 :ATTGGCATCAAGCACHe N

>

GTCGAATAGTTAAAA
GCTTTCAGTCCTCTT
GCCCCCCGACGGCCA
TAGCGAGCGAGCTTT
CCGCCGCCGTGGCAA
GTTCACGATTACGAA
GGGCGTACTGATGGG
GGGCACCGAGCGTAT
GAGCGTCATCCAAAA
GTCTCATGGGCTTTC
ATCAGTCGATCAAAT

Legend to Supplementary Figure S4g. Alignment of sea urchin 7ransibNI _SP elements to the TransibN1_SP consensus sequence. The consensus
sequence is shown in the top line. The internal portion of TransibNI_SP is not shown and is marked by xxx. Target site duplications are highlighted.

Coordinates of the reported elements are shown in the first two columns (sequence ID, beginning-end).
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