Additional file 11. Manual analysis of the DRJ regions containing an excision site

A CLUSTAL 0(1.2.4) multiple sequence alignment was performed on the DRJs. The sequences used
for alignment have 3 different origins: (i) DRJs from H. didymator genome; (ii) DRJs from H.
didymator BAC clones; (iii) HdIV segments, e.g. PCR products (cloned in pGEM and Sanger
sequenced) from encapsidated HdIV DNA template.

Color code:

DRIJ1R (or right junction) underlined in dark grey; DRJ1L (or left junction) underlined in light grey
Nucleotides that differ between DRJ1R and DRJLL are indicated in red (in blue, differences between
genome and BAC sequences)

Regions in the segment sequence where potentially occurred a switch between right/left junctions are
underlined.

Segment Hd30
Sequences used for alignment:

(i) DRJs from genome: Hd30_DRJ1R, Hd30_DRJ1L

(ii) DRJs from BAC clone # AB-06P08: right_AB, left AB

(iii) HdIV segments: Contig_AB-20, Contig_AB-17, Contig_AB-16; plus sequence SH_AB
previously sequenced

Alignment

left AB AGCCGACGTGATATATGCTGAAAACAGGTCTGACTCGCTACGAGGCTAGTTGGTTGGTCC
Hd30 DRJI1L AGCCGACGTGATATATGCTGAAAACAGGTCTGACTCGCTACGAGGCTAGTTGGTTGGTCC
Contig AB-17 AGTCAACATCCTCTATCTTCACACCARCTCTCCCTCGCTACGAGGCTAGTTIGGTTGGTCC
Contig_AB-20 AGTCAACATGGTGTATGTTCAGACCAAGTCTCCCTCGCTACGAGGCTAGTTGGTTGGTCC
SH_AB AGTCAACATGGTGTATGTTCAGACCAAGTCTCCCTCGCTACGAGGCTAGTTGGTTGGTCC
Contig AB-16 AGTCAACATGGTGTATGTTCAGACCAAGTCTCCCTCGCTACGAGGCTAGTTGGTTGGTCC
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left AB ATCAGTGCATTGCACGCTCGCTACGGGTTGGCACGCAGCATCGTGCCACAGCTGCAACTC
Hd30_DRJIL ATCAGTGCATTGCACGCTCGCTACGGGTTGGCACGCAGCATCGTGCCACTGCTGCAACTC
Contig AB-17 ATCAGTGCATTGCACGCTCGCTACGGGTTGGCACGCAGCATCGTGCCACTGCTGCAACTC
Contig AB-20

SH_AB
Contig AB-16

KAK KAAXKXKAKXKAAKXAKAKAKAAKAKAKAAKX AAAAAAAAKAAKX Kk *AAAAAAA A KKK KKKk KKKk K

left AB CAGCACCTTACAAACTGCAGCGATAATACACTTCGTGCTGTGGAGCACGGTGTCAACGGTGTTC
Hd30 DRJIL CAGCACCTTACAAACTGCAGCGATAATACACTTCGTGCTGTGGAGCACGGTGTCAACGGTGTTC
Contig AB-17 CAACACCTTACAAACTGCAGCGATAATACACTTCGTGCTGTGGAGCACGGTGTCAACGGTGTTC
Contig AB-20 CGECACCTTACCAGCTCCAGCCATAAGACACTTCGTGCTGTGGAGCACGGTGTCAACGGTGTTC
SH AB CEGCACCTTACCAGCTCCACCCATARGACACT TCGTGCTGTGGAGCACGGTGTCAACGGTGTTC
Contig AB-16 GCACCTTACAAACTGCAGCGATAATACACTTCGTGCTGTGGAGCACGGTGTCAACGGTGTTC

* KAKKKAIKAK * KA KAAAKXAIAAKAFK* AKX IAAAKAAAA A I AA I I A A I A A A I A I A A X I A A K KA A KK



Segment Hd12
Sequences used for alignment:

(i) DRJs from genome: Hd12 DRJ1R, Hd12 DRJ1L
(if) DRJs from BAC clone # BG-42L09+BL-56G14): left_jct_ BGBL1, right_jct BGBL1
(iif) HAIV segments: Contig_BGBL1-11, Contig_BGBL1-16, Contig_BGBL1-19

Alignment
left jct BGBLL ——-AGTACGGTAATTGCCGCCAGTCTTTGGCGTTATACTGTTTGCGGCTTATCTGGAGTTG
Hd12 DRJ1L ATAGTACGATAATTGCCGCCAGTCTTTGGCGTACTACTGTTTACGGCTTATCTGGAGTTG

Contig BGBL1-19
Contig BGBL1-11
Contig BGBL1-16

* Kk kkk Kk kK Kk kKK AKX KA KKK KKK KA KA AKX KKK AA A A AR AR A A K Ak kkk

left jct BGBL1 TCACTCATGGGTCAAGTTAAGAAAAACCTCATTTAGATGTCTCATATTCCTGTATGGTCT
Hd12 DRJ1L TCACTCATGAGTCAAGTTAAGAAAAACCTCATTTAGATGTCTCATATTCCTGTATGGTCT
Contig BGBL1-19
Contig BGBL1-11
Contig BGBL1-16

* Kk Kk Kk Kk R R R I R R * % * Kk Kk kK kK k * kKA kKA KKKk K

left jct BGBL1 GCTCCGTACCTAAACGTCGCGGGTACACGTACTCAGAAAGGAATGCACACCCAGGCCTTG
Hd12 DRJLL GCTCCGTACCTAAACGTCGCGGGTACACGTACTCAGAAAGGAATGCACACCCAGGCCTTG
Contig BGBL1-19 GCTCCGTAANCTAAACGTCGCGGGTACACGTACTCAGAAAGGAATGCACACCCAGGCCTTG
Contig BGBL1-11 GCTCCGTACCTAAACGTCGCGGGTACACGTACTCAGAAAGGAATGCACACCCAGGCCTTG
Contig BGBL1-16 GCTCCGTACCTAAACGTCGCGGGTACACGTACTCAGAAAGGAATGCACACCCAGGCCTTG

KAXAXKXKAKAAKX KKk *AA*X KAAA*X AAAAAAKX AAAAAAA*x Xk *A*k*x *AAkkAk*k*x **k*x **k*k%

left jct BGBL1 CTCAAGACATATGATGAGCATATTCGTAAGCATAGTTTGCGATATACAACGGAGCTTTGC
Hd12 DRJI1L CTCAAGACATATGATGAGCATATTCGTAAGCATAGTTTGCGATATACAACGGAGCTTTGC
Contig BGBL1-19 CTCAGGACATATGATGAGCATATTCGTAAGCACAGTTTGCGATATACAACGGAGCTTTGC
Contig BGBL1-11 CTCAAGACATATGATGAGCATATTCGTAAACATAGTTTGCGATATACAACGGAGCTTTGC
Contig BGBL1-16 CTCAAGACATATGATGAGCATATTCGTAAGCATAGTTTGCGATATACAACGGAGCTTTGC

KAXKXK AAXKXAKXKAKAAKAAKX AAAAAAAKX KAA*x KAk AAAAA*X AAAAA*x *AAAAAAAAA A KKK

left jct BGBL1 ATCCCATGTGCACATAACACCATCAGAGATGAACGGGGAGATCTCCAATGCTATAAGGCC
Hd12 DRJI1L ATCCCATGTGCACATAACTCCATCAGAGATGAACGGGGAGATCTCCAATGCTATAAGGCC
Contig BGBL1-19 ATCCCATGTGCACATAACACCATCAGAGATGAACGGGGAGATCTCCAATGCTATAAGGCC
Contig BGBL1-11 ATCCCATGTGCACATAACACCATCAGAGATGAACGGGGAGATCTCCAATGCTATAAGGCC
Contig BGBL1-16 ATTTCATGTGCACATAACACCATCAGAGATGAACGGGGAGATCTCCAATGCTATAAGGCC

* x KAKXKAKAAKAAAAAKAAX * * K Ak kkk*x * KAKXKAAAAAAAAAA A AN A A KK K k%
left jct BGBLL CTAGTGGTTCCTACAAAGCGACGGTTTTACGTATCGGTCAACTGCTCCAGCTGTCATAGG
Hd12 DRJ1L CTAGTGGTTCCTACAAAGCGACGGTTTTACGTATCGGTCAACTGCTCCAGCTGTCATAGG
Contig BGBL1-19 CTAGTGGTTCCTACAAAGCGACGGTTTTACGTATCGGTCAACTGCTCCAGCTGTCATAGG
Contig BGBL1-11 CTAGTGGTTCCTACAAAGCGACGGTTTTACGTATCGGTCAACTGCTCCAGCTGTCATAGG
Contig BGBL1-16 CTAGTGGTTCCTACAAAGCGACGGTTTTACGTATCGGTCAACTGCTCCAGCTGTCATAGG

Kk kkkkAk kK hkAAKKhkKk KAkhkk kk Akkk kK KAk AkKFkhkAkAKkAkAAK * *hkkkKkKkk Kk Kk

left jct BGBL1 TGTTTGTTGTTGCTCGGTCGTGCTTGCAGTAATCCATCCTGCTCGGCAGAGA
Hd12 DRJ1L TGTTTGTTGTTGCTCGGTCGTGCTTGCAGTAATCCATCCTGCTCGGCAGAGA
Contig BGBL1-19 TGTTTGTTGTTGCTCGGTCGTGCTTGCAGTAATCCATCCTGCTCGGCAGAGA
Contig BGBL1-11 TGTTTGTTGTTGCTCGGTCGTGCTTGCAGTAATCCATCCTGCTCGGCAGAGA
Contig BGBL1-16 TGTTTGTTGTTGCTCGGTCGTGCTTGCAGTAATCCATCCTGCTCGGCAGAGA
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Segment Hd16

Sequences used for alignment:

(i) DRJs from genome: Hd16 DRJ1R, Hd16 DRJ1L

(if) DRJs from BAC clone # BG-42L09+BL-56G14: left_jct_ BGBL2, right_jct BGBL2

(iif) HAIV segments: Contig_BGBL2-12, Contig_BGBL2-16, Contig_BGBL2-19, SH_BGBL?2

Alignment

left jot BGBL2 ~ —mmmm oo
O ittt
Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBLZ2

left jct BGBL2 === mmmmmmm e ATAAAATTGTCATGAGAG-——-- GAACTAR
Hd16 DRJIL —————m e _TTGTCATGAGAG-—--- GAACTAA
Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

*  kk kK Kk kKK
left jct BGBL2 ATTTAAACTTGTACCAACGTAAGAGG-———-——— AAACGCTCTCACAGTACC-TTTAGCTGC
Hdl6_DRJIL ATTTAAACTTGTACCAACGTAAGAGG—--—-— AAACGCTCTCACAGTACC-TTTAGCTGC

Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2 AAGCTTTAGATTAGATTCAACTGCACCATGGCCGGAACTGTTGCGAGCCGAGTCAAGCAA
Hd16_DRJIL AAGCTTTAGATTAGATTCAACTGCACCATGGCCGGAACTGTTGCGAGCCGAGTCAAGCAA
Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

K KKK AKX KA A A A A A A A A A A A A A A A A A A A AR AR AR A AR AAA A AN AN AR KK

left jct BGBL2 CACTTCTGTGTCCGTACGTTCAGCCATAGAATAATATTCCAAGACGTCTGGATTGTTTTG
Hd16 DRJ1L CACTTCTGTGTCCGTACGTTCAGCCATAGAATAATATTCCAAGACGTCTGGATTGTTTTG
Contig BGBL2-19 CACTTCTGTGTCCGTACGTTCAGCCATAGAATAATATTCCAAGACGTCTGGATTGTTTTG

Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

KAKkKhKh KKK KAAKIAAAIAXAIAAFK* AhkKh AKX A AAAFIAA I I AR I A I A A I I AR KA A AKX KKK

left jct BGBL2 ATGCACATTTGCAATGATCTCAGTGAACATCTCTTTAGATTCTTTAAGAAGAATCGCGGG
Hdl6 DRJIL ATGCACATTTGCAATGATCTCAGTGAACATCTCTTTAGATTCTTTAAGAAGAATCGCGGG
Contig BGBL2-19 ATGCACATTTGCAATGATCTCAGTGAACATCTCTTTAGATTCTTTAAGAAGAATCGCGGG

Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

KA KA A A AR A A AR A A A A A A I AR A A AR FAAAA A A IA A I I AR I A A A A A A AR I I AR KA A AKX KA K



left jct BGBL2
Hd16_DRJLL

Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2
Hd16 DRJLL

Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2
Hd16 DRJLL

Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2
Hd16 DRJLL

Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2
Hd16 DRJLL
Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2
Hd16 DRJLL
Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

left jct BGBL2
Hd16 DRJLL
Contig BGBL2-19
Contig BGBL2-12
Contig BGBL2-16
SH BGBL2

GATCATATATTTAGTCAACCATGCGGAGACGTGCGCCGTACAGAAATGATGCCAGTGGAG
GATCATATATTTAGTCAACCATGCGGAGACGTGCGCCGTACAGAAATGATGCCAGTGGAG
GATCATATATTTAGTCAACCATGCGGAGACGTGCGCCGTACAGAAATGATGCCAGTGGAG

KA KA A AR A A A AR I A A A A A A A A A A AR I AAA I A A AR A A AR F A A A I A A A A A I AR I A A AKX KKK

TTCGTTCTTACACTCACGTCCAGGTGAAACCACTTTATTGGGTTTTTTCTCGCAGGAGCA
TTCGTTCTTACACTCACGTCCAGGTGAAACCACTTTATTGGGTTTTTTCTCGCAGGAGCA
TTCGTTCTTACACTCACGTCCAGGTGAAACCACTTTATTGGGTTTTTTCTCGCAGGAGCA

KA KA A A KKK A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A AR A AN KKk

GGTGTCGCTGGCGACCGCCTTGCACTTCTGGAAGCGAATCTTCTTCACGAACTGTAGTAT
GGTGTCGCTGGCGACCGCCTTGCACTTCTGGAAGCGAATCTTCTTCACGAACTGTAGTAT
GGTGTCGCTGGCGACCGCCTTGCACTTCTGGAAGCGAATCTTCTTCACGAACTGTAGTAT

KA KKK KA KA A KA A A A A A A A A A A A A A A A A AAAAAAAAAAAAKN AR A A AR A A A A A A A A A A A KKK

TACGGGCAGCCTCACAAAATCTCTCTCACCCGGCGGCCGCTCCCAAAATAGAGGCATGAG
TACGGGCAGCCTCACAAAATCTCTCTCACCCGGCGGCCGCTCCCAAAATAGAGGCATGAG
TACGGGCAGCCTCACAAAATCTCTCTCACCCGGCGGCCGCTCCCAAAATAGAGGCATGAG
TACGGGCAGCCTCACAAAATCTCTCTCACCCGGCGGCCGCTCCCAAAATAGAGGCATGAG

R S R SRR R R R R R R R R R R R EEEEEEEEEEEEEEEEEEEEEEEE SRR RS RS SIS

CCAGTCCCAATTTATCAGCAGGCGATCTTCTTCTGGCCTTGTTGCATCGAAGCTGTAGCG
CCAGTCCCAATTTATCAGCAGGCGATCTTCTTCTGGCCTTGTTGCATCGAAGCTGTAGCG
CCAGTCCCAATTTATCAGCAGGCGATCTTCTCCTGGCCTTGTTGCATCGAAGCTGTAGCG
CCAGTCCCAATTTATCAGCAGGCGATCTTCTTCTGGCCTTGTTGCATCGAAGCTGTAGCG
CCAGTCCCAATTTATCAGCAGGCGATCTTCTTCTGGCCTTGTTGCATCGAAGCTGTAGCG
CCAGTCCCAATTTATCAGCAGGCGATCTTCTTCTGGCCTTGTTGCATCGAAGCTGTAGCG

KA KKK KA KA A A KA A A A A A A A A A A A A AAAAAAAAKN A A A A A A AR A A A A A A AA A A A A A A AN A KKK

GACGGGGCATGCCTTCCCGTTCAGGAAAGTCAAGTCCAGGTTTCGGATCGATGTAAGAAA
GACGGGGCATGCCTTCCCGTTCAGGAAAGTCAAGTCCAGGTTTCGGATCGATGTAAGAAA
GACGGGGCATGCCTTCCCGTTCAGGAAAGTCAAGTCCAGGTTTCGGATCGATGTAAGAAA
GACGGGGCATGCCTTCCCGTTCAGGAAAGTCAAGTCCAGGTTTCGGATCGATGTAAGAAA
GACGGGGCATGCCTTCCCGTTCAGGAAAGTCAAGTCCAGGTTTCGGATCGATGTAAGAAA
GACGGGGCATGCCTTCCCGTTCAGGAAAGTCAAGTCCAGGTTTCGGATCGATGTAAGAAA

Rk kb b b b b b S S

CTGTTGATATGCTACGTTGAAACGTATAAATTCGATGAAGCTGAAAGGGGCGCCATTCGG
CTGTTGATATGCTACGTTGAAACGTATAAATTCGATGAAGCTGAAAGGGGCGCCATTCGG
CTGTTGATATGCTACGTTGAAACGTATAAATTCGATGAAGCTGAAAGGGGCGCCATTCGG
CTGTTGATATGCTACGTTGAAACGTATAAATTCGATGAAGCTGAAAGGGGCGCCATTCGG
CTGTTGATATGCTACGTTGAAACGTATAAATTCGATGAAGCTGAAAGGGGCGCCATTCGG
CTGTTGATATGCTACGTTGAAACGCTATAAATTCGATGAAGCTGAAAGGGGCGCCATTCGG

ER R R R R KhkKkKk KAKKIAAAF A AKX XA KK * Kk



left jct BGBL2 CATGGCAGGCCCGCGGAACGTGAAGGTGTCCACCGGGTAAGTATGTGTTCTGTCGTGATC

Hd16 DRJ1L CATGGCAGGCCCGCGGAACGTGAAGGTGTCCACCGGGTAAGTATGTGTTCTGTCGTGATC
Contig BGBL2-19 CATGGCAGGCCCGCGGAACGTGAAGGTGTCCACCGGGTAAGTATGTGTTCTGTCGTGATC
Contig BGBL2-12 CATGGCAGGCCCGCGGAACGTGAAGGTGTCCACCGGGTAAGTATGTGTTCTGTCGTGATC
Contig BGBL2-16 CATGGCAGGCCCGCGGAACGTGAAGGTGTCCACCGGGTAAGTATGTGTTCTGTCGTGATC
SH BGBL2 CATGGCAGGCCCGCGGAACGTGAAGGTGTCCACCGGGTAAGTATGTGTTCTGTCGTGATC

KAKKAKAAKFAIAAKRFAAKA AAAKAFAIAAKAFAAAFAAAKAFAAAFAAAF AA K x I A KA I A AA KA KKK

left jct BGBL2 TTCGTTGAACGGCATGTTGAGTTCTGGATATCACCTGCGTCTGGACGATGTTCCTTTGTG
Hd16_DRJ1L TTCGTTGAACGGCATGTTGAGTTCTGGATATCACCTGCGTCTGGACGATGTTCCTTTGTG
Contig BGBL2-19 TTCGTTGAACGGCATGTTGAGTTCTGGATATCACCTGCGTCTGGACGATGTTCCTTTGTG
Contig BGBL2-12 TTCGTTGAACGGCATGTTGAGTTCTGGATATCACCTGCGTCTGGACGATGTTCCTTTGTG
Contig BGBL2-16 TTCGTTGAACGGCATGTTGAGTTCTGGATATCACCTGCGTCTGGACGATGTTCCTTTGTG
SH BGBL2 TTCGTTGAACGGCATGTTGAGTTCTGGATATCACCTGCGTCTGGACGATGTTCCTTTGTG

KAKAAK A A A A A A A A A A A A A A A A A A A A A A A A A AAAAAAAAA AN AR, A AR AR AR Ak kA k Kk

left jct BGBL2 AATGTTCACGGTTGAGTGTCTAGCCGTCGACTGCGCGCAAATCCATTTATACCACTCCAA
Hd16 DRJ1L AATGTTCACGGTTGAGTGTCTAGCCGTCGACTGCGCGCAAATCCATTTATACCACTCCAA
Contig BGBL2-19 AATGTTCACGGTTGAGTGTCTAGCCGTCGACTGCGCGCAAATCCATTTATACCACTCCAA
Contig BGBL2-12 AATGTTCACGGTTGAGTGTCTAGCCGTCGACTGCGCGCAAATCCATTTATACCACTCCAA
Contig BGBL2-16 AATGTTCACGGTTGAGTGTCTAGCCGTCGACTGCGCGCAAATCCATTTATACCACTCCAA
SH BGBL2 AATGTTCACGGTTGAGTGTCTAGCCGTCGACTGCGCGCAAATCCATTTATACCACTCCAA

KA KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR AR AR A AR A AR A AR A AN AR KK

left jct BGBL2 TAGCTTATCAT
Hd16 DRJ1L TAGCTTATCAT
Contig BGBL2-19 TAGCTTATCAT
Contig BGBL2-12 TAGCTTATCAT
Contig BGBL2-16 TAGCTTATCAT
SH BGBL2 TAGCTTATCAT

* * * Kk kK kkk

Segment Hd29 (present in BAC clone # BR-08001)

Sequences used for alignment:

(i) DRJs from genome: Hd29_DRJ1R, Hd29_DRJ1L

(if) DRJs from BAC clone # BR-08001: left_jct_BR, right_jct_BR

(iif) HAIV segments: Contig_BR-1, Contig_BR-4, Contig_BR-7, Contig_BR-10, SH_BR

Alignment
et jjei BR =~ =================================== TAGCGATCGCAGTGCGTCGCTGCAT
Hd29 DRJI1L ATTTCGTGGCAGGCTTAGTT-TTGATGGAGGGACGTAGCGATCGCAGTGCGTCGCTGCAT

Contig BR-10 =  ——————mm—mm oo
Contig BR-1 = ———————mmmm oo
Contig BR-7 ~  ———————m—mmmm e
SH BR e
Contig BR-4 ===

Kk kK k kkk kkkkkk Kk kK Kk

left jct BR CAATGATGCAGCTTTGTGTTCTTCTCGAACGGTGAACATTCGTGCAACCAACCTGACACG
Hd29 DRJ1L CAATGATGCAGCTTTGTGTCCTTCTCGAACGGTGAACATTCGTGCAACCAACCTGACACG
Contig BR-10
Contig BR-1
Contig BR-7
SH_BR

Contig BR-4

KAKKKAKAK Kk KA AAKAkKA** *Kkkk KAKXKAKAKAKAKAKAKAKAA KA AKX KA KA KA AKX KA h* XA Xkk kK



left jct BR TCGCCATTCGGAGAGAGGTTCGATAGACCATGAGGAATATCCAAACGTCATTCATTGTGC
Hd29 DRJI1L TCGCCATTCGGAGAGAGGTTCGATAGACCATGAGGAATATCCAAACGTCATTCATTGTGC
Contig BR-10
Contig BR-1
Contig BR-7
SH_BR

Contig BR-4

KX kKk KKKk kKkk * Kk Kk ER R R Rk R R I b b b i ER R R Rk kI kI S 3

left jct BR GCACT--TCTAGGCTTTTGCAAT---CGAATCATTGCAGATACGCATTTTGAAGCAACGT
Hd29 DRJIL GCACT--TCTAGGCTATTGCAAT---CGAATCATTGCAGATACGCATTTTGAAGCAACGC
Contig BR-10
Contig BR-1
Contig BR-7
SH_BR

Contig BR-4

R S * * kX KAk KkAkAkKk KAk AkAkAkKk Kk
left jct BR GGTTCAAATGATGTTGGGGAAAAGTGTGCAAACATTTATTAGATTGACCGAATGTTCATT
Hd29 DRJIL GGTTCAAATGATGTTGGGGAAAAGTGTGCAAACATTTATTAGATTGACCGAATGTTCATT
Contig BR-10 GGTTCAAATGATGTTGGGGAAAAGTGTGCAAACATTTATTAGATTGACCGAATGTTCATT

Contig BR-1
Contig BR-7
SH BR

Contig BR-4

* Rk S I S b I I S R S R b Rk kS

left jct BR TGAACCTCTTGAAAAACTCACAGCTCGAGTTTAAGGAGAGTTTGACGGGATAGACGTGAC
Hd29 DRJI1L TGAACCTCTTGAAAAACTCACAGCTCGAGGTTG---AGAGTTTGACGGGATAGACGTGAC
Contig BR-10
Contig BR-1
Contig BR-7
SH_BR

Contig BR-4

Kk ok kkkkkhkk kkk KAk kkkkkkkkkk kK *hkkkk kkk kkk Kk kK * Kk Kk Kk k

left jct BR GTTCTTCATGGAAGGTGTGGCTCGCAAACGTCGCATGCAGCTTGCGAGTTCCAAATGAAA
Hd29 DRJIL GTTCTTCATGGAAGGTGTGGCTCGCAAACGTCGCATGCAGCTTGCGAGTTCCAAATGAAA
Contig BR-10 GTTCTTCATGGAAGGTGTGGCTCGCAAACGTCGCATGCAGCTTGCGAGTTCCAAATGAAA
Contig BR-1 GCTTGCGAGTTCCAAATGAAA
Contig BR-7 CGTCGCATGCAGCTTGCGAGTTCCAAATGAAA

SH_BR GGCTCGCAAACGTCGCATGCAGCTTGCGAGTTCCAARATGAAA
Contig BR-4

KKK KKKKK KKK KAKKK KAAKXAKAKAAKX AAXAXAAAAKAKAKX AAAKAAKAKAAAAAAAANANKAN AKX KA K

left jct BR ACAACTGCGCGGGGTATTGTTTATTTCTGGAGAACACCG
Hd29 DRJIL ACAACTGCGCGGGGTATTGTTTATTTCTGGAGAACACCG
Contig BR-10 ACAACTGCGCGGGGTATTGTTTATTTCTGGAGAACACCG
Contig BR-1 ACAACTGCGCGGGGTATTGTTTATTTCTGGAGAACACCG
Contig BR-7 ACAACTGCGCGGGGTATTGTTTATTTCTGGAGAACACCG
SH BR ACAACTGCGCGGGGTATTGTTTATTTCTGGAGAACACCG

Contig BR-4 no switch 2?2?27

KhkhkkKhhhk KhkAkAkkhkhAAkxkhhk* *hkk* *hkkk* *AkKxkk



Segment Hd22
Sequences used for alignment:

(i) DRJs from genome: Hd22 DRJ1R, Hd22 DRJ1L
(ii) DRJs from BAC clone # CN-29M18: left_junction, right_junction
(iii) HAIV segments: Contig_CN-31, Contig_CN-33, Contig_CN-36, Contig_CN-39

Alignment
left junction CAATAGGGTGAATTCAAACGCTGGTCCAAATGGCAGGAGCTTGGCAGGACAGATGACATC
B6l22 DR, sesemeeeee AATTCAAACGCTGGTCCCAATGGCAGGAGCTTGGCAGGACAGATGACATC
Contig CN-31 CAATAGGGTGAATTCAAACGCTGGTCCAAATGGCAGGAGCTTGGCAGGACAGATGACATC
Contig CN-33 CAATAGGGTGAATTCAAACGCTGGTCCAAATGGCAGGAGCTTGGCAGGACAGATGACATC
Contig CN-39 CAATAGGGTGAATTCAAACGCTGGTCCAAATGGCAGGAGCTTGGCAGGACAGATGACATC
Contig CN-36 CAATAGGGTGAATTCAAACGCTGGTCCARATGGCAGGAGCTTG

* Kk kkkk KAk Kk Kk Kk R R R R R R R I S R
left junction GAGTGAATGCGTAGGAGTCTGAAACAGCGCGTCGTGAACAATATCGTGACCATTGATCGC
Hd22 DRJ1L GAGTGAATGCGTAGGAGTCTGAAACAGCGCGTCGTGAACAATATCGTGACCATTGATCGC
Contig CN-31 GAGTGAATGCGTAGGAGTCTGAAACAGCGCGTCGTGAACAATATCGTGACCATTGATCGC
Contig CN-33 GAGTGAATGCGTAGGAGTCTGAAACAGCGCGTCGTGAACAATATCGTGACCATTGATCGC
Contig CN-39 GAGTGAATGCGTAGGAGTCTGAAACAGCGCGTCGTGAACAATATCGTGACCATTGATCGC

Contig CN-36

KAKAKKKK KA KAAKKKK KAXKK KAAKX AAKX AAAAAAAAAAAAAAAAAAA A AN A A A A A KKK

left junction CATAGCGACTTGCCGCATCTCAGGATCGTGATCTAAAA-~—————— CGTTTCACGTGA
Hd22 DRJI1L CATAGCGACTTGCCGCATCTCAGGATCGTGATCTAAAA-——————— CGTTTCACGTGA
Contig CN-31
Contig CN-33

Contig CN-39 CATAGCGACTTG

Contig CN-36

* Kk Ak kkkkkkk kK * * * k% * kK kk Kk kK

Segment Hd19

Sequences used for alignment:

(i) DRJs from genome: Hd19 DRJ1R, Hd19 DRJ1L

(ii) DRJs from BAC clone # CP-38F08+CQ-40J21: CPCQ_right, CPCQ_left
(iii) HdIV segments: jct_ CPCQ-28, jct_ CPCQ-27, jct_CPCQ-23, jct_ CPCQ-22

Alignment
CPCQ left TTTTTGCTGGTTCATGTTTCAGAGCAGCCGGTCTATGTGATACACGCTGCTTAGCCTGGT
Hd19 DRJI1L TTTTTGCTGGTTCATGTTTCAGAGCAGCCGGTCTATGTGATACACGCTGCTTAGCCTGGT

jct CPCQ-28
jct_CPCQ-27
jct CPCQ-23
jct CPCQ-22

=N =N =]

KAKKKKAKK KAk AhA* *rAAKkAr Ak kK Kk kKK KhkkKkKkIkAkAkKkh*k K*Kk Kk K *

*



CPCQ_left GACGGCACGATGGTTCCCCTCATGCTGCACGAGCTCTGTGAGCTTT

Hd19 DRJI1L GACGGCACGATGGTTCCCCTCATGCTGCACGAGCTCTGTGAGCTTT
jct_CPCQ-28 GACGGCACGATGGTTCCCCTCATGCTGCACGAGCTCTGTGAGCTTT
jct_CPCQ-27 GACGGCACGATGGTTCCCCTCATGCTGCACGAGCTCTGTGAGCTTT
jct CPCQ-23 GACGGCACGATGGTTCCCCTCATGCTGCACGAGCTCTGTGAGCTTT
jct CPCQ-22 CCTCCTGCTGCACGAGCTCTGTGAGCTTT
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Segments Hd28

Sequences used for alignment:

(i) DRJs from genome: Hd28_DRJ1R, Hd28 DRJ1L, Hd24_DRJ1R (reverse), Hd24_DRJ1L (reverse)
(ii) DRJs from BAC clone # CR-47M17: CR_left, CR_right

(iii) HdIV segments: Contig_CR-05, Contig_CR-06, Contig_CR-09, Contig_CR-10

Alignment
CR_left GCCTTTGCAGCTGAGCT-GCATGAGGTTTTCATGTCCTCGATAACTGGATTCCATTGTCA
GCCTTTGCAGCTGAGCT-GCATGAGGTTTTCATGTCCTCGATAACTGGATTCCATTGTCA
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CR left GGCGTAAGCATTATGACGGCGGTGGTGTTAGGCGTTGCTTGGGAAGGTTGGTGAGCCACG
Hd28 DRJIL GGCGTAAGCATTATGACGGCGGTGGTGTTAGGCGTTGCTTGGGAAGGTTGGTGAGCCACG
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CR_left TCGACGTAGATTCAGGCGTGAAACGGAGAGCTGAAAGGTATAGTAGTCGTTCGACCAACT
Hd28 DRJIL TCGACGTAGATTCAGGCGTGAAACGGAGAGCTGAAAGGTATAGTAGTCGTTCGACCAACT

Q
[e]
o]
=
I
| Q
Q
T
o
ul

* KAk KAk k Ak kKKK kk * kk Ak AkAkAkk k KAk Kk k Kk R R R R R R R R R *

*

CR left CGGAATCACACCGACGAAAACTATTTGTCCATTGCTCAGGCTATGAGGACTTGAGGCAAT
Hd28 DRJIL CGGAATCACACCGACGAAAACTATTTGTCCATTGCTCAGGCTATGAGGACTTGAGGCAAT
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CAAGTTCCGGACGCAAAGT ———==————— TTTGTTTCCGGCCATAGATCACAAGTAAGAA
CAAGTTCCGGACGCAAAGT —————————— TTTGTTTCCGGCCATAGATCACAAGTAAGAA
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CR left CAGTTCTGGCAGACTGGACAGTCCACCGATACCCTCACAAGACTGTAAA-ACCTCTGGAC
Hd28 DRJIL CAGTTCTGGCAGACTGGACAGTCCACCGATACCCTCACAAGACTGTAAA-ACCTCTGGAC

Contig CR-05

Contig CR-06
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Contig CR-05
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CR left CTGCCAGGGCATGTCGCTAT--AGATTCCCAGCGTGTGCCCGTGTCCCAGAAAAAGCTTT
Hd28 DRJI1L CTGCCAGGGCATGTCGCTAT--AGATTCCCAGCGTGTGCCCGTGTCCCAGAAAAAGCTTT
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CR left GTTCACAACCGCGACTTTTGACTGTCACCTTTGTTGTTACAGTTGCGTTACGTAACTACT
Hd28 DRJI1L GTTCACAACCGCGACTTTTGACTGTCACCTTTGTTGTTACAGTTGCGTTACGTAACTACT
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CR left ACTGTGGAACTTCTCACTGCCACAGTCACAACAGCCTATCGACAACTGTTCTTTCAGTAT
Hd28 DRJI1L ACTGTGGAACTTCTCACTGCCACAGTCACAACAGCCTATCGACAACTGTTCTTTCAGTAT
Contig_CR-05 ACTGTGGAACTTTTCACTACCACAGTTACAACAGCTTATCGGCAACAGT CCCTTCAGTAT
Contig CR-06 ACTGTGGAACTTTTCACTACCACAGTTACAACAGCTTATCGGCAACAGTTCCTTCAGTAT
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CR left CAAGAAGTCATTATGCAAGTAGAGAATGGCCGGGGTTTTAAGTTGCATGAAA-GCACTCAA
Hd28 DRJI1L CAAGAAGTCATTATGCAAGTAGAGAATGGCCGGGGTTTTAAGTTGCATGAAA-GCACTCAA
Contig CR-05 GAGAATGGCCGGGGTTTTAAGTTGCATGAAA-GCACTCAA

Contig CR-06 CAAGAAGTAATTATTCAAGTGGAGAATGGCCGGGGTCGG-AGTTGCATGAAA

GTTGCATGAAA-GCACTCAA
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CR left TTGTCTACAATGCAGACGAG
Hd28 DRJI1L TTGTCTACAATGCAGACGAG
Contig CR-05 TTGTCTACAATGCAGACGAG

Contig CR-06 TTGTCTACAATGCAGACGAG
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