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A. human AmnSINE]1 (continued)

GT-GGTG

-YT

.CGTC... .—==GG.
-..AA..-G.G..A..
.TGA.

GGTGATT---CAGTAGGTGGCACTCTTCCCTCTGAG--TCAGT

....A

\A..AA...G-T.G..GTT.TCTTTTT.A.C.

..................... T.A-----..-.

........... C.......A..CC..G-GTG..

......... C..T.AGT.......-—. .G

.CT..T..AGA.CTCT.....
..A..C.GC--T..G..C..CT-...... Toows
JA..C..---T....A.CAAGG..G...T-..

«..A.GG.---...A.AA-...-..GC....

.T..-——.-.TTCA.T...
GCCAACC.A.---C

194
227
216
217
224
218
212
186
178
127
137



AmnSINEL (human) cons
chr3:71,253,317-71,253,593
chr2:162,091,545-162,091,796
chr7:83,949,737-83,950,057
chr8:82,268,732-82,269,055
chrl2:64,746,242-64,746,744
chr13:72,893,777-72,894,129
chr3:89,846,279-89,846,546
chr2:164,247,265-164,247,831
chr5:90,643,402-90, 643,596
chr2:144,395,188-144,395,593
chr7:26,673,363-26,673,571
chrl12:20,405,780-20,406,105
chrl2:24,237,357-24,237, 651
chrl8:51,915,906-51,916,501
chrx:153,856,966-153,857, 385
chrl:213,896,131-213,896,553
chrx:38,767,448-38,767,836
chr2:212,507,037-212,507, 352
chr7:103,526,240-103,526,739
chr4:13,193,150-13,193,490
chrl1:41,155,815-41,156,232
chr2:164,809,136-164,809,576
chr2:144,311,459-144,311,756
chr13:29,877,923-29,878,304
chrl13:43,252,940-43,253,297
chr3:70,515,281-70,515,679
chr7:102,922,249-102,922,677
chr3:29,283,688-29,284,100
chrx:109,369,727-109,370,017
chrl2:23,715,537-23,715,833
chr5:30,707,921-30,708,306
chrl10:21,398,890-21,399,190
chr2:103,864,004-103,864,242
chr14:79,103,505-79,103,870
chrl:118,588,292-118,588,615
chr2:144,716,638-144,717,013
chr13:93,717,771-93,718,116
chr14:97,162,255-97,162,487
chrx:132,495,699-132,495,932
chr10:100,747,350-100,747, 685
chrl15:93,091,456-93,091,703
chr7:31,429,753-31,430,106
chr6:156,380,618-156,380,943
chr9:13,609,412-13,609, 640
chr4:166,963,237-166,963,460
chr10:107,041,227-107,041,551
chrl:24,436,699-24,437,003
chr3:189,029,144-189,029, 348
chrX:124,284,055-124,284,268
chrl8:52,109,735-52,109,898
chrl13:21,581,137-21,581,402
chrl8:60,149,311-60,149,468
chrl4:72,089,689-72,089,952
chrl1:39,445,366-39,445,585
chrl5:51,569,626-51,569,873
chr3:117,375,737-117,375, 940

A. human AmnSINE]1 (continued)

195:GGCACTGTGYT-GCYGGAGGT-GCCGTC-TTT-CGGATGAGACGT-AAAACCGAGGTCCTGACCACTTGCGGTCATTARAGAT-CCCATGG-CA-CTTTTC
228:...C..A..T.-AAT..GA. .- - [

T ACA.A...A.
-.T.GTAA.T...T.A.T.

Too T CC.G....-.TT....-..GAC..
...TT.C.G.C.G..A.G-.TTTCA--..
.~ Tean.

71:.CAT....TC.-.TA.A....-..T.A.-...-T.TGG..TT.A.
65:.C...... T.-C.CA.G.A.-.GAAGA-AA.-.AA....A.T..
63:...G..... GG-..T.C.A..-..T.-.-..C-ACC.CCCT. .AG
T4:A. ..., T.-C.CAT....-A.T..T-..C-TA..... C.T

TAT.AA.-.A..———...-.T........ T
TTT..-.-.AT..AA.GGG.TTGG.....
. ..—.AG-T..
-.AG.C.-
AA-A..C.GAG..--A..G T.A-
.—..G-LAA. .. ...,
AL AGAC.-.....
GT.G.- -.TA..... G-A.-
T.C.- —-GAA. LTT.C.-...G.TA..A.T....ciiennn.
- -TA..... A.T.C-
A-...-.-——.TTT.TA.-G...TGA.AAAT.A...

..-.C.-T.T..A..GAA.A....TT.T.ACA...G




A. human AmnSINE]1 (continued)

AmnSINEL (human) cons 300:GTGTTAA-CCCCGGTGTCCT-GGCCAAATTCC--AATTCGGG-TAATTACA
chr3:71,253,317-71,253,593 - -- - -
chr2:162,091,545-162,091,796
chr7:83,949,737-83,950,057
chr8:82,268,732-82,269,055
chrl2:64,746,242-64,746,744
chr13:72,893,777-72,894,129
chr3:89,846,279-89,846,546
chr2:164,247,265-164,247,831
chr5:90,643,402-90,643,596
chr2:144,395,188-144,395,593 :T.T....T.TT.A.CT..
chr7:26,673,363-26,673,571
chrl12:20,405,780-20,406,105 ..
chrl2:24,237,357-24,237,651 tA.T....-.TGTA....

e «..TGT----G.--..TC.C

chr18:51,915,906-51,916,501 T.AG..TT.- . e
chrX:153,856,966-153,857,385 .-A....-.A.T..G.G.T----..T.TT-G.C..G.T-—————— N bt ee.G...-C-C.——.T.T.........
chrl:213,896,131-213,896,553 TTT..T.G..=...... G =L .CLLAL - --C..--

.TA.CC..A-.CCT...TTG....
chrxX:38,767,448-38,767,836 .. ..--.G. -..-—...C.CAGGA..G---..G..AA...T....CC.GTCTTCACAA. .A.A
chr2:212,507,037-212,507,352 : ..T. SoT.= . TT.G....——..C.. Y = G...GG.T-AA--TTTTAGAT. . ...

chr7:103,526,240-103,526,739 .
chr4:13,193,150-13,193,490 iLLAL L ...TT. .G..T...C....GG.. .. .. .CG.G..G-=..==T..TT....Ac..===Te.rr....
chrll:41,155,815-41,156,232
chr2:164,809,136-164,809,576
chr2:144,311,459-144,311,756 .. .. .. .. . TG.T. . Tereeimmm e
chrl3:29,877,923-29,878,304 $..T....~G.T.CA.T..T.~...TTG...T.~—..G.~.. . . ..--A.ACT.TA.T.
chr13:43,252,940-43,253,297 : T.. .G.CT.. .. . .G.A..C-T..AC..TC.A...
chr3:70,515,281-70,515,679
chr7:102,922,249-102, 922,677
chr3:29,283,688-29,284,100
chrx:109,369,727-109,370,017
chr12:23,715,537-23,715, 833
chr5:30,707,921-30,708,306
chr10:21,398,890-21,399,190
chr2:103,864,004-103,864,242
chrl4:79,103,505-79,103,870
chrl:118,588,292-118,588,615 .. . ..
chr2:144,716,638-144,717,013 : .. .. ..C.TA.. ceeemm T ..—==C-——...CTA...A...
chr13:93,717,771-93,718,116 .——-T.C..A.CA..
chrl4:97,162,255-97,162,487
chrxX:132,495,699-132, 495,932 .A.
chr10:100,747,350-100,747, 685 P .

chr15:93,091,456-93,091,703 :AL..C. . ..AG.A.. .. LT.T.C.. ... . .TGAG.A..CTAT.T. . .-

chr7:31,429,753-31,430,106 :.GAA.GG-TATG.T...... LT .CTA. . . . JTGT. .. AT...CC.-.GT.C....-
chr6:156,380,618-156,380, 943 :..AG..T-TAATTC. .. R ..C.G... . .. ...GT. .C...G..A..—==..G..A..A.A.T..C..-
chr9:13,609,412-13, 609, 640 e --...TC--CA...-

chr4:166,963,237-166,963, 460 i-....GT-.AGA.A...--C-A..

chr10:107,041,227-107,041,551
chrl:24,436,699-24,437,003 : R . .
chr3:189,029,144-189,029, 348 : ..GTG..... ..G.A.-G..C.G.. . L...C

.CCA..

chrx:124,284,055-124,284,268 H e .-—-...C.A. . . ..AA....CACCTC.T.
chrl18:52,109,735-52,109,898 H . C.G——-..--
chrl13:21,581,137-21,581,402 H .C-

chr18:60,149,311-60,149,468
chrl4:72,089,689-72,089,952
chrll1:39,445,366-39,445,585
chr15:51,569,626-51,569,873
chr3:117,375,737-117, 375, 940




A. human AmnSINE]1 (continued)

AmnSINEL (human) cons

chr3:
chr2:
chr7:
chr8:

chrl2:
chrl3:

chr3:
chr2:
chr5:
chr2:
chr7:
chrl2
chrl2

chrl8:

chrX:
chrl:
chrX:
chr2
chr7:
chr4:

chrll:

chr2:
chr2:
chrl3

chrl3:

chr3:
chr7:
chr3
chrX:
chrl2
chr5:
chrl0
chr2:

chrl4d:

chrl:
chr2:

chrl3:
chrl4d:

chrX:

chr10:100,747,350-100,747,685
chrl5:

chr7:
chré6:
chr9:
chr4:

chr10:107,041,227-107,041,551
:24,436,699-24,437,003

chrl
chr3:
chrX:

chrl8:

chrl3

chrl8:
chrl4d:
chrll:
chrl5:

chr3:

71,253,317-71,253,593
162,091,545-162,091,796
83,949,737-83,950,057
82,268,732-82,269,055
64,746,242-64,746,744
72,893,777-72,894,129
89,846,279-89,846,546
164,247,265-164,247,831
90,643,402-90, 643,596
144,395,188-144,395,593
26,673,363-26,673,571
:20,405,780-20,406,105
:24,237,357-24,237,651
51,915,906-51,916,501
153,856, 966-153,857,385
213,896,131-213,896,553
38,767,448-38,767,836

:212,507,037-212,507,352

103,526,240-103, 526,739
13,193,150-13,193,490
41,155,815-41,156,232
164,809,136-164,809,576
144,311,459-144,311,756
:29,877,923-29,878,304
43,252,940-43,253,297
70,515,281-70,515,679
102,922,249-102, 922,677

:29,283,688-29,284,100

109,369,727-109, 370,017
:23,715,537-23,715, 833
30,707,921-30,708,306

:21,398,890-21,399,190
103,864,004-103,864,242
79,103,505-79,103,870
118,588,292-118,588, 615
144,716, 638-144,717,013
93,717,771-93,718,116
97,162,255-97,162,487

132,495, 699-132, 495,932

93,091,456-93,091,703
31,429,753-31,430,106
156,380, 618-156,380, 943
13,609,412-13,609, 640
166,963,237-166, 963,460

189,029,144-189,029,348
124,284,055-124,284,268
52,109,735-52,109,898
:21,581,137-21,581,402
60,149,311-60,149,468
72,089, 689-72,089, 952
39,445,366-39,445,585
51,569,626-51,569,873
117,375,737-117,375, 940

399:
248:
253:
258:
295:
425:
295:
263:
385:
128:
350:
196:
241:
266:
2861 .= T...-===—=——-— AA-—————-—————mm——— L -G..nnn A..T.--T.C..--..G...A...T..T...CTTG.TGGT.---.AA-~
267:GA.-.CT.G....A-—--—--CT.C--------.GT--------—-—---—-TTCT.GA-GCAGTT.T.CAA--.C-————--— ..CTCC.TC.-CCCCAGG....AG--~....
266:---- - -
265:..T-TA.CT....TAGG----..
280:G.T-TGA.TA. .GT------~ C.

214:..T-TGT..A...-——————— e
210:.--- - -
211:G.G-T.TAT..TT--——————
191:

197:...
183:...
193:..
187:..
176:..
192:.
188:...
176:..
185:
180:...

CTLTATTAT. .- —— .- o — === . e a CTG.CTCC 279
180:. ----ATGC..A..A-—--—~ 239
165:. ‘e . .. --CG. .ATG. -
144:... e .G.-GA...TG...T. v CA--GLl e .. ..C....A.C..——— .CTGCGCA. .G. . ..
146:...-G.AC..... e B T O O T .C.T...T.T.C. s A. TGC G C 233
133:... .G.T...A. 217
129:...

126:A..
126:...
121:...-
117:... .
llG:A..—A..CT..T.A——ATCCT . .. .G.-T-A..GG.TT...T.--
emmm————— . . . LT, Coonnn C..G.GTAG...TC.T.TCCA..A

----C..C.C.CCGCTG.A. 204

114:C..-.... .-=..C.C.TT.-TT-- ey R et

89:...-. .GCT.G.T..C.-- ---GTG.TTG

100:A.GG .C.CT.A.AG-. .CA A.C. ----A..A.G. e
.CA.CCGCTACC. CA ATCG..... CC..

.A.CA..G. . ceTTe ..A.-C.. e . A--———

.TAT.

ATAC. .

....... A.
. L.Coll GCGCAGAGTCA--G. . 127
AAG.A-.A.A.TAT.TT.--TGA..-- WAL 111

.. ..G.C-....A.AACC.T--G.A.G--G.. . . .T-T.A.. 114
Pttt bt b .T.G.-.AGGC.A....T--G....-=........ .-T. ....T. ..C. T.CC..AA.A. 81




AmnSINEL (human) cons
chr3:71,253,317-71,253,593
chr2:162,091,545-162,091,796
chr7:83,949,737-83,950,057
chr8:82,268,732-82,269,055
chrl2:64,746,242-64,746,744
chr13:72,893,777-72,894,129
chr3:89,846,279-89,846,546
chr2:164,247,265-164,247,831
chr5:90,643,402-90, 643,596
chr2:144,395,188-144,395,593
chr7:26,673,363-26,673,571
chrl12:20,405,780-20,406,105
chrl2:24,237,357-24,237, 651
chrl8:51,915,906-51,916,501
chrx:153,856,966-153,857, 385
chrl:213,896,131-213,896,553
chrx:38,767,448-38,767,836
chr2:212,507,037-212,507, 352
chr7:103,526,240-103,526,739
chr4:13,193,150-13,193,490
chrl1:41,155,815-41,156,232
chr2:164,809,136-164,809,576
chr2:144,311,459-144,311,756
chr13:29,877,923-29,878,304
chrl13:43,252,940-43,253,297
chr3:70,515,281-70,515,679
chr7:102,922,249-102,922,677
chr3:29,283,688-29,284,100
chrx:109,369,727-109,370,017
chrl2:23,715,537-23,715,833
chr5:30,707,921-30,708,306
chrl10:21,398,890-21,399,190
chr2:103,864,004-103,864,242
chr14:79,103,505-79,103,870
chrl:118,588,292-118,588,615
chr2:144,716,638-144,717,013
chr13:93,717,771-93,718,116
chr14:97,162,255-97,162,487
chrx:132,495,699-132,495,932
chr10:100,747,350-100,747, 685
chrl15:93,091,456-93,091,703
chr7:31,429,753-31,430,106
chr6:156,380,618-156,380,943
chr9:13,609,412-13,609, 640
chr4:166,963,237-166,963,460
chr10:107,041,227-107,041,551
chrl:24,436,699-24,437,003
chr3:189,029,144-189,029, 348
chrX:124,284,055-124,284,268
chrl8:52,109,735-52,109,898
chrl13:21,581,137-21,581,402
chrl8:60,149,311-60,149,468
chrl4:72,089,689-72,089,952
chrl1:39,445,366-39,445,585
chrl5:51,569,626-51,569,873
chr3:117,375,737-117,375, 940

A. human AmnSINE]1 (continued)

486:GG----GTGAARTGA--TC-YCTATA
248:---- - -

253:
258:
295:
442:
295:
263:
440:.
128:
407:
196:
241:

.TC....C.G..G.GCTTAAATTAGAATTTCT 406
...CTG.CG.T...AATTGCCATTACCGTTTGA 383

LTG. .. --.TGC. ..o JA.--.AT.GT...G..--A...... A.-.A...

276 276
269 C...ATTAATTATTAGTGATA 369
268 - - B ittt 268
272z . ....GCAG--. ..A......AA--..C..A..C-.AAC.---GTA....... . . C..C.AACGCATTATTATTTTA 379
235:A.---AA...GCCAG--AA-TA..ATT- .. ....AAL .. ..G.T...T. - - - 299
277:A. -...C.AA.G--.T-TTCT.C- . ..AA.AC... .. AL - 323
265:..----.GAGTAAAT--CGATACC. .. - 291
261:A.-———..... C --..-C... - B ittt 277
:A.----.G.C-GCAG--..-C...AGCCGC

234:AT----AATTTG.A.--C.--—-..
218:.A---=....GGCA.-~.-—=-——-———-—- . . . ...
2091 .. ====T.C..AC. . ==GGCTTG. G . GAAC A= === = == = = = = 233

. ceeo=GL.
:.A----T.A.GA.




B. chicken AmnSINE1

AmnSINE1 (chicken) cons
chr2:118,843,690-118,844,129
chr2:86,373,833-86,374,350
chr8:27,424,135-27,424,435
chr5:35,360,218-35,360,495
chr4:2,135,009-2,135,345
chrl:182,768,840-182,769,245
chr5:22,251,128-22,251,514
chr4:53,214,621-53,214,914
chr2:32,524,517-32,524,738
chr2:16,367,040-16,367,209
chrl:99,961,657-99,961,966
chr2:143,078,494-143,078,851
chr4:88,091,993-88,092,407
chr2:107,246,547-107,246,900
chrl:153,559,699-153,560,039
chr20:13,249,097-13,249,471
chr2:31,974,977-31,975,183
chrl:182,563,004-182,563,356
chr2:105,966,005-105, 966, 354
chr2:144,872,567-144,872,759
chr5:17,303,737-17,304,206
chr5:44,206,127-44,206,327
chr5:38,838,574-38,838,873
chrz:29,464,952-29,465,275
chrl:149,690,682-149,690,989
chrl:166,227,721-166,228,104
chr4:76,706,356-76,706,828
chrl:40,679,313-40,679,604
chrl:31,190,942-31,191, 311
chr7:21,147,037-21,147,325
chrUn:56,584,430-56,584,748
chrl:92,362,519-92,362,846
chr8:5,961,389-5,961,692
chr19:5,230,102-5,230,344
chr7:9,125,064-9,125,466
chr24:914,218-914,454
chr5:48,440,921-48,441,289
chrl:95,263,137-95,263,489
chr6:29,821,890-29,822,266
chrl2:13,944,536-13,945,003
chrl8:5,356,496-5,356,930
chrl:124,675,247-124,675,690
chr20:7,155,282-7,155, 630
chr5:44,208,732-44,208,929
chrl1:5,130,826-5,131,233
chr7:34,704,354-34,704,742
chrUn:53,327,606-53,327,809

:TCTCCTTCATCATTTTATATAC. ...
:GCCAAGTACACAAGACAGTATA..T...
:GACTCTACACTAAACATATCCT.CTGG.
:ATTTTCTTTGCAAACTACCTATT. ... .
:AGCGTGGCTTGGCATGATAATCCA
:CTCTCTGGATATTAATACTGATGT .
:GTAACTGTTTCTCACAGTTAATTCT. . .
:TGATGGCTGCAGATGGTAATGT . TGT. .
:AAACATCCCCAATGAGTAATATG. .TA.

CTA....




AmnSINEI (chicken) cons
chr2:118,843,690-118,844,129
chr2:86,373,833-86,374,350
chr8:27,424,135-27,424,435
chr5:35,360,218-35,360,495
chr4:2,135,009-2,135,345
chrl:182,768,840-182,769,245
chr5:22,251,128-22,251,514
chr4:53,214,621-53,214,914
chr2:32,524,517-32,524,738
chr2:16,367,040-16,367,209
chrl:99,961,657-99,961,966
chr2:143,078,494-143,078,851
chr4:88,091,993-88,092,407
chr2:107,246,547-107,246,900
chrl:153,559,699-153,560,039
chr20:13,249,097-13,249,471
chr2:31,974,977-31,975,183
chrl:182,563,004-182,563,356
chr2:105,966,005-105, 966, 354
chr2:144,872,567-144,872,759
chr5:17,303,737-17,304,206
chr5:44,206,127-44,206,327
chr5:38,838,574-38,838,873
chrz:29,464,952-29,465,275
chrl:149,690,682-149,690,989
chrl:166,227,721-166,228,104
chr4:76,706,356-76,706,828
chrl:40,679,313-40,679,604
chrl:31,190,942-31,191, 311
chr7:21,147,037-21,147,325
chrUn:56,584,430-56,584,748
chrl:92,362,519-92,362,846
chr8:5,961,389-5,961,692
chr19:5,230,102-5,230,344
chr7:9,125,064-9,125,466
chr24:914,218-914,454
chr5:48,440,921-48,441,289
chrl:95,263,137-95,263,489
chr6:29,821,890-29,822,266
chrl2:13,944,536-13,945,003
chrl8:5,356,496-5,356,930
chrl:124,675,247-124,675,690
chr20:7,155,282-7,155, 630
chr5:44,208,732-44,208,929
chrl1:5,130,826-5,131,233
chr7:34,704,354-34,704,742
chrUn:53,327,606-53,327,809

112
125

135:.

135

139:.
138:

132

I
:GY-AGRAAGYGGTGYTGGTGAT-TCAG-TAGGTGGCACTC----TTCCCTCT--GAGTCAGTAC-T--GAACCAATGCCCC-AGCATGGTGTTARR----GGGCACTGTG-TTGYTGGAG-GTGCCG----TCT-TTCG--—---—

B. chicken AmnSINEI1 (continued)

:ACA.AA
T-..G...T.
:AT-CAA...CA...
T-.AG...CA.CAG...
C-..G...T....C......
:CT-.AGTCATA...T...CA..
:.G-.AA--.CATCAC..A.T.

.TG...--A.A.T...TA-.--..GT..G....TT-...TC...... TAA----CA....C..CC.ATTA...A-A..TTT----...
cesToenons AT-.CT.A.A..-————————————— e
. . ..GTGC.AT...---G..ACGC..TGG----..A....A.TT...G.A.
e A..G-A--..GGT..G.A...AG.GCAAA. .AA---CCAA..AG.GA-.A.TGA.
-C..C...AG.-C—- -.GG----.A..G.A.A.-CC.C....
----.G..C.T-.

:AT-.AT...T.AC.T.T. .
.G .GGT----A..TG.-- - -
AT .GGG---A.C...G..C.-C.ccC-- -
...AT----A..GG..C..-...-GAAGT-TGC-----——-—-——— ..
.C...AA--GAT..G.AA...-C..T.... .. .
. ...GG.AGTTGG..T..A....-..TC....T-.CCATT----...-.AAA-————— 129
.......... -GATG..C.CA..GT----...A.T..GAT.A.GA.AGA-TGCT.T----..C-...A-———-= 129
....... GGA.C.. ..AG----..A..TCA..-C..G...T.-....T.——==...-...A-————- 132
G.T--G...A.-CT.C.CACAGC.GG----A..T..CAG.A.GCT....--A.... .
. .. T TGC..A - C AT..TAA----.A.-...... -C..A.A...-C.A...-——-.G.-..GA-——-—- 122
-C-..A..ACA-GCAA.... «e=.=...-A.TG..AACA..TT.AT.AAT..A.T..GTC.--C..TTTG..... T ieeeen . .G.TG————~ ACTG....A-...C..... -..CGT.-===. ... . . A-————— 116
.TAT.... .C-ATAC.TA.T..G----....T.-.--.TT.T...G.-A--AC.G..C...A.A-..A.A....C.GAG--—-..— A..A-..CC..T..-.A.TTT--———-...-..T.-————- 106
JAAL L. T..-——=....T...-—..C..... G.-A--..GT..G..... [C T..C..TG----....T..... R ... TC--—=.T.-.G.A-————- 110
T .TA..----.C.TA-..---.A...TGC.-.TCC..AT.C..G.TA-TCTC....A..GTA----CTAA..GC..-..TG..CT.-A...T.ARAG.
G.-G--..G...GCCT...-......... C.TGG----..A....C..-G..C.T...-C...
-A..A-.---C....TATATT.A.TT..... T.C.GG----.A..TTCA..-C..TA.A..TA... LT
Al -—---..TGA -..C.CA-——-.TCAA...TT...-.C..-ATCAC.GCA----.....———— .—...GA..T.-C.....-——- ammm—a

LACTC.A-. .. .-
.C..TGA-AGA.T.




AmnSINEI (chicken) cons
chr2:118,843,690-118,844,129
chr2:86,373,833-86,374,350
chr8:27,424,135-27,424,435
chr5:35,360,218-35,360,495
chr4:2,135,009-2,135,345
chrl:182,768,840-182,769,245
chr5:22,251,128-22,251,514
chr4:53,214,621-53,214,914
chr2:32,524,517-32,524,738
chr2:16,367,040-16,367,209
chrl:99,961,657-99,961,966
chr2:143,078,494-143,078,851
chr4:88,091,993-88,092,407
chr2:107,246,547-107,246,900
chrl:153,559,699-153,560,039
chr20:13,249,097-13,249,471
chr2:31,974,977-31,975,183
chrl:182,563,004-182,563,356
chr2:105,966,005-105, 966, 354
chr2:144,872,567-144,872,759
chr5:17,303,737-17,304,206
chr5:44,206,127-44,206,327
chr5:38,838,574-38,838,873
chrz:29,464,952-29,465,275
chrl:149,690,682-149,690,989
chrl:166,227,721-166,228,104
chr4:76,706,356-76,706,828
chrl:40,679,313-40,679,604
chrl:31,190,942-31,191, 311
chr7:21,147,037-21,147,325
chrUn:56,584,430-56,584,748
chrl:92,362,519-92,362,846
chr8:5,961,389-5,961,692
chr19:5,230,102-5,230,344
chr7:9,125,064-9,125,466
chr24:914,218-914,454
chr5:48,440,921-48,441,289
chrl:95,263,137-95,263,489
chr6:29,821,890-29,822,266
chrl2:13,944,536-13,945,003
chrl8:5,356,496-5,356,930
chrl:124,675,247-124,675,690
chr20:7,155,282-7,155, 630
chr5:44,208,732-44,208,929
chrl1:5,130,826-5,131,233
chr7:34,704,354-34,704,742
chrUn:53,327,606-53,327,809

B. chicken AmnSINEI1 (continued)

345

364

.. .GL e .-.. 353

TG L-e -....T..CAG.A.T...G....G - . - — - - - - —_— -- 301

250:-===——. .. ... T.. LLALLC-ALL ... .- A-————— e - - -— - - [ —_— -- 278

240 --..T..A..T.G.TT.GA~-.. - -- ——c [ —— 265

244 ----..AT..CT..... TTGC..--C. .AA. GA. T..AT..GCCA..A--.G.G-.T 359
248 ----TGGA...T..TT...A..A-.CA.- Teounn. GG

.T--..-.GAG...A.A.CA.G.G--.C.—===—————-
..--TC-.GA.T.CA.TT.-...G-C.TTA.TGT.T...

-——=...C...-—G...... A.
-—--T....A.TA.G....-—.

o= ...~—AGA..AGT.GAAA
----C.G.--AGC..C....
G..-AATT..T--TGC.T.G..GGARAA.A....
..--C.A.GAC.A.A...A.GAG.
A.--AG-G....-.T..A-..GC.
.AAA.G.CC..G.ACAT......




B. chicken AmnSINEI1 (continued)

AmnSINEI (chicken) cons 474
chr2:118,843,690-118,844,129 416
chr2:86,373,833-86,374,350 487
chr8:27,424,135-27,424,435 302
chr5:35,360,218-35,360,495 279
chr4:2,135,009-2,135,345 266
chrl:182,768,840-182,769,245 - — -- 376
chr5:22,251,128-22,251,514 - - _- 387
chr4:53,214,621-53,214,914 R —_— —— 257
chr2:32,524,517-32,524,738 — — —- 223
chr2:16,367,040-16,367,209 — — —— 171
chrl:99,961,657-99,961,966 — — —— 231
chr2:143,078,494-143,078,851 —-— J— -- 255
chr4:88,091,993-88,092,407 A.A..... A..TT.T.AATC... 375
chr2:107,246,547-107,246,900 — — -- 212

chrl:153,559,699-153,560,039 250 it T A.-....C....G.A.C..G.A...C.A..T--=.T.CT.- === .T. . === === - - - ——— - -—= -—= -- 311

chr20:13,249,097-13,249,471 -7 - - - = 328
chr2:31,974,977-31,975,183 - [ _— -- 208
chrl:182,563,004-182,563,356 -.GG..... C.A---GCC.AT-- -—— -—— -- 309
chr2:105,966,005-105, 966,354 -...A..A A= T....—— — — —-- 306

chr2:144,872,567-144,872,759
chr5:17,303,737-17,304,206
chr5:44,206,127-44,206,327
chr5:38,838,574-38,838,873
chrz:29,464,952-29,465,275
chrl:149,690,682-149,690,989
chrl:166,227,721-166,228,104
chr4:76,706,356-76,706,828
chrl:40,679,313-40,679,604
chrl:31,190,942-31,191,311
chr7:21,147,037-21,147,325
chrUn:56,584,430-56,584,748
chrl:92,362,519-92,362,846
chr8:5,961,389-5,961,692
chr19:5,230,102-5,230,344
chr7:9,125,064-9,125,466
chr24:914,218-914,454
chr5:48,440,921-48,441,289

chrl:95,263,137-95,263,489 228
chr6:29,821,890-29,822,266 TTT...-——-.A. 205
chrl2:13,944,536-13,945,003 : . .. ..C.... . TG..G.A..ATG. 203
chrl8:5,356,496-5,356, 930 59:.....T..... A..-——mmm- ve=eeeiCuttiG...CL..T.. .-AA..AG. - ..G....TG...AT...... 185
chrl:124,675,247-124, 675,690 62:..C..C..C..AGTAGTTAA. . -.G..G.~===.C..TG...G..... CA..T..... A...-.-T..AA...T..G....TT.T...C..GA.A....GACC.A. 195
chr20:7,155,282-7,155, 630 55:..CTC..-AG...GTTACCT. . \===GT...===== ..G...C..=..A..=.T.GC...A...T..=.A...C.GC..o..... A.A..CT.T.A...G.A...... 187
chr5:44,208,732-44,208,929 U .T...AC.————— . JR - .C..TG----CA...C.. 149
chr11:5,130,826-5,131,233 --CT...TG-CC...... 165
chr7:34,704,354-34,704,742 T .A. 149
chrUn:53,327,606-53,327,809 G TATG. .AGC.CTCA 155




AmnSINEI (chicken) cons
chr2:118,843,690-118,844,129
chr2:86,373,833-86,374,350
chr8:27,424,135-27,424,435
chr5:35,360,218-35,360,495
chr4:2,135,009-2,135,345
chrl:182,768,840-182,769,245
chr5:22,251,128-22,251,514
chrd4:53,214,621-53,214,914
chr2:32,524,517-32,524,738
chr2:16,367,040-16,367,209
chrl:99,961,657-99,961,966
chr2:143,078,494-143,078,851
chr4:88,091,993-88,092,407
chr2:107,246,547-107,246,900
chrl:153,559,699-153,560,039
chr20:13,249,097-13,249,471
chr2:31,974,977-31,975,183
chrl:182,563,004-182,563,356
chr2:105,966,005-105, 966, 354
chr2:144,872,567-144,872,759
chr5:17,303,737-17,304,206
chr5:44,206,127-44,206,327
chr5:38,838,574-38,838,873
chrz:29,464,952-29,465,275
chrl:149,690,682-149,690,989
chrl:166,227,721-166,228,104
chrd4:76,706,356-76,706,828
chrl:40,679,313-40,679,604
chrl:31,190,942-31,191, 311
chr7:21,147,037-21,147,325
chrUn:56,584,430-56,584,748
chrl:92,362,519-92,362,846
chr8:5,961,389-5,961,692
chr19:5,230,102-5,230,344
chr7:9,125,064-9,125,466
chr24:914,218-914,454
chr5:48,440,921-48,441,289
chrl:95,263,137-95,263,489
chr6:29,821,890-29,822,266
chrl2:13,944,536-13,945,003
chrl8:5,356,496-5,356,930
chrl:124,675,247-124,675,690
chr20:7,155,282-7,155,630
chr5:44,208,732-44,208,929
chrl1:5,130,826-5,131,233
chr7:34,704,354-34,704,742
chrUn:53,327,606-53,327,809

B. chicken AmnSINE]1 (continued)

I EE——
475:CATTTCAGTGGTGG-RTGAAATGATCYBTA--—--—~ TATG--TAGYTTGTAAAGCGC----TTTGRGA---TCCTTCGGGATGAAAGGCGCTATATAAACGT-AARG-TATYATTATA 574
417: -— -

488:T...... C..
302: -—= --
279: -—= -
266: - --
377: -—= -
388: - --
257: -—= -
223: -—= -
171: -—= --
231: -—= -
256: -—= -
376:..... A.A.AA...-A.
212: -—= --
312: - --
329: -—= -

341:-.GA.G.T.CA.AC-C.T.C.-...
261: -—= -
321:..iiii... CAAAGTGAC.CA. ...

244: -—- -
266:....-...CTT.---T.TTTT.TT. . . .
I I e
235:A....TG..A..-—-T.T..-....
229:..GAA.T.AC-..A-AGC..T.TC.
:..C.GTG--AC..C-A...GC

.TC.C..C.G..TTGA. .A.
--...C

-.T..AA..TCAGT.T..T.A.~-

.. .GA-.TATTG. .G.GAATAAAATTGTCAATAAATGTAGTA 280
R ..A.-AGG.T..TC..-TTA.----.C - --- --- -




C. LmeSINEla

LmeSINEla cons lem-————— CAGAGGGTGTTGGTGGCTCAGTAGGTAGCACTCTTGCCTCTGAGTCAGAGGGTCATGGGTTCAAATCTACCCAGAGACCCTGGACGTGTTCCATCTGC 98

AC150283_1 1:TCCCTCTCTGGCTTTGCAGATACTAATGT TTCA . & v vt i e et ettt ettt ettt e TA. i i et e 2 Aceiiiian. 130
AC150283_2 1t AAT TAACCT G AR A AT CAA CT T T T AR R A C C A A . i i i i ettt et ettt ettt ettt ettt ettt eeennneeennnns A i e e e e e A.A..... CT... 130
AC150284 1:GACCTTACCTGCTTGAGGAGTCTGGTCAGAATG . + + v v vt v e vvvineeennnneeeeeTii ittt i iTGe ettt e i i i e TA..... TG..... 130
AC150308 1:TTTAATCTCCTTCTCCARAATCCTAATCCARAT v v vt v v e e e e e el i G ettt e et ettt et ettt ettt ittt e TGuev e v v v A.A. ... 130
AC150310 1:TTGTATTCTATGTGTTACCTATACTATGTGTAG . v v v v vt v e evetieeneeeeeneeeeeaCuiniiiiiiiiiieieeee e Ciniiniiiian AGA.. v Aleiiiin. 130
AC151571 1 1:TTCTGTCCATCTCAGCATGAACCCAAATGAAAATTCAAC.TC 3 T 130
AC151571 2 1:CTACCAGTAGGTGATGCTAGAGGAGGAAGAAG. v v vt vvvevenneenneaaCAL i T A A i it i e e [ Ao, A. 130
AC151571 3 1:TGTTGCCACCCATAGTGTTAGTATGTATAAGT s v v vt v v vt e it eieeenns R e Toaa Tovunn. T..A..T...... G 130
AC151571 4 1:GTTGTCCTCATGGCAAAAGTTATGTCATAAGA.CA...C.. .. D P L O £ € T..Govvvvnnn Toooo.. Toouoon. 130
AC151571_5 1:CTAGTCTACATCATAARAAAGGGTGGTAACCAA . & vt e et ettt ee e e LLCAL AL L A e Ao AA....T...... 130
LmeSINEla cons 99: 224
AC150283 1 131: 256
AC150283 2 131: 256
AC150284 131:... 256
AC150308 131: 256
AC150310 131: 256
AC151571 1 131: 252
AC151571 2 131: 257
AC151571 3 131:.. 227
AC151571 4 131: 231
AC151571_5 131: 256
ImeSINEla cons 225 328
AC150283_ 1 257:... .T...T....TATGTGGTTATAATAGTACATTT 383
AC150283_2 257: ..T...T... . AATTTACTTTTGATGTTTGTAAT 383
AC150284 257: ..A...A..C.ACCAAGAGTGAGTCCAATGGGAG 384
AC150308 257: ..A...AATCCTGTATCTGCTCTGTTTTTGTTTT 383
AC150310 257: ..A...A.T..CCTGGGGGATCCCAGCATTCACC 383
AC151571_1 253: ..A...AT.T.TTGGCTGGAATTGCAAAGATTTT 368
AC151571_2 258:. ..T...T....GTCGCTGGCTTGAGTCTGACCCT 384
AC151571_3 228: ..A.A.GTG..GAAAAGTACACTGACTGTGAGCT 344
AC151571 4 232:. ..T...T..TGTCTATAATACAGCATGGTATAGG 359
AC15157175 257: .T...T...TAAAATCCATTAGCACAAATTGGT 373




D. LmeSINE1b

ImeSINElb cons
AC147788 2
AC150283 2
AC150310_2
AC151571_5
AC150308_2
AC151571 4
AC150308 1
AC151571 6
AC147788 3
AC151571 1
AC151571 7
AC150283 1
AC150310_1
AC147788_1
AC151571 2
AC151571 3

ImeSINElb cons
AC147788 2
AC150283 2
AC150310_2
AC151571 5
AC150308_2
AC151571 4
AC150308_1
AC151571 6
AC147788 3
AC151571 1
AC151571 7
AC150283 1
AC150310_1
AC147788 1
AC151571 2
AC151571_3

ImeSINElb cons
AC147788 2
AC150283 2
AC150310 2
AC151571 5
AC150308_2
AC151571 4
AC150308_1
AC151571_6
AC147788 3
AC151571 1
AC151571 7
AC150283 1
AC150310 1
AC147788 1
AC151571 2
AC151571_3

li————————————————— GGTGGCTCAGTAGGTAKCACTGTT-GCCTCTGAGTCAGAA-AGTCG-AAGGTTCGAATCCCACCTGAGGAA---CCTGGACATATTCCATCTRCCAACGCCCCAGC 100
1:ATCTGACACCAATGGTGTTT....T...... A...G....Coimiii i -..CTA-C..... T...CT...AT....... it G...T..... G..... A...AGCA 119
1:TTCTTCATAGGTTATTTAT . .. cA. i et i e G-.T....A.T. . -T..T.-..CT.CT.T........ A..CA..---TA....T...CATTG.-.A....T..A..... 118
1:ATTACATTTCCTCTTTATA....... T..o... T..T-...T. .= GG-G..T.C..... C.A.-..T..ooiiin. TCTT .o v v G..T....A...GTATA.T... 121
1:TACTTTTTTGTTTTGTTAGTTAA. . . ... .. T...T..... Com e e AA..A-T...... AG....... Toooo. T e Govvnn A..... Ao, 120
li--————— A-C..... G..-.G- ACCT AAC. .CT..Guvvvvvnnnnn GT AT...... 6l
1l A..CT.......oo.. .. Govvvvnnnnnnn G Toveen.. T 56
It mm—m e L AA-.T.CC..C.vvvin. G.T AT L. 39
L GA....... 11
0 e 0
0 e 0
Ot mmm o 0
O mmmmm s 0
O mm o 0
R e e e e e e L L P L Lttt 0
[ e et e e L L e e L L 0
0 m 0
101 :ATGGTGTTTGG-GGGCGC-~-——-—~ TG-TGCTGCTGAAGGTGCCTTCTTTT-GGATGAGACGTTAAACCG--AGGTCCTGTCTACTTTGTGGACATTAAA--GATCCCATGGCACTTTT----CG 207
120:TGATGC..GA.--A.T.T--—-—--—— F A..... C—vniaan A...... T.-——...G-. . i m e [ L TT..... ---=-.. 205
119:.A..... C...—..-.A.——————— .=Cool. C...A.T.A..... G.-ATC.A...T.C...... A--CAT......... T..o.o.. T..T.G...G——.... T ----T. 224
122:..
121:
62:..
57:
40:
12:

e e L L E L P T A...
—————————————————— ATACAATC--CATCATGTTAA. .



D. LmeSINE1b (continued)

LmeSINELb cons 272 :TGTGTGG TG TG m— == —mmmm— — 282
AC147788 2 276: 286
AC150283 2 308 318
AC150310_2 327: 337
AC151571_5 306:. 317
AC150308_2 227: 237
AC151571 4 253: 264
AC150308 1 183: 193
AC151571 6 191: 201
AC147788 3 167: 175
AC151571 1 134:.. 258
AC151571 7 137: 147
AC150283 1 117:... 127
AC150310_1 64:... 74
AC147788_1 31: 41
AC151571 2 0: 0
AC151571 3 0: 0
ImeSINElb cons 283: 303
AC147788 2 287: e TCAGAGCTGGACTGGC 323
AC150283 2 319: 338
AC150310_2 338: 357
AC151571 5 318: 339
AC150308_2 238: 258
AC151571 4 265: 286
AC150308_1 194: 215
AC151571 6 202: 223
AC147788 3 176: 195
AC151571 1 259: 365
AC151571 7 148: 170
AC150283 1 128: 142
AC150310_1 75: 96
AC147788 1 42 62
AC151571 2 0: 0
AC151571_3 0: 0
ImeSINElb cons 303: 303
AC147788 2 324: 448
AC150283 2 338: 338
AC150310 2 357: 357
AC151571 5 339: 339
AC150308_2 258: 258
AC151571 4 286: 286
AC150308_1 215: 215
AC151571_6 223: 223
AC147788 3 195: 195
AC151571 1 365: 365
AC151571 7 170: 170
AC150283 1 142: 142
AC150310 1 96: 96
AC147788 1 62: 62
AC151571 2 0: 0

AC151571_3 0:



D. LmeSINE1b (continued)

ImeSINElb cons
AC147788 2
AC150283 2
AC150310_2
AC151571_5
AC150308_2
AC151571 4
AC150308 1
AC151571 6
AC147788 3
AC151571 1
AC151571 7
AC150283 1
AC150310_1
AC147788_1
AC151571 2
AC151571 3

ImeSINElb cons
AC147788 2
AC150283 2
AC150310_2
AC151571 5
AC150308_2
AC151571 4
AC150308_1
AC151571 6
AC147788 3
AC151571 1
AC151571 7
AC150283 1
AC150310_1
AC147788 1
AC151571 2
AC151571_3

304 - —— e CGTTCCACCCCAGAGGTGGCTGCACTTCAGTGGATTGCACAA
449: TAGGGCATTCAAGTAGAGGGGCATACCTGGAAAATTCCAGGTTTCCGGGCTGGCCAGTCCGGCTCTGGTTGCCTT . o .G v v v v v e e € G
339:- AL ...ALLALG.. .. T.TAGTT---G!
358: T....TGGTTCTAGT
340: R . A..... - --C.
259: . T .T....T.A..A....C...G.T.——————~ ..
287:
216:
224:
196:
366:
171:
143: .. .
97: . G LT ..
63: LALLT. e AL
1: P B ittt
1: .. cemmmmm - ..
348:
567: - G ACoveinn. C..C..—..... -..T..... TAATATCTGTCTTGCTTCCTGATACAAGACTACTTATTGACCAC
387 -...T...-——— . A.CA.T...TAT......... GT..--G...TA...CA.ATAAATCA-GTTTGTAAAATCATTTATCATTTGGGAAATATTTTAA
408 T e -T....A..G.A.T...G....... GTC..-...A.-...TG.ACTACACAAAGTCTAACATAACTATTTTTGATCATGTTTAGATATG
384:... T e “TA. oo T....G...G...... e e GTGTGAAAGCACAACAGCTGTATCCCTAGCTGGATTTTTCCTCT
303:... T e -...ALLAL.L.. TA..G.G.C...G....GG....-...C....CTCAAGTTTCCTTTTCAGAAGTATATCAGTATAACTGTTGTGGA
331:C.. T e —LAL oo A....... G...T...—...TG—........ ATTCAAAAGAAAGTACTAGGGATTAAATACCACAGAACGTTGTT
259:.. ~..Co.- AAL L. ATA.A.A..--T.GGTC.-G.-..T....A.T.CACTCCAGCCTTTTGACTGGTTCCACTGAGATGAAAGATCTCTC
268:... e = T O GTCAGTCATACTTCCTATTGTTTATTGTCATATGTCTTACATTG
240:... . T.C..T..-GA.-.CA....... A....A....AT...-T.CTT-...TA.ACTGAATTGTCATTTGGGGTTACAAAACCAAACATACCATTACAAA
410:.A. Gom il GAG....... G...TT...C....... Tevemennnn -...CAG.TTTCAAAACTGTGGATGTACTTCTTTTTTCCCCAATGAATGGTGC
219:... ...C..G-A. ..., Rk A...Covnn.. TG..-G....-..GTCCTGGTTTAAAAACGTAAGCTGTTGTTGGCATTCAGGTGCAAACTGCA
185: . ....—.TA.AAC.-..ATGCA--————————————— AAT.T...CATA.T.-C..A.-A.GTAAG.AATGCAT-TTAAAATAGTAATCTTAAAATAATTACTACTTTATA
141:... -.T..... —AL oo T..Coviviinnnn.. A...A.-....C..GTTCATTCATTCCATCCTTTGGTATAGAAAAGGTGTTCAGGCCAA
107:... e —AL oo B T.G....-C.CAC-..A...TCATTTAAATTGGTTGTACTTTATGCTTCTAAATTGTTGTCCATTA
25:... T R -T.G...T.C........ —e...Ciia TAGCAGGCCAACGTGTGAAGATTTGAAACTTTTTAAGCTAGAAG
20:... T e o Covnnniiinn e - AL TTACAGTTCTGAATTAACCTTTCTTGCATTTATTCTTCTTGCTC

347
566
386
407
383
302
330
258
267
239
409
218
184
140
106
24

19

415
678
503
527
495
413
442
368
381
355
522
330
278
253
218
135
129



E. SINE3_IP

SINE3 IP cons
CK417334
CK417958
CF262350
CK419868
CK421507
CK405811
CK416663
AC148720
AC148615
CK415416
CK413847
CK416055
CK417608
CK417407
AC148615 2

SINE3_IP cons
CK417334
CK417958
CF262350
CK419868
CK421507
CK405811
CK416663
AC148720
AC148615
CK415416
CK413847
CK416055
CK417608
CK417407
AC148615 2

SINE3_IP cons
CK417334
CK417958
CF262350
CK419868
CK421507
CK405811
CK416663
AC148720
AC148615
CK415416
CK413847
CK416055
CK417608
CK417407
AC148615 2

li-—mmm GCCAGAGCCATATCTCCCTGCAGTTCTCGCCTGGTTTCCCACTGAAGCTAAGCAGGGTTGAGCCTGGCCAGTACCTGGATGGGAGACCTCCTGGGG-AAAA 100
1:CTTCCTGTGTGTTTAATARAACCTGTACACTTTATAC. .T. ... 130
1:TGCAARATAAACATCGCATCACATATGTGCTTACACAC.TTC-. . 129
1:ATTGCCCAGCCGTATTATAAGAACAACAAAACAAATT .. ... ... e 128
1:ACAATGGGGAAAAGAAAGCGGCTTTTTATTTTACCTTA. .T.. ... e 136
1:ATTATATTTATTCAGTAAATATGCCATATGTGATAATAT . T i i ittt et ettt e et nnn 137
1:AATGTGTAAGTAGAAAAGATGATAGATAGATTTATAT . v v v v v v v e e e et 137
1:GTTGGTTTGGAAGGTCATGAGTTTAAATCCCAGCAAC. . 137
87
76
0
0
0
0
: 0
0: 0
101 234
131: 256
130: 215
129: 243
137: 212
138: 271
138: 263
138: 272
88: 221
77: 209
1: 37
1: 27
0: 0
0: 0
0: 0
0: 0
235 360
257: 381
216: 338
244: . 318
213: 333
272: 341
264: 387
273: 398
222: 346
210: 337
38: 162
28: 153
1: 108
1: 126
limmmmm e 110
0: 0




E. SINE3 IP (continued)

SINE3 IP cons
CK417334
CK417958
CF262350
CK419868
CK421507
CK405811
CK416663
AC148720
AC148615
CK415416
CK413847
CK416055
CK417608
CK417407
AC148615 2

SINE3_IP cons
CK417334
CK417958
CF262350
CK419868
CK421507
CK405811
CK416663
AC148720
AC148615
CK415416
CK413847
CK416055
CK417608
CK417407
AC148615 2

382:.
339:.
319:.
334:.
342:.
388:.
399:.
347:.
338:.
163:.
154:.
108 :———————mm
127:.

LT
.C.
..TG
.CA.
AL

.TATTACAATCGTTACTCTGCTTAACCTGGATAT
CCAAAAAGTGGTTATAGGAAATTGTGTGTATAT

.GAAAAAATAGTGTAGATCTGGTTTGATAAAATC
AGGGTTAAAAAACTATTTCAAAGGCTCTGGGAC
CTCAGACCTGTGATGACCACAGTAGCATTATCT
.CATTTAATCCTGAAATGTTTTGATTCAATTTTA

506
439
446
419
403
518
526
474
470
290
274
108
255
116
80

583

524
538
452
475
529
547
598
575
415
388
108
381
116
202



F. OS-SINEI

0S-SINE1l
BX300187
CA350860
CA371488
CA349583
CA359983
CA387519
BX865882
BX074776
BX080054
CA367757
BX864251

0S-SINE1
BX300187
CA350860
CA371488
CA349583
CA359983
CA387519
BX865882
BX074776
BX080054
CA367757
BX864251

0S-SINE1
BX300187
CA350860
CA371488
CA349583
CA359983
CA387519
BX865882
BX074776
BX080054
CA367757
BX864251

cons

cons

cons

e e e CAGC-AGCATACCACCCTGCATCCCACTGCTGGCTTGCTTCTGAAGCTAAGCAGGGTTGGTCCTGGTCAGTCCCTGGATG 79
1:ACCCCGTATAGTCCACTACT TCTGACCAGAGGC TATAGGG . « e TGt i v ittt it e ettt ittt te ittt et te it eeete e eeeeneneeneaeneeneeneeenenennennnn 120
li—m——mm—mm TTGGATTGTCAGAGCCAAGATTGT .= v v vt e e e e e e e e N Covvnnin Covnnn Tevovno.. 100
1:CCTCAACAGCCCTGCAGTCCATAGTGAAGAGAGCAAGAGTG. . .= v v v v T C.o———..A........ AL T...-—==————-—- ... 105
1:ACCCATAGCTAAATAAATTAAACAGTTCGATATTGCATGC . o v v =ttt i it i e e e e e ns AL, A e e e et e e e e 119
1:CTGTCCAAAAAATGTTGGCACAATCAGAATGTGGACAAGA T C A .~ i ittt it ittt et ia s i P i b bt .. 108
1:ATATCTAGGGGGTGAACAAT TGTGAT TATTACCGGATTAC . v v =t ittt it it ittt e e e L Gevvnnns 119

121:
101:
106:
120:

120:..

64:

1

0

0

0
123:t——————— AGGCACTCTTTCCTCTGGTCTAAAARAAATA--TCC-CAATGCCCCA---GGGCAGTGATTGGG 180




F. OS-SINEI (continued)

0S-SINE1l cons 181:GACATTGCCCTGTGTAGGGTGCCGTCTTTCGGATGGGACGTT-AAACGGGTGTCCTGACTCTCTGAGGTCATTAAAGATCCCATGGCACTTATCGTAAGAGTAGGGGTGTTAACCCYGGT 299

BX300187 : - —-——= T.... L ... 321
CA350860 319
CA371488 459
CA349583 336
CA359983 309
CA387519 337
BX865882 281
BX074776 171
BX080054 118
CA367757 70

BX864251 54

OS-SINE1l cons 300 388
BX300187 322:..T....T.... ceee. . TT. e R LT . 408
CA350860 320: e e N 408
CA371488 460: cee..m—..C.. LL.ColT. ... 530
CA349583 337: . 393
CA359983 310: LALLLAL. .. ...C.C....--..C..C.C.. . 393
CA387519 337: 337
BX865882 282: .. 370
BX074776 172:..T... ce . ..A...CT..T.A.... 248
BX080054 119: e .. e 198
CA367757 71: . L.Co .. 159
BX864251 55: .C.. ..C. 142
OS-SINE1l cons 389 4717
BX300187 409: . . .. 516
CA350860 409: e 486
CA371488 531: e LAG. 614
CA349583 393: 393
CA359983 393: 393
CA387519 337: 337
BX865882 490
BX074776 251
BX080054 198
CA367757 279
BX864251 239



G. SacSINE1

SacSINEL
CVv798249
CV652579
CX196462
CvV547929
CVv652594
Cv720313
Cv889426
Cv798150
Ccv888980
CX197412
Cv720481
Cv889296
Cv798390
Cv5471727
CV798466
Cv652222

SacSINEL
Cv798249
CV652579
CX196462
CV547929
CVv652594
Cv720313
Cv889426
CVv798150
Ccv888980
CX197412
Cv720481
Cv889296
Cv798390
Cv5471727
CV798466
CV652222

cons li-mmmmmm TCAGCTGTGGCTCAGTTGRTAGCACTCTAGCCTCTG-AGTCAGAAGGTTGTGGGTTCA-AGTCCCACTCCAGGGACTTGAGCACAAAAATCTARGCTGACACTY-CAGTGC-AGTAC
1:AACATTTTTTCCTINTTAGCTGTG. v v v v v v e v ie e en AA...... A.CC....... R C..C...Cuvimii i G.CC.uviiiii i Govvnvnnnn C—oiinn -..CG.
1:CAAATTTATTTATTTTACTTCAA. ... .. - T.o.o... AA T T.TA...... -.To.o.. A Covvnnns -.AC..... A R AT....... - A.G....... T—.o... -..C
1:GAGCCATCCACTGCCATTACATTC . vttt v ieee e en G A..... T G..-GC......... Covvnnnns T T...... G AR, i i e Govvwvnnnn CCG..... -T.C
1:CTCAAAACAGTTACTATCTCTAG. .T.T......... A.-.G..... Teerveinnn. G.A........ Covvvnnnnnn T eeseetcevaas A..... L A.A G..A.T- Coomvnnl

113
136
133
138
136

cons 114:
137:
134:
139:..
137:

51:
83:

234
257
243
244
234
170
148
191
183
154
105
95
82
37
25
17



G. SacSINEI (continued)

SacSINEl cons 235:AGTTCTCCCC------- GGTGTCCT--GGCCAAYA--—-—--— TTTATCCCTCAACCAACATCACTAAAA--CAGATTATCTGGTCATT-ATCTCATT-GCTGTTTGTGGGAGCTTGCTGTGCGCAAATTGGCTGCCGCGTT
Cv798249 258:..

CV652579 244:

CX196462 245:

Cv547929 234:

CV652594 170:

Cv720313 148:

Cv889426 191:

Cv798150 184:..

Cv888980 155: .

CX197412 106:TA..A. . T-T-—--———— AAL L C.—————- AL T..CT..C i A..... T Tovenon. G i ii i T T...... A..... AT...... T
Cv720481 96: . T. . A ... om———=== .. .. ... -—..T.C.T.—-===——...... G.ev.nn Teeeon. A AG .AC.C C -...A. P GA.......
Cv889296 83:G....... -T--————- A..A e C.————-—- Covvinnn G..A....... T.oo.o.. -= C.o.o... T..T...TT.GCTG..-.A........... C T..A.ATA...... AC..... AT
CV798390 38:

Ccv547727 26:

CV798466 18:

Cv652222 1:

SacSINEl cons 356:T-C-CTACATTACAACAGTGACTACACTTCAAAA-GTACTTCATTGGCTGTRAAGCGCTTTGGGACGTCCTGAGGTCGTGAAAGGCGCWATATAAATSCAAGTTCTTTTTT

Cv798249 37%9:.-.-.C...CC.....i. .CC..... -.C..C....l. CA. ... T m T
Cv652579 345 i m
CX196462 33l i m
CV547929 23 i m -
CV652594 170 mmmmmm oo o
Cv720313 148 mmmmmm o
Cv889426 N
Cv798150 200
Cv888980 2l i m
CX197412 227:.T.—. ... AA...... A-——-————- ..GCG.C-TCTT.......... T.G TA...G..ATAT...A...TATA..... A.T..TG....... Coviniiie i CTTTCAGTTTGATTTTCTATAGTGTTCAT
Cv720481 S -A GG..... T L Teveeiinn, A..T. GG...C.CT.CC...TTAAATATATTTAGGTGGGTCTGTGTTAG
Cv889296 204:.-.AT....... TG —— ===~ —m— -
CV798390 157:.-.- GC..... Fei S A e Al A.AT....... Ao, T...G....C..... AT..... ATTTATTCTTTCCAGCAAGGCCAGCATTTA
Cv547727 B B —.Ci i G Ao A..... T....A...... A.T.A....... GTTCTTGC...C...TCTCTAGCAGAAAATTCAATGCTTTAAGG
CV798466 141:.T.-..G.G..Guvt i it i i i i e T.-A...... TA...AA..G. Coooaa Tevenn. Teoono.. C...AG..A. G.o.... CT...... AAAAGGGGCTTAGGCCATCGGGAATGCAG
CV652222 TO: == T i G..CTT........ T e A. AT T e e e e i T..T.A...... A.Go.oooin. C..TATGGGAATAAACGATAATAAATGGGAAT

355
378
345
331
234
170
148
191
200
211
226
218
203
156
146
140
69

463
433
345
331
234
170
148
191
200
211
355
355
217
292
283
278
206



H. EbuSINEI

EbuSINE1l cons
BJ645639
BJ649721
BJ650190
BJ650899
BJ665682
BJ666394
BJ666655
BJ649573
BJ656982
BJ657082
BJ654403
BJ662848
BJ653004
BJ650142
BJ658735
BJ659800
BJ656117

EbuSINE1l cons
BJ645639
BJ649721
BJ650190
BJ650899
BJ665682
BJ666394
BJ666655
BJ649573
BJ656982
BJ657082
BJ654403
BJ662848 T T.A.A..... L A..-———..A....GG.A.A....——.T..TGA-..AA.A...T.A..... A...T...T.A...-..TA...... A...... 174
BJ653004 58 A..G..—...A....... == TG -——--..A.GTT-G.AC..... T A.A...TA..A-..ACT.G..--=-=.... 155
BJ650142
BJ658735
BJ659800
BJ656117




H. EbuSINEI (continued)

EbuSINE1l cons 184:GACGTTAAAGATCCCAC-—————=———————————— GGTGTCCTTCGCGAAGAGTAGGCGAGCTATCGCCGGCACCCTGAACAAATTCCAAA—TTCCTGcccm
BJ645639 208:.GG....GG...A.A. . —————————————————— Ao oo oo A..... Covvnnnnnn TC.T..... T....T...... T.T..A.G..... T.G..G...... G.
BJ649721 194:..

BJ650190

BJ650899 201:..

BJ665682 203:

BJ666394 187:

BJ666655 208:

BJ649573 211:

BJ656982 202:

BJ657082 190:

BJ654403

BJ662848 175:

BJ653004

BJ650142

BJ658735

BJ659800

BJ656117

EbuSINE1l cons 278

BJ645639 303:.

BJ649721

BJ650190 303:

BJ650899 295:

BJ665682 297:....Goov G.-T...... T..T..C——....TC....T.GT.T....T.-A..C.CAG.A.AG.A...T...T.TTT.TCAAGGCCTGTGAGAGTCTGCATTAGTGGACA
BJ666394 281: ... T....TTCATTTTCATTTAATCCTCGGACATCCCTT
BJ666655 302: T e NAAGAAAGTAAAATCATAAAGCAATAATAA
BJ649573 323:

BJ656982 288:

BJ657082 254:

BJ654403 257:

BJ662848 268:

BJ653004 191:

BJ650142 202:

BJ658735 185: ..-A....C.GAATACCTGGACAATAATGAGGGCAGCTCA
BJ659800 182: . TGGAGGTAGAACATATTACGTGTAGGATAT

BJ656117

277
302
285
302
294
296
280
301
322
288
254
257
267
191
202
184
181
121

355
411
295
410
365
405
388
389
324
288
254
257
326
191
202
292
288
121



I. EbuSINE2

EbuSINE2
BJ657443
BJ667239
BJ657740
BJ664529
BJ666536
BJ653688
BJ664267

EbuSINE2
BJ657443
BJ667239
BJ657740
BJ664529
BJ666536
BJ653688
BJ664267

EbuSINE2
BJ657443
BJ667239
BJ657740
BJ664529
BJ666536
BJ653688
BJ664267

EbuSINE2
BJ657443
BJ667239
BJ657740
BJ664529
BJ666536
BJ653688
BJ664267

cons

cons

cons

cons

72:
115:...
112:..
121:

34:

11:

T e A. G-C.......... TC.vv il A e e e e T T )
CA....... GAC...... C..... TC T i i i i Teeeiiiiaenn A e e T.A.A .Coo... T.C..... Covvvnnn
T CA....... A..... R Covvn SALLAL o T Gevvnnvnns C G-..A TT...C.T. i A
- P Tooonn. = .GT.. .o eiiiann, N —..Toooee, T. T
- [ PN TT...... LIRS e C. AGe.i i, CG...A AT...TT.......... A.

T e e e A..A..-.T....... Al 2 (€ T CA..TA. ...

...... S N N O O

R IR

114
111

33
10
1
0

186
222
231
234
146
126
117

302
339
338
340
263
235
232
56

370
452
451
340
372
258
345
168



J. BfISINE1

Bf1SINE1 cons
AC150431
AC150429
AC150429-2
AC150387
AC150415
AC150421

Bf1SINE1l cons
AC150431
AC150429
AC150429-2
AC150387
AC150415
AC150421

Bf1SINE1l cons
AC150431
AC150429
AC150429-2
AC150387
AC150415
AC150421

Bf1SINE1l cons
AC150431
AC150429
AC150429-2
AC150387
AC150415
AC150421

Bf1SINE1l cons
AC150431
AC150429
AC150429-2
AC150387
AC150415
AC150421

1
1

e TGTGAGACCGCATGGCGCAG-CGGCAGCGTGTTCGGCTCGGGACCGAG-AGGTCCCGAGTCC
:AAACAGTGTACTAACTACTGTIGTACATC. . o .G v e v e e e eens C—vvvvnn Ao, C..Teven.. -....TGT.G....
:CCTGTCAGCATTGTTGGGTTGCCTGACGC . v v v v v v v TG. .o v vt v -.AA T..... Tooeeoo.. T -..ALLT o
: TATTCAGTGACCTGATAAAACTATTGCA. . ... .. Toveveo.. AT...... A..... A AA..C..A.A-...... T T
——————————————————————————————————————————————————————————————————————————— T.TTT.G T.A..
———————————————————————————————————————————————————————————————————————————————————— A...TT
L]
:GAATC---CTGCCGTGTCACCGATCTTGTGCCCTTGGGAAAGGCACTTTACACGACTTTCCTCACTTTACTCAGGTGAAAATGAGTACCT
...... [ L
...... e
Com=—=. ... AC...... B e e 2 Covntn Attt -=
AG--G..evnn.. ot e e e e e e e e e e e e e L C
...... -—=......C 2 X S Y
———————————————————————————————————————————————————————————————— L
:AGCTTCGGCTAGGGCCGTCCCTCGGATAGGACGTTAAATGGAGGTCCCGTGTCTGGGGAGAGCCATACCCCAGGCACGTTAAAGAACCCA
........ R L
...... N D L W
....................... L
............. T € D G O C T i iie i
....... A e i e A e e e e e e e i e e e e e e
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