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Query= Regi on4
(1868 letters)

Dat abase: /usr/local /bl ast/db/blastlibs/nr
10, 862, 569 sequences; 3,701, 345,023 total letters

Sear ChiNg. . . ..o done
Score E

Sequences producing significant alignments: (bits) Val ue

gb| AAP94585. 1| putative gag-pol precursor [Zea mays] 384 e- 155
gb| ABA97656. 1| retrotransposon protein, putative, Ty3-gypsy subc... 97 9e- 18
gb| ADB85414. 1| putative retrotransposon protein [Phyllostachys e... 96 2e-17
ref | XP_002465565. 1| hypot heti cal protein SORBI DRAFT_01g041205 [S... 96 2e-17
gb| ABA97860. 1| retrotransposon protein, putative, Ty3-gypsy subc... 96 2e-17
ref | NP_001068452. 1| 0s11g0677500 [Oryza sativa (japonica cultiva... 89 2e-17
gb| ABA95343. 1| retrotransposon protein, putative, Ty3-gypsy subc... 89 2e-17
gb| ABA98729. 1| retrotransposon protein, putative, Ty3-gypsy subc... 89 2e-17
gb| AAS90648. 1| putative polyprotein [Oryza sativa Japonica G oup... 89 3e-17
enb| CAE03913. 2| OSINBb0015Q09.7 [Oryza sativa (japonica cultivar... 89 3e-17
gb| AAU43931. 1| putative polyprotein [Oryza sativa Japoni ca G oup] 89 3e-17
gb| ABA92884. 2| retrotransposon protein, putative, unclassified, ... 91 3e-17
gb| AAV43881. 1| putative polyprotein [Oryza sativa Japoni ca G oup] 89 4e-17
gb| AAV25234. 1| putative polyprotein [Oryza sativa Japonica G oup] 88 5e- 17
ref | XP_002436649. 1| hypot heti cal protein SORBI DRAFT_10g006600 [S... 94 8e- 17
enb| CAD39962. 2| OSIJNBa0072D08.9 [Oryza sativa (japonica cultivar... 94 8e- 17
gb| ABA96533. 1| retrotransposon protein, putative, Ty3-gypsy subc... 94 8e- 17
enb| CAE02993. 2| OSIJNBa0043L09.12 [Oryza sativa (japonica cultiva... 93 le-16
emb| CAD40441. 1| OSJNBa0035B13.14 [Oryza sativa (japonica cultiva... 89 le- 16
gb| AAT77397. 1| putative polyprotein [Oryza sativa Japonica G oup] 93 le-16
gb| AAK52121. 1| AC079936_17 Putative retroel ement [Oryza sativa Ja... 93 le-16
gb| ABB47490. 1| retrotransposon protein, putative, Ty3-gypsy subc... 93 le- 16
emb| CAE01888. 2| OSJNBa0035013.7 [Oryza sativa (japonica cultivar. 91 le-16
emb| CAJ86273. 1| HO0901F07.10 [Oryza sativa (indica cultlvar-group)] 92 2e-16
enb| CAE05745. 1| OSIJNBb0017101.25 [Oryza sativa (japonica cultiva.. 92 2e-16
gb| ABA93980. 1| retrotransposon protein, putative, Ty3-gypsy subc... 92 2e-16
gb| AAL31060. 1| AC090120_6 putative gag-pol precursor [Oryza sativ... 92 2e-16
gb| ABF97190. 1| retrotransposon protein, putative, Ty3-gypsy subc... 92 2e-16
enb| CAD40114. 1| OSIJNBa0035013.3 [Oryza sativa (japonica cultivar... 92 2e-16
gb| ABA96683. 1| retrotransposon protein, putative, Ty3-gypsy subc... 92 3e-16
gb| AAT69666. 1| putative polyprotein [Oryza sativa Japonica G oup] 91 4e-16
gb| ABA99121. 1| transposon protein, putative, unclassified [Oryza... 91 4e-16
gb| ABA92092. 1| retrotransposon protein, putative, Ty3-gypsy subc... 91 4e-16
gb| AAP52584. 2| retrotransposon protein, putative, Ty3-gypsy subc... 91 5e- 16
gb| ABA98874. 2| retrotransposon protein, putative, Ty3-gypsy subc... 91 5e- 16
gb| ABF94999. 1| retrotransposon protein, putative, Ty3-gypsy subc... 91 5e- 16
gb| ABA97230. 1| retrotransposon protein, putative, Ty3-gypsy subc... 91 5e- 16

gb| AAN09865. 1| putative polyprotein [Oryza sativa Japoni ca G oup] 91 5e- 16



gb| AAK92558. 1| AC051624_16 Putative retroel enent
gb| AAG9655. 1| AC084319 13 putative gypsy-type retrotransposon [O. ..
Ty3-gypsy subc. ..
OSI GBa0104J13.2 [Oryza sativa (indica cultivar-g...
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..

gb| ABB47110. 1]
enb| CAH66342. 1]
gb| AAP54205. 2|
gb| ABF99975. 1]
gb| AAT93843. 1|
gb| AAT81721. 1]
gb| AAT77312. 1]
gb| AAS01973. 1]
enb| CAE03254. 1|
enb| CAD39396. 2|

gb| ABB47210. 1]
gb| ABA92237. 1|

gb| AAK27822. 1| AC022457_25 put ati ve gag- pol
OSJNBa0018J19.4 [Oryza sativa (japonica cultivar. ..
Ty3-gypsy subc. ..

enb| CAE04437. 2|
gb| ABF99249. 1|
enb| CAE03068. 2|
gb| AAV44132. 1]
gb| AAT75246. 1]
enb| CAE04995. 2|
gb| ABA97324. 1]

ref| NP_001061573. 1]

gb| ABG65980. 1]
gb| AAUL0736. 1]
gb| AAS98430. 1]
gb| AAS79740. 1]
gb| AAS90646. 1]
gb| ABA98213. 1|
gb| ABA98134. 1]

gb| AAL82662. 1| AC092387_10 retrotransposon protein,
putative GAG POL precursor [Oryza sativa Japonica. ..
OSJNBb00491 21.2 [Oryza sativa (japonica cultivar. ..
OSJNBb0033@08.4 [Oryza sativa (japonica cultivar. ..
putative gypsy-type retrotransposon RIRE2 [Oryza. ..
OSI GBa0124C14.4 [Oryza sativa (indica cultivar-g...

gb| AANO8247. 1]

enb| CAE02263. 2|
enb| CAE01988. 1]
dbj | BAB19768. 1]
enb| CAH65837. 1]
enb| CAH66795. 1]
enb| CAH66866. 1]

ref| NP_001062707. 1]

gb| AAP52501. 2|
gb| AAP52640. 2|
gb| AAP52499. 2|
gb| ABA93602. 2|
gb| ABA96243. 2|
gb| ABA98926. 2|
gb| ABF93731. 1]
gb| AAT73678. 1]
gb| AAT44267. 1]
gb| AAT01309. 1]
gb| AAR96234. 1]
enb| CAE04320. 1]
enb| CAE03508. 2|
enb| CAE05063. 1]
enb| CAE02298. 2|
enb| CAE02180. 2|

gb| AANO4936. 1]
gb| ABA97070. 1]
gb| ABA97957. 1]
gb| ABA99219. 1]
gb| ABA97102. 1]
gb| ABA95029. 1]

retrotransposon protein, putative,
retrotransposon protein, putative,
retrotransposon protein, putative,
putative polyprotein [Oryza sativa Japoni ca G oup]

putative retrotransposon protein [Oryza sativa Ja. ..
putative polyprotein [Oryza sativa Japoni ca G oup. ..
Ty3-gypsy sub-. ..
OSJNBa0011J08.9 [Oryza sativa (japonica cultivar. ..
OSINBb0089K24.6 [Oryza sativa (japonica cultivar. ..
gb| AAMD0991. 1| AC090482_20 Putative retroel enent

retrotransposon protein, putative,

retrotransposon protein,
retrotransposon protein,

putative,
put ati ve,

retrotransposon protein, putative,
OSJNBa0089E12.6 [Oryza sativa (japonica cultivar..
putative polyprotein [Oryza sativa Japoni ca G oup]
putative gag- pol

retrotransposon protein, putative,

retrotransposon protein, putative,
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
retrotransposon protein, putative,
retrotransposon protein, putative,

H0215F08.6 [Oryza sativa (indica cultivar-group)]
HO307D04. 11 [Oryza sativa (indica cultivar-group)]

retrotransposon protein, putative, Ty3-gypsy subc. ..
retrotransposon protein, putative, Ty3-gypsy subc. ..
retrotransposon protein, putative, Ty3-gypsy subc...
retrotransposon protein, putative, Ty3-gypsy subc. ..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, Ty3-gypsy subc. ..
retrotransposon protein, putative, Ty3-gypsy subc..

putative polyprotein [Oryza sativa Japoni ca G oup]
hypot hetical protein [Oryza sativa Japoni ca G oup]
putative gag- pol

precursor [Oryza sativ..

Putative retroelement [Oryza sativa Japonica Group]
retrotransposon protein, putative, Ty3-gypsy subc..

retrotransposon protein, putative,
retrotransposon protein, putative,
retrotransposon protein, putative,
retrotransposon protein, putative,

[Oyza sativa Ja...

[Oyza sativa Ja...
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
precursor [Oryza sati...

precursor [Oryza sativa Japonica...
OSINBb0093@06. 3 [ Oryza sativa (japonica cultivar. ..
uncl assified [...
(0s08g0334300 [ Oryza sativa (japonica cultiva...
Ty3- gypsy subc. ..
putative polyprotein [Oryza sativa Japoni ca G oup. ..

Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
putative, Ty3...

0Gs09g0261200 [Oryza sativa (japonica cultiva...

polyprotein [Oryza sativa Japoni. ..
putative polyprotein [Oryza sativa Japoni ca G oup. ..
OSJNBb0016D16. 11 [Oryza sativa (japonica cultiva...
OSJNBa0053K19. 16 [ Oryza sativa (japonica cultiva...
OSJNBa0094P09. 2 [ Oryza sativa (japonica cultivar. ..
OSJNBa0042F21.5 [Oryza sativa (japonica cultivar. ..
OSJNBa0O080E14. 11 [Oryza sativa (japonica cultiva...
gb| AAL58229. 1| AC084762_3 putative gag- pol

Ty3- gypsy subc. ..
Ty3-gypsy subc. ..
Ty3-gypsy subc. ..
Ty3-gypsy subc. ..

6e- 16
6e- 16
6e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
8e- 16
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
le-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15
2e-15



gb| ABA95254.
gb| ABA93599.
gb| ABA94908.
gb| ABA95079.
gb| AAP54065.
gb| AAMD0949.
gb| AAND8252.
gb| AAMD2798.
gb| AAD27551.
gb| AAMR2011.
gb| AAMD2802.

gb| ABG66296.
gb| ABG22603.
gb| ABF98055.
gb| ABF96608.
gb| AAX95359.
gb| AAV31353.
gb| AAU90208.
gb| AAS07318.
gb| AAS07074.
gb| AARB8606.

gb| AAR00629.

gb| ABA98178.

gb| ABA97627.
gb| ABA97049.
gb| ABA98182.
gb| AAX96254.
gb| AAG46174.

gb| AAP54912.
gb| ABF96555.
gb| ABF99143.
gb| AARD6299.
gb| AANG5036.
gb| ABA96009.
gb| AAX96872.
gb| AAK43497.
gb| AAT44283.
gb| AACG6548.
gb| ABA98154.
gb| AAV31300.

gb| ABA94416.
gb| ABA97931.
gb| ABA92141.
gb| ABA94084.
gb| AAK43513.
gb| AAML8733.

gb| AAT77889.
gb| AAP06922.
gb| ABA97679.

1| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein,

putative,
put ati ve,
putati ve,
put ative,
putati ve,

1| AF111709_5 gag- pol

1| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein, putative,
1| retrotransposon protein, putative,
1| Retrotransposon gag protein,
1| putative polyprotein [Oryza sativa Japonica G oup]
1| putative polyprotein [Oryza sativa Japonica G oup]
1| putative polyprotein [Oryza sativa Japonica G oup]

putative,
put ati ve,

1| putative retrotransposon gag protein [Oryza sativ...

1| putative polyprotein [Oryza sativa Japonica G oup]

1| putative reverse transcriptase [Oryza sativa Japo...
emb| CAD40482. 1| OSIJNBa0067G&20.4 [Oryza sativa (japonica cultivar...
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
uncl assified [Oyza...
1] AC018727_26 putative gypsy-type retrotransposon GA. ..
enb| CAE02527. 2| OSINBbO003A12.14 [Oryza sativa (japonica cultiva...
emb| CAH66285. 1| OSI GBa0161P06.2 [Oryza sativa (indica cultivar-g...
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
Ty3-gypsy subc. ..
1| putative gag-pol protein [Oryza sativa Japonica G ..
1| putative RIRE2 retrotransposon protein [Oryza sat...
uncl assified [...
Ty3-gypsy sub-...
precursor [Oryza sativa Japonic...

1| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein,
1| transposon protein, putative,

putati ve,
put ative,
putati ve,
put ative,

2| retrotransposon protein,
1| retrotransposon protein,
1| retrotransposon protein,

putati ve,
put ati ve,
putati ve,

1| retrotransposon protein,
1| retrotransposon protein,
1| AC020666_7 gag- pol
1| putative polyprotein [Oryza sativa Japonica G oup]
1| retrotransposon protein, putative,
1| retrotransposon protein, putative,

put ati ve,
put ati ve,

2| retrotransposon protein,
2| retrotransposon protein,
1| retrotransposon protein, putative,
1| retrotransposon protein, putative,
1| AC020666_23 putative gag- pol

putati ve,
put ati ve,

2| retrotransposon protein, putative, Ty3-gypsy subc..
1| putative polyprotein [Oryza sativa Japonica G oup]
1| retrotransposon protein, putative, Ty3-gypsy sub-.
1| retrotransposon protein, putative,

1| retrotransposon protein, putative,

Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
Ty3-gypsy subc. ..
Ty3-gypsy subc. ..
Ty3-gypsy subc. ..
1] AC021892_13 Putative retroelement [Oryza sativa Ja...
1| putative GAG POL precursor [Oryza sativa Japonica...
1| putative gag-pol precursor [Oryza sativa Japonica.. .
protein [Oryza sativa Indica G. ..
1] AC093178_6 Putative gag-pol precursor [Oryza sativ...
1| putative gag-pol precursor [Oryza sativa Japonica...
ermb| CAD39529. 2| OSJNBa0027(01.4 [Oryza sativa (japonica cultivar...
dbj | BAB0O0646. 1| unnaned protein product [Oryza sativa Japonica G ..
Ty3-gypsy subc. ..
uncl assified [...
unclassified [...
Ty3- gypsy subc. ..
putative [Oryza sati...

Ty3-gypsy sub-...
Ty3- gypsy subc. ..
1| putative polyprotein [Oryza sativa Japonica G oup...
ermb| CAE01788. 1| OSJNBa0039K24.7 [Oryza sativa (japonica cultivar...
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
Ty3-gypsy subc. ..
Ty3- gypsy subc. ..
precursor [Oryza sati...
1] AC092548_11 putative polyprotein [Oryza sativa Jap...
enb| CAH66219. 1| OSI GBa0157N01.5 [Oryza sativa (indica cultivar-g...
ermb| CAE02238. 2| OSJNBb0054B09.2 [Oryza sativa (japonica cultivar...
enb| CAE05337. 1| OSIJNBa0079MD9. 7 [Oryza sativa (japonica cultivar...
gb| ABA97384.
gb| AAU10764.
gb| AAX96740.
gb| AAX92783. Ty3- gypsy sub-. ..
ermb| CAD39844. 2| OSJNBb0072N21.13 [Oryza sativa (japonica cultiva...
1| putative polyprotein [Oryza sativa Japonica G oup...
1| Putative gag-pol precursor [Oryza sativa Japonica.. .
Ty3-gypsy subc. ..
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gb| ABA98116. 1| retrotransposon protein, putative, Ty3-gypsy subc..

dbj | BAAB4457. 1| GAG POL precursor [Oryza sativa Japoni ca G oup]

gb| ABA97602. 2| retrotransposon protein, putative, Ty3-gypsy subc..
gb| AAV43893. 1| putative polyprotein [Oryza sativa Japonica G oup...

gb| AAUR0124. 1| putative polyprotein [Oryza sativa Japonica G oup]

gb| ABA99509. 1| retrotransposon protein, putative, Ty3-gypsy subc...
gb| ABF99467. 1| retrotransposon protein, putative, unclassified [...
gb| ABF98317. 1| retrotransposon protein, putative, Ty3-gypsy subc...

gb| AAT77916. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| AAR87220. 1| retrotransposon protein, putative, Ty3-gypsy sub-...
gb| AAP20843. 1| retrotransposon protein, putative, Ty3-gypsy sub-...
gb| AAC38507. 1| putative GAG PCL precursor [Oryza sativa Japonica..
gb| ABA99731. 1| retrotransposon protein, putative, Ty3-gypsy subc..
gb| ABA93786. 1| retrotransposon protein, putative, Ty3-gypsy subc..
gb| AAP53804. 1| retrotransposon protein, putative, unclassified [...
enb| CAH67521. 1| OSI GBa0131L05.2 [Oryza sativa (indica cultivar-g..
gb| ABA95741. 2| retrotransposon protein, putative, unclassified [...
enb| CAE05311. 2| OSJNBa0056L23.9 [Oryza sativa (japonica cultivar..
gb| ABA94658. 1| retrotransposon protein, putative, unclassified [...
gb| AAL83337. 1| AC074282_4 Putative gag-pol polyprotein [Oryza sat...
emb| CAE03745. 1| OSJNBa0019D11. 11 [Oryza sativa (japonica cultiva..
ref | XP_002448893. 1| hypot heti cal protei n SORBI DRAFT_05g000983 [S..

emb| CAH66736. 1| H0404F02.12 [Oryza sativa (indica cultivar-group)]

ref | NP_001046396. 1| 0s02g0237300 [Oryza sativa (japonica cultiva...
gb| ABF93514. 1| retrotransposon protein, putative, unclassified [...

gb| AAT94049. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

ermb| CAD39484. 2| OSJNBa0039Gl9. 13 [Oryza sativa (japonica cultiva..

gb| AAS75250. 2| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| ABA97822. 1| retrotransposon protein, putative, Ty3-gypsy subc...
gb| ABA94226. 1| retrotransposon protein, putative, unclassified [...
gb| ABF93909. 1| retrotransposon protein, putative, Ty3-gypsy subc...
gb| ABF98885. 1| retrotransposon protein, putative, unclassified [...
gb| ABF99476. 1| retrotransposon protein, putative, unclassified [...

gb| AAX95836. 1| predicted protein [Oryza sativa Japoni ca G oup]
gb| AAU90238. 1| putative polyprotein [Oryza sativa Japoni ca G oup]
gb| AAT77917. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

ermb| CAE04380. 1| OSJNBa0027Q(07.22 [Oryza sativa (japonica cultiva..

gb| AAK55777. 1| ACO79038_11 Putative polyprotein [Oryza sativa]l

gb| AAL58969. 1| AC091811 18 putative gag-pol precursor [Oryza sati...
enmb| CAD40172. 2| OSJNBa0061A09.11 [Oryza sativa (japonica cultiva..
gb| ABA93606. 2| retrotransposon protein, putative, unclassified [...
gb| ABA99910. 2| retrotransposon protein, putative, unclassified [...
gb| ABF98607. 1| retrotransposon protein, putative, unclassified [...
gb| ABF99688. 1| retrotransposon protein, putative, unclassified [...
enb| CAH67689. 1| HO510A06. 14 [Oryza sativa (indica cultivar-group..

gb| AAV32231. 1| putative polyprotein [Oryza sativa Japoni ca G oup]
gb| AAU44305. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| AAT81661. 1| putative retrotransposon protein [Oryza sativa Ja..

gb| AAX95687. 1| RNase H, putative [Oryza sativa Japoni ca G oup]

gb| AASO07175. 1| putative reverse transcriptase [Oryza sativa Jap...
enb| CAD41940. 2| OSIJNBa0070ML2.17 [Oryza sativa (japonica cultiva...
ermb| CAE03879. 1| OSJNBbOO15N08.7 [Oryza sativa (japonica cultivar..
gb| AAP46242. 1| putative gag-pol precursor, 3' -partial [Oryza sat...
gb| AAC39874. 1| putative gag-pol precursor [Oryza sativa Japonica..
gb| AAX96554. 1| retrotransposon protein, putative, Ty3-gypsy sub-...

emb| CAH67128. 1| HO315E07.6 [Oryza sativa (indica cultivar-group)]

enb| CAH67900. 1| OSI GBa0115K01- HO319F09. 6 [Oryza sativa (indica c..

emb| CAH67479. 1| HO805A05.9 [Oryza sativa (indica cultivar-group)]

enb| CAH66280. 1| OSI GBa0116Q04. 2 [Oryza sativa (indica cultivar-g..
emb| CAH66724. 1| OSI GBa0118P15.14 [Oryza sativa (indica cultivar-...
gb| ABA93826. 2| retrotransposon protein, putative, unclassified [...
gb| ABA91113. 2| retrotransposon protein, putative, unclassified [...
gb| ABF96026. 1| retrotransposon protein, putative, unclassified [...
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gb| ABF95088. 1]
gb| ABF96139. 1]
gb| ABF97875. 1]
gb| ABF98199. 1]
gb| ABF95508. 1]
gb| ABF96344. 1]
gb| ABF93464. 1]
gb| AAV32176. 1]
gb| AAV25049. 1|
gb| AAU44275. 1]
gb| AAUA4223. 1]
gb| AAUA4127. 1]
gb| AAT75253. 1]
gb| AAT07608. 1]
gb| AAR06355. 1]
gb| AARD1632. 1]
enb| CAD40221. 2|
enb| CAE05289. 2|
enb| CAE03695. 2|
enb| CAE05493. 2|
enb| CAE04563. 1]

gb| AAK26119. 1| AC084406_2 putative gag- pol

enb| CAD40917. 1]
gb| AAOR24901. 1]
gb| AAOL7025. 1]
gb| ABA98426. 1]
gb| ABA98055. 1]
gb| ABA99541. 1]
gb| ABA91263. 1]
gb| ABA94639. 1]
gb| AAX96829. 1]
gb| AAX96438. 1|

transposon protein, putative, unclassified [Oryza..
retrotransposon protein, putative, unclassified
retrotransposon protei putative, unclassified
retrotransposon prot ei putative, unclassified
retrotransposon protei putative, unclassified
retrotransposon prot ei putative, unclassified
retrotransposon protein, putative, unclassified
putative polyprotein [Oryza sativa Japoni ca G oup. ..
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative gag-pol precursor [Oryza sativa Japonica..
putative polyprotein [Oryza sativa Japoni ca G oup. ..
putative polyprotein [Oryza sativa Japoni ca G oup]
putative retrotransposon gag protein [Oryza sati...
OSJNBa0019J05. 19 [Oryza sativa (japonica cultiva...
OSJNBa0084N21. 7 [Oryza sativa (japonica cultivar..
OSJNBb0026E15. 13 [Oryza sativa (japonica cultiva...
OSINBa0022H21. 13 [Oryza sativa (japonica cultiva...
OSJNBb0039L24.2 [Oryza sativa (japonica cultivar..
precursor [Oryza sativ...
OSJNBa0088K19. 3 [Oryza sativa (japonica cultivar..
putative gag-pol precursor [Oryza sativa Japonica..
Put ati ve gag-pol precursor [Oryza sativa Japonica..

n
n
n
n

,_,,_,,_,,_,,_,,_,

retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, Ty3-gypsy sub-..

gb| AAL75973. 1| AF466203_2 putative gypsy-type retrotransposon RIR ..

enb| CAE04928. 2|
enb| CAH67964. 1]
gb| ABB47352. 2|
gb| AAV59295. 1]
enb| CAE04690. 1]
enb| CAE01723. 2|

OSJNBa0017P10.5 [Oryza sativa (japonica cultivar..
OSI GBa0142] 02- Sl GBa0101B20. 7 [Oryza sativa (ind..
retrotransposon protein, putative, unclassified [..
putative polyprotein [Oryza sativa Japoni ca G oup]

OSJNBb0015D13.5 [Oryza sativa (japonica cultivar..
OSJNBb0050003. 13 [Oryza sativa (japonica cultiva...

gb| AAMD8617. 1| AC107314_8 Putative retroel enent [Oryza sativa Jap...

gb| AACB8003. 1]
gb| ABA99415. 1]
gb| AANO1247. 1]

gb| AAL75981. 1| AF466203_10 put ati ve gag- po
gb| AAL75984. 1| AF466203_13 putative prpo

enb| CAD39863. 2|
enb| CBG76438. 1|
enb| CAH66144. 1]
gb| ABA91954. 2|
gb| ABF94908. 1]
enb| CAJ86094. 1]
gb| AAV33321. 1]
gb| AAS07367. 1]
gb| ABA94156. 1]
gb| ABA93961. 1]
gb| AAX95171. 1]
gb| AAP54093. 1]
enb| CAE04960. 2|
enb| CAE01792. 1]
enb| CAH66086. 1]
gb| AAV43898. 1]
enb| CAE05649. 2|
enb| CAE02013. 3|

putative polyprotein [Oryza sativa Japoni ca G oup. ..
retrotransposon protein, putative, unclassified [...
Putative retroelenment [Oyza sativa Japonica Gou..
precursor -orfl [Zea ...
[ Zea mays]

OSJNBa0036B17.4 [Oryza sativa (japonica cultivar..
00 _Ba0013J05- 00 Ba0033A15.25 [Oryza of ficinalis]
OSI GBa0114MD3. 2 [Oryza sativa (indica cultivar-g..
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
HO818H01. 16 [Oryza sativa (indica cultivar-group)]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup. ..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, unclassified, ..
retrotransposon protein, putative, Ty3-gypsy sub-...
retrotransposon protein, putative, unclassified [..
OSJNBa0070D17. 11 [Oryza sativa (japonica cultiva...
OSJNBa0039K24. 11 [Oryza sativa (japonica cultiva...
HO209A05. 3 [Oryza sativa (indica cultivar-group)]
putative polyprotein [Oryza sativa Japoni ca G oup]
OSJNBa0038010. 15 [Oryza sativa (japonica cultiva...
OSJNBa0079A21. 2 [Oryza sativa (japonica cultivar..
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gb| ABA97009. 1]
gb| ABA95992. 1|
gb| ABA94348. 1|
gb| AAX96721. 1]

enb| CAH66523.

1|

gb| ABF95018. 1]

enb| CAE04098.
enb| CAE03621.

3|
3

gb| ABA97229. 1]
gb| AAP52619. 1]

enb| CAE04538.
enb| CAE01797.
enb| CAH67840.
enb| CAH67813.
enb| CAH66336.
enb| CAH66864.

gb| ABF94245. 1|
gb| ABF96052. 1]
gb| ABF93468. 1]
gb| ABF94159. 1]

enb| CAH68539.

2|

gb| AAV44039. 1]
gb| AAV31310. 1]
gb| AAUA4314. 1]
gb| AAT93919. 1]
gb| AAT85261. 1]
gb| AAS98497. 1]
gb| AAS75222. 1|

enb| CAD41428.
enb| CAD40289.
enb| CAD39933.
enb| CAD41616.
enb| CAE04174.
enb| CAE05074.
enb| CAD41181.
enb| CAE03002.
enb| CAE03902.
enb| CAE05078.
enb| CAE02878.
enb| CAE01728.

gb| AAP44696. 1|
gb| AAP06924. 1|
gb| AAMD8627. 1| AC107314_18 Unknown protein [Oryza sativa Japonica. .

gb| AANO6868. 1|
gb| AAK55774. 1| AC0O79038_8 Putative polyprotein [Oryza satival
gb| AAC66539. 1|
gb| ABA97562. 1|
gb| ABA98262. 1|
gb| ABA99331. 1|
gb| ABA99771. 1|
gb| ABA99567. 1|
gb| ABA96833. 1|
gb| ABA98939. 1
gb| ABA96776. 1|
gb| ABA94515. 1|
gb| ABA95011. 1|
gb| AAX96861. 1
gb| AAX96377. 1|
gb| AAX96572. 1|
gb| AAX96661. 1|
gb| AAP53950. 1|
gb| AAN31788. 1|

enb| CAE05339.

2|

retrotransposon protein,
retrotransposon protein,
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
HO502B11. 3 [Oryza sativa (indica cultivar-group)]
retrotransposon protein, putative, unclassified [...
OSJNBa0096F01. 7 [ Oryza sativa (japonica cultivar..
OSJNBb0003B01. 12 [Oryza sativa (japonica cultiva...
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
OSJNBa0040D17.6 [Oryza sativa (japonica cultivar..
OSJNBa0039K24. 16 [Oryza sativa (japonica cultiva...
0S| GBa0159H11- OSI GBa0137A07. 3 [Oryza sativa (ind..
0S| GBa0138H21- OSI GBa0138E01. 4 [Oryza sativa (ind..
OSI GBa0097124.4 [Oryza sativa (indica cultivar-g..
HO307D04.9 [Oryza sativa (indica cultivar-group)]
transposon protein, putative, unclassified [Oyza...
transposon protein, putative, unclassified [Oryza..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, unclassified [..
OSJNBa0009P12.6 [Oryza sativa (japonica cultivar..
putatve polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca G oup. ..
n
n

putative,
put ati ve,

unclassified [...
uncl assified [...

putative polyprotein [Oryza sativa Japoni ca G oup]

putative polyprotein [Oryza sativa Japoni ca G oup]

putative polyprotein [Oryza sativa Japoni ca G oup. ..
OSJNBb0032E06. 10 [ Oryza sativa (japonica cultiva...
OSINBb0062H02. 6 [Oryza sativa (japonica cultivar..
OSJNBa0091C12. 11 [Oryza sativa (japonica cultiva...
OSJNBa0091D06. 19 [ Oryza sativa (japonica cultiva...
OSJNBa0029C04. 4 [Oryza sativa (japonica cultivar..
OSJNBa0094P09. 13 [Oryza sativa (japonica cultiva...
OSJNBb0002J11.5 [Oryza sativa (japonica cultivar..
OSJNBa0043L09. 21 [Oryza sativa (japonica cultiva...
OSJNBb00261 12. 10 [Oryza sativa (japonica cultiva...
OSJNBa0094P09. 17 [ Oryza sativa (japonica cultiva...
OSINBb0022F23. 15 [Oryza sativa (japonica cultiva...
OSJNBb0050003. 18 [Oryza sativa (japonica cultiva...
putative GAG POL precursor [Oryza sativa Japonica..
hypot hetical protein [Oryza sativa Japoni ca G oup. ..

Putative polyprotein [Oryza sativa Japonica G oup...

retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, unclassified [..
transposon protein, putative, unclassified [Oyza...
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
transposon protein, putative, unclassified [Oryza..
transposon protein, putative, unclassified [Oyza...
retrotransposon protein, putative, unclassified [..
transposon protein, putative, unclassified [Oyza...
retrotransposon protein, putative, unclassified [..
retrotransposon protein, putative, unclassified [...
transposon protein, putative, unclassified [Oryza..
retrotransposon protein, putative, unclassified [...
transposon protein, putative, unclassified [Oryza..
Putative polyprotein [Oryza sativa Japonica G oup...
OSJNBa0079MD9. 11 [Oryza sativa (japonica cultiva...
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enb| CAE02761. 1| OSINBbO085F13.8 [Oryza sativa (japonica cultivar..
ermb| CAE04877. 2] OSJNBa0086C06.25 [Oryza sativa (japonica cultiva..
enb| CAE01816. 2| OSIJNBa0041A02.3 [Oryza sativa (japonica cultivar..
gb| ABA94871. 2| retrotransposon protein, putative, unclassified [...
gb| AAD38291. 1| AC0O07789_17 putative polyprotein [Oryza sativa Jap..
gb| AAML9013. 1| AC084748_3 putati ve gag-pol precursor protein [Oy...
gb| ABA98790. 1| retrotransposon protein, putative, unclassified [...
gb| AAX95955. 1| retrotransposon protein, putative, Ty3-gypsy sub-...
gb| AAX95959. 1| retrotransposon protein, putative, Ty3-gypsy sub-...
enmb| CAE03836. 3| OSJNBb0013J13.13 [Oryza sativa (japonica cultiva..
dbj | BACO5657. 1| putatitive retrotransposon Cinful-1 [Oryza sativ..
enmb| CAD39523. 2| OSJNBa0027(01. 10 [Oryza sativa (japonica cultiva..
gb| ABA93149. 2| retrotransposon protein, putative, Ty3-gypsy subc..
gb| ABA96229. 2| retrotransposon protein, putative, unclassified [...

gb| AAU43927. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| AAR01644. 1| retrotransposon protein, putative, unclassified [...
enmb| CAE02825. 1| OSJNBa0043A12. 30 [Oryza sativa (japonica cultiva..
enb| CAE03070. 2| OSIJNBaOO089E12.8 [(Oryza sativa (japonica cultivar..
gb| AAMD1165. 2| AC113336_17 Hypot hetical protein simlar to putati...
gb| ABA96681. 1| retrotransposon protein, putative, unclassified [...
gb| AAX96464. 1| retrotransposon protein, putative, unclassified [...
enb| CAE05254. 2| OSIJNBb01151 09.16 [Oryza sativa (japonica cultiva...
emb| CAE03136. 1| (QJ000114_01.17 [Oryza sativa (japonica cultivar-...
enb| CAH66808. 1| OSI GBBa0135C13.3 [Oryza sativa (indica cultivar-g..

gb| AAU44318. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

enb| CAE06012. 3| OSIJNBa0016Q02. 22 [Oryza sativa (japonica cultiva...
gb| ABA97995. 1| retrotransposon protein, putative, Ty3-gypsy subc...
gb| ABA98027. 2| retrotransposon protein, putative, unclassified [...

gb| AAT07583. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

enb| CAD39966. 2| OSIJNBa0072D08.5 [(Oryza sativa (japonica cultivar..

gb| AAS88834. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| AAK92547. 1| AC051624_5 Putative retroel enent [Oryza sativa Jap..
ermb| CAE05102. 2| OSJNBa0009K15.22 [Oryza sativa (japonica cultiva..
enb| CAH67380. 1| OSI GBa0159F11.4 [Oryza sativa (indica cultivar-g..
gb| ABF96045. 1| transposon protein, putative, unclassified [Oryza...
gb| ABF93729. 1| retrotransposon protein, putative, Ty3-gypsy subc..
gb| ABA99783. 1| retrotransposon protein, putative, unclassified [...
gb| ABA95291. 1| transposon protein, putative, unclassified [Oyza...
gb| ABA95175. 1| retrotransposon protein, putative, unclassified [...
gb| ABA94864. 1| retrotransposon protein, putative, unclassified [...

ref | XP_850639. 1| PREDICTED: simlar to F44E2.2b [Canis famliaris]

gb| ABF97431. 1| retrotransposon protein, putative, unclassified [...

gb| AAU10818. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

enmb| CAE76060. 1| B1248C03.19 [Oryza sativa (japonica cultivar-gro..
enb| CAD39796. 2| OSIJNBa0071Q303.9 [Oryza sativa (japonica cultivar..
enmb| CAE01613. 2| OSJNBa0067G20. 11 [Oryza sativa (japonica cultiva..
gb| AAN08230. 1| putative gag-pol protein [Oryza sativa Japonica G .
gb| AAC38019. 1| putative gag-pol polyprotein [Oryza sativa Japoni...
enb| CAH67052. 1| OSI GBa0127A14.4 [Oryza sativa (indica cultivar-g..
gb| AAL66751. 1| AF464738_2 putati ve gag-pol precursor [Zea mays] >...
gb| AAX95025. 1| retrotransposon protein, putative, unclassified [...

gb| AAT85160. 1| putative polyprotein [Oryza sativa Japoni ca G oup]
gb| AAQG6480. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| AAP06851. 1| putative polyprotein [Oryza sativa Japonica G oup...
gb| AAG66535. 1| transposon protein, putative, unclassified [Oyza...
ref | XP_848677.1] PREDI CTED: simlar to Retrovirus-related Pol po...
gb| AAX95002. 1| transposon protein, putative, unclassified [Oyza...
ermb| CAE04515. 1| OSJNBb0059K02. 25 [Oryza sativa (japonica cultiva..
gb| AAL58168. 1| AC093181_14 putati ve gag-pol protein [Oyza sativa..
gb| AAX95884. 1| retrotransposon protein, putative, unclassified [...
gb| AANO8658. 1| putative gag-pol precursor [Oryza sativa Japonica..

gb| AAU10826. 1| putative polyprotein [Oryza sativa Japoni ca G oup]

gb| AAP03396. 1| putative GAG POL precursor [Oryza sativa Japonica..
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gb| ABA98553.
gb| AAU90115.
gb| ABB46880.
gb| AAU10733.
enb| CAE03547. 2| OSIJNBa0060D06. 13 [Oryza sativa (japonica cultiva...
uncl assified [...
enb| CAE05270. 2| OSINBb0014D23.4 [Oryza sativa (japonica cultivar...
ermb| CAD40314. 2| OSJNBb0013(C03.9 [Oryza sativa (japonica cultivar...
enb| CAH67337. 1| OSI GBa0157A06.6 [Oryza sativa (indica cultivar-g...
emb| CAH66189. 1| OSI GBa0144J05.1 [Oryza sativa (indica cultivar-g...
ref | NP_001042548. 1| 0s01g0240700 [Oryza sativa (japonica cultiva...
uncl assified [...
unclassified [...
enb| CAE05341. 2| OSIJNBa0079MD9. 16 [Oryza sativa (japonica cultiva...
enb| CAH66232. 1|
gb| AANA0029.
gb| AAX96012.
gb| ABF97049.
gb| AAP44595.
gb| AAN11193.
gb| ABA98574.
gb| ABA97299.

gb| ABA92306.

gb| ABF95742.
gb| ABA99805.

gb| ABB47013.

enb| CAl 44627. 1|

gb| AACO1574.

gb| AAL75989.
gb| AAT77321.

ref | XP_002462065. 1]

gb| ABA99729.
gb| AAGE6293.

gb| ABA99442.
gb| AAO23086.
gb| ABB47056.
gb| AANG4455.
gb| AAK50400.
gb| AAVB6896.
gb| ABB46838.
gb| AAMD1123.
enb| CAH67733. 1]
gb| AAK16189.
gb| AAO73254.
gb| AAOB7471.
gb| ABA93613.
dbj | BAB39950. 1]
gb| AAP52380.
gb| ABA96696.
gb| EEC73059.
gb| AAT47104.
gb| AAX95475.
gb| AAP53331.
gb| AAL58173.
gb| AAK52571.

gb| AAV24920.

1| retrotransposon protein, putative,
1| putative polyprotein [Oryza sativa Japonica G oup]
2| retrotransposon protein, putative,
1| hypothetical protein [Oryza sativa Japonica G oup]

2| retrotransposon protein, putative,

1| retrotransposon protein,
1| retrotransposon protein,

put ative,
putati ve,

H0825@02.9 [Oryza sativa (indica cultivar-group)]
1| putative gag-pol precursor [Zea mays]

1| retrotransposon protein, putative,
1| retrotransposon protein, putative,
1| putative polyprotein [Oryza sativa Japonica G oup]

1| Putative gag-pol precursor [Oryza sativa Japonica...
Ty3- gypsy subc. ..
uncl assified [Oyza...
Ty3- gypsy subc. ..
B1168Gl0. 11 [Oryza sativa (japonica cultivar-gro...

1| retrotransposon protein,
1| transposon protein, putative,
1| retrotransposon protein, putative,

put ati ve,

1| hypothetical protein [Zea mays]

1| AF466204_4 putative GAG PCL precursor -orfl protei...
1| putative polyprotein [Oryza sativa Japonica G oup...
enb| CAE05529. 2| OSJNBa0053B21.3 [Oryza sativa (japonica cultivar...
protei n SORBI DRAFT_02g015765 [S. ..
enb| CAE02225. 2| OSINBb0015C06.3 [Oryza sativa (japonica cultivar...
uncl assified [...
1| putative gag-pol precursor [Oryza sativa Japonica...
emb| CAH67624. 1| OSI GBa0140J09.5 [Oryza sativa (indica cultivar-g...
enb| CAE02343. 1| OSINBb0072MD1.4 [Oryza sativa (japonica cultivar...
emb| CAE02456. 1| OSJNBa0042D13.9 [Oryza sativa (japonica cultivar...
Ty3-gypsy subc. ..
1| putative gag-pol precursor [Oryza sativa Japonica.. .
Ty3-gypsy subc. ..
1| putative GAG POL precursor [Oryza sativa Japonica.. .
1] AC021891_1 Putative retroel ement [Oryza sativa Jap...

hypot heti cal

1| retrotransposon protein, putative,

1| retrotransposon protein, putative,

1| retrotransposon protein, putative,

1| putative polyprotein [Oryza sativa Japonica G oup]
1| retrotransposon protein, putative,

1| AC0O79887_21 putative

1] retrotransposon protein, putative, Ty3-gypsy subc..
2| retrotransposon protein,

1| retrotransposon protein,

put ati ve,
putati ve,

Ty3- gypsy subc.

1| hypothetical protein [Oryza sativa Japonica G oup]
1| Integrase core domain,

2| retrotransposon protein, putative,

unclassified [...

unclassified [...

Ty3-gypsy sub-...
Ty3-gypsy subc. ..

uncl assified [...
1| AC108884_5 Putative retroelenent [Oryza sativa Jap...
HO522A01.4 [Oryza sativa (indica cultivar-group)...
polyprotein [Oryza sativa Ja...
1| putative GAG POL precursor [Oryza sativa Japonica.. .
1| putative polyprotein [Oryza sativa Japonica G oup...

putative polyprotein [Oryza sativa Japonica Group]

Ty3- gypsy subc. ..
1| hypothetical protein OGsl_07016 [Oryza sativa Indi...

putative [Oryza sativa Jap...
Ty3-gypsy subc. ..
1] AC093181_19 putative polyprotein [Oryza sativa Jap...
1| AC0O79685_2 Putative Gypsy-Ty3 type retrotransposon...
emb| CAE05833. 1| OSJNBa0028ML5.25 [Oryza sativa (japonica cultiva...
enb| CAE01996. 2| OSINBb0033Q08. 12 [Oryza sativa (japonica cultiva...
emb| CAH66268. 1| OSI GBa0136B09.4 [Oryza sativa (indica cultivar-g...
1| putative polyprotein [Oryza sativa Japonica G oup...
emb| CAD40452. 2| OSJNBa0041M21.10 [Oryza sativa (japonica cultiva...
enb| CAH66306. 1| OSI GBa0135K14.3 [Oryza sativa (indica cultivar-g...
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gb| AAV25276. 1| hypothetical protein [Oyza sativa Japonica G oup] 63

gb| AAT77832. 1| putative gag-pol precursor [Oryza sativa Japonica... 63
gb| AAT47025. 1| hypothetical protein [Oyza sativa Japonica G oup] 63
gb| AAQG6482. 1| putative gag-pol protein [Oryza sativa Japonica G .. 63
gb| AAMD1044. 1| AC091735_17 Putative retroelement [Oryza sativa Ja... 63
gb| ABA98749. 1| retrotransposon protein, putative, Ty3-gypsy subc... 63
enb| CAD40750. 1| OSIJNBa0081Q&05.3 [Oryza sativa (japonica cultivar... 63
gb| ABG65975. 1| retrotransposon protein, putative, Ty3-gypsy subc... 63
enb| CAE02097. 1| OSIJNBa00201 02.4 [Oryza sativa (japonica cultivar... 63
gb| ABF98840. 1| retrotransposon protein, putative, unclassified [... 62
gb| AAV32123. 1| putative polyprotein [Oryza sativa Japonica G oup] 62
gb| AAT77381. 1| putative polyprotein [Oryza sativa Japoni ca G oup] 62
enb| CAE03482. 2| OSJNBa0065017.7 [Oryza sativa (japonica cultivar... 62
gb| ABA98293. 1| retrotransposon protein, putative, Ty3-gypsy subc... 62
ref | NP_001056437. 1] 0s05g0582200 [Oryza sativa (japonica cultiva... 62
gb| ABF96473. 1| retrotransposon protein, putative, Ty3-gypsy subc... 62
gb| AAT44202. 1| putative polyprotein [Oryza sativa Japoni ca G oup] 62
gb| AAK52140. 1| AC084380_13 retrotransposon protein, putative, Ty3... 62
gb| AAWS6879. 1| putative polyprotein [Oryza sativa Japoni ca G oup] 62
gb| AAK13087. 1| AC0O78839_3 Sinmilar to Zea nays retrotransposon G n... 62
gb| ABB47459. 1| retrotransposon protein, putative, Ty3-gypsy subc... 62

>gb| AAP94585. 1| putative gag-pol precursor [Zea mays]
Length = 1833

Score = 384 bhits (987), Expect(2) = e-155
Identities = 222/403 (55%, Positives = 247/403 (61%
Frame = +2

Query: 107 Ml TSKCKI ALRPGTM-CFGTI SSI ADEEGTLHRI ADLLEKKLSSElI SRGARAEQRVAPS
M +T Kl A+RPG++FCFGT| SS+ADEEG LH +ADL E+K S A

Shjct: 1 MAVTFHSKI AVRPGSVFCFGTI SSVADEEG LHHLADL PEQKSPPTNSENAGKTLL- - - -

Query: 287 PAPQAKMISYKPKVGSSPTRKTPLSTSPTKEWRI TRKKEASVPSQGT GTRQAI FPTPSP
PA + K+ S + SS TRK+PLSTSPT+EWR+ RKKE T R+ PP

Shjct: 57 PALRKKI VSCEAGARSSL TRKSPLSTSPTREWIRVWRKKE- - - - - - - TRERQ VLPVPPT

Query: 467 SNEDGKKSAI ALAPFYPDVLFI RGRLELAPVFNDEP T MGEXXXXXXXXXOXXXXX
S E+&KK A A PFYPDVLFI GR E V +DEPT GE
Sbjct: 110 SKENGKKVAAAAI PFYPDVLFI - GRAESLAVSDDEPTAPGEEPPQRESRRRRNRRRNVRR

Query: 647 HHEAGERDPAQPVSRDEAL EVGKTPDEVIHXXXXXXXAIXXIXXIHIXXIIKXXIKKXKAKXXXK
HH AGE DP QPVSRDE EVG+TP+E V
Shjct: 169 HHAAGEWDPEQPVSRDEVSEVCGETPEERVFRERRNSRRRDRRRTQEQAEQDARQRRE- - -

Query: 827 XNALFARNLYPDFARAWNTPSEVGGVLAQ ADGLPRTLDTEGYRRLLTRAVNHLLPI TNP
N LF RNL PDFARAMNTPSEVGGVLA | ADGLPRT D EGYRRL T+A NHLLP+ +P
Shjct: 226 - NPLFGRNLNPDFARAMNTPSEVGGVLAW ADGLPRTPDAEGYRRL FTQAANHL L PLAHP

Query: 1007 PSDLRHAI NSRRDTRSSI NASRDR* HESEI GNREEYVRDHAI LA* SHATRAESVAASTSV
P+DLRH | NSRRD RSSI NASR+R HE+ElI REEY RDH S ATR ES AST
Sbj ct: 285 PNDLRHTI NSRRDARSSI NASRERRHENEI RRREEYDRDHGFPTQSQATRTESATASTGG

Query: 1187 PFQGRSR* HTTGSPPWDRPHERRHEDTCGVFALTPCLRAI QAP 1315
+GRSR SPP DR H RR EDTCGV ALTP LRAI QWP
Sbj ct: 345 TTRGRSRNRHHHSPPRDRRHPRRQEDTCGVSALTPRLRAI QAP 387

Score = 190 bits (482), Expect(2) = e-155
Identities = 90/116 (77%, Positives = 96/116 (82%
Frame = +1
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le-07
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le-07
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le-07
le- 07
le-07
2e-07
2e- 07
2e-07
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Query: 1315

Shj ct: 388
Query: 1495
Shjct: 448

>gb| ABA9765
L

Score = 96
ldentities
Fr anme +1

Query: 1321
Shjct: 262
Query: 1501
Shjct: 322
Query: 1681

Sbj ct: 382

>gb| ADB85414. 1|

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
PNFKVSN KYE KQD GGW.A+YT AAGA+EDVMT Y Pl VLGQDA+QALRHLP+H
PNFKVSNFDKYEPKQDPGGALAVYTTAARAAGASEDVMIAYLPI VLGQDALQALRHLPRH 447

Cl DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETLRLYLKRF* TMRNHTPE 1662
Cl D+WDFS FI ANFQSL DKPAQPWILKSI  +GDETLR YLKRF TMRN PE
Cl DDWGEDFSRRFI ANFQSL SDKPAQPWDL KSI KRRGDETLRSYLKRFQTVRNRI PE 503

6. 1] retrotransposon protein,
(j aponica cul tivar-group)]

putative, Ty3-gypsy subclass [Oryza sativa

ength = 874

.7 bits (239), Expect = 9e-18

= 50/ 148 (33%, Positives = 76/148 (51%
FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
F+ + KY+ DL +L +Y+ + +AAGA ++ + Y P L A W HLP + 1
FRPGAI EKYDGSTDLEEFLQVYSTI LYAAGADDNALANYLPTALKGSARSW.VHLPPYSI 321

DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+WD FIANFQ + + A DL + H E+LR Y++ F RN PE+ +A V
SSWADLWQOFI ANFQGT YKRHAI EDDLHVL THNSGESL REYVRHFNECRNTI PEI TDASV 381

| EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764

I F G D ++ + 4+ RL
| RAFKSGVRDRYTTQELATRRI TTTRRL 409

putative retrotransposon protein [Phyllostachys edulis]

Length = 1429

Score 95
ldentities
Fr ane +1

Query: 1315

Shjct: 444

Query: 1492

Shjct: 504
Query: 1672

Shjct: 564

>r ef | XP_002465565. 1]
gb| EER92563. 1]

bits (237), Expect = 2e-17

.9
= 55/127 (43%, Positives = 71/127 (55%, Gaps

1/ 127 (0%

PN- FKVSNVSKYERKQDL GGWALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQ 1491
PN F+ +N+ K+ ++ +L YT AAG E+VM Y P VL A W +LP
PNRFRPANLDKFNGTKNPLEFLQ YTTTI RAAGGDENVIVANYLPTVLEGSARSW.LNLPV 503

HCl DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TVRNHTPEVAE 1671

I w |ANFQ +D+P + DL | DETLR Y+KRF +RN PEVAE

ESI YTVEQLCDLLI ANFQGTYDRPGKEDDL HRI RQGSDETLRQY! KRFSQURNSLPEVAE 563
AGVI EDF 1692

+ VI+ F

SYVI QAF 570

hypot heti cal protein SORBI DRAFT_01g041205 [ Sor ghum bi col or]
hypot heti cal protein SORBI DRAFT_01g041205 [ Sor ghum bi col or]

Length = 1072

Score 95
ldentities
Fr anme +1

Query: 1276

Shj ct: 474

Query: 1453

.9 bits (237), Expect = 2e-17

= 51/143 (35%, Positives = 77/143 (53%, Gaps = 1/143 (0%
LRTYSVSPGHPVAP- NFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL 1452
LR +S V P NFK+ + KY+ K++ W +Y | +A E VM YFP+VL

L RQFSSHL RQVWWPRNFKL EKLKKYDGKENPENW TLYElI AVRSAAGDEHVMVANYFPVVL 533

GQDAMOW. RHLPQHCI DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKR 1632



Shjct: 534
Query: 1633
Shjct: 594

>gb| ABA97860. 1]

Q QA& LP+ D+W + FI' NF + ++P +DL+ | + +E LR Y++R
DQAGHQW. L GL PEDSFDSWVEEL RQAFI DNFI ATCEQPGNKYDLERI RDRKNEPLRDYI RR 593

F* TMRNHTPEVAEAGVI EDFYRG 1701
F MR P+++ | F +G
FSDVRLKI PKI SHDEAI SAFI KG 616

retrotransposon protein,
(j aponica cul tivar-group)]

putative,

Length = 955
Score = 95.5 bhits (236), Expect = 2e-17
Identities = 55/181 (30%, Positives = 91/181 (50%, Gaps = 5/181 (2%
Frame = +1
Query: 1237 PTSRTPT* RHVRSLRTYSVSPGHPVAPN- - - - - FKVSNVSKYERKQDLGGALAI YTI VTW 1401
P ++T T + + T ++ +A N F+ ++ KY+ D +L +Y+lV +
Sbjct: 6 PPTKTETVGPI MTDATTTI El RRI | ADNRRGTKFRPGS| DKYDGSTDPEEFLQVYSI VLY 65
Query: 1402 AAGATEDVMIVYFPI VLGQDAMAW. RHL PQHCI DNWSDFSWCFI ANFQSLFDKPAQPWDL 1581
AAGA ++ + Y P+tVL A W HLP + 1 +WD F+ANFQ + A DL
Sbjct: 66  AAGADDNALANYLPVWWLKGFARTWFVHLPPNSI SSWEDL WQOQFVANFQGTNKRHAI EDDL 125
Query: 1582 KSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQKSVGHLRT 1761
++ E+LR Y++RF +N PE+ +tA VI F G D ++ ++ +R
Sbjct: 126 HTLSQNPGESLRDYI RRFNECKNTI PEI TDASVI RAFKSGDRDRYTTQELATRRI TYARK 185
Query: 1762 L 1764
L
Sbjct: 186 L 186
>ref | NP_001068452. 1| 0s11g0677500 [Oryza sativa (japonica cultivar-group)]
Length = 2381
Score = 89.4 bits (220), Expect(2) = 2e-17
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Shj ct: 947 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANMANYLPVALADSARSW.HGLPRGTI 1006
Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Shj ct: 1007 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSCGESLREYI RRFSEQRNKI SDI TDDVI 1066
Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 1067 | AAFTKG 1073
Score = 26.6 bits (57), Expect(2) = 2e-17
Identities = 11/23 (47%, Positives = 14/23 (60%
Frame = +2
Query: 1247 ERRHEDTCGVFALTPCLRAI QAP 1315

Shjct: 922

+tRR+D GV AT LR+ W
DRRDDDLDGVAAFTDDLRRVDWP 944

Ty3-gypsy subclass [Oryza sativa



>gh| ABA95343. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 2289
Score = 89.4 bhits (220), Expect(2) = 2e-17
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Shjct: 707 FKPTGA EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYLPVALADSARSW . HGLPRGTI 766
Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbjct: 767 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSCGESLREYI RRFSEQRNKI SDI TDDVI 826
Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 827 | AAFTKG 833
Score = 26.6 bits (57), Expect(2) = 2e-17
Identities = 11/23 (47%, Positives = 14/23 (60%
Frame = +2
Query: 1247 ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR+D GV AT LR + W
Sbj ct: 682 DRRDDDLDGVAAFTDDLRRVDWP 704
>gh| ABA98729. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1964
Score = 89.4 bhits (220), Expect(2) = 2e-17
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Sbj ct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANMANYLPVALADSARSW HGLPRGTI 493
Query: 1501 DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSCGESLREYI RRFSEQRNKI SDI TDDVI 553
Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 554 | AAFTKG 560
Score = 26.6 bits (57), Expect(2) = 2e-17
Identities = 11/23 (47%, Positives = 14/23 (60%
Frame = +2
Query: 1247 ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR+D GV AT LR + W
Sbj ct: 409 DRRDDDLDGVAAFTDDLRRVDWP 431

>gb| AAS9064

8.1| putative polyprotein [Oryza sativa Japoni ca G oup]



gb| AAS98432. 1| putative polyprotein [Oryza sativa Japonica G oup]
Lengt h = 2000
Score = 89.0 bits (219), Expect(2) = 3e-17
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMNLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Sbj ct: 434 FKPTGA EKYDGTTNPESW.TVYGLAI RAAGGDNKANMANYL PVALADSARSW HGLPRGTI 493
Query: 1501 DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Shj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSCGESLRDYI RRFSEQRNKI SDI TDDVI 553
Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 554 | AAFTKG 560
Score = 26.6 bits (57), Expect(2) = 3e-17
Identities = 11/23 (47%, Positives = 14/23 (60%
Frame = +2
Query: 1247 ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR+D GV AT LR + W
Sbj ct: 409 DRRDDDLDGVAAFTDDLRRVDW, 431
>enb| CAE03913. 2| OSIJNBb0015Q09.7 [Oryza sativa (japonica cultivar-group)]
Length = 1991
Score = 89.0 bits (219), Expect(2) = 3e-17
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Sbj ct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANMANYLPVALADSARSW HGLPRGTI 493
Query: 1501 DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553
Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 554 | AAFTKG 560
Score = 26.6 bits (57), Expect(2) = 3e-17
Identities = 11/23 (47%, Positives = 14/23 (60%

Frame = +2
Query: 1247

Shjct: 409

>gb| AAU43931. 1|
Lengt h

ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR+D GV AT LR + W
DRRDDDLDGVAAFTDDLRRVDWP 431

putative polyprotein [Oryza sativa Japoni ca Goup]
927



Score 89
ldentities
Fr ane +1

Query: 1321

Shjct: 434

Query: 1501

Shjct: 494

Query: 1681

Shjct: 554

Scor e
Identities
Frame +2

Query: 1247

Shj ct: 409

>gb| ABA92884. 2|

26.

bits (219), Expect(2)
42/ 127 (33%, Positives

-17

.0
= 67/ 127 (52%

e

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGTI 493

DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680

+Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDY! RRFSEQRNKI SDI TDDVI 553
| EDFYRG 1701
I F +G
| AAFTKG 560
6 bits (57), Expect(2) = 3e-17

11/23 (479, Positives 14/ 23 (60%

ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR+D GV AT LR + W
DRRDDDLDGVAAFTDDLRRVDWP 431

retrotransposon protein, putative, unclassified,

sativa (japonica cultivar-group)]

Length = 715
Score = 90.5 bhits (223), Expect(2) = 3e-17
Identities = 44/124 (35%, Positives = 68/ 124 (54%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
F++ + KY+R D +L +Y+ V +AAG ++ + Y P L W HLP + |
Sbhj ct: 323 FRLGTI EKYDRSTDPEEFLQVYSTVLYAAGVDDNALANYLPAALKGSTRSW.VHLPPYLI 382
Query: 1501 DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+WD F+tANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbj ct: 383 SSWIDLWQQFVANFQGT YKRHAI EDDL HAL KQNPGESL RDYI RRFNECRNTI PEI TDASV 442
Query: 1681 | EDF 1692
I F
Sbjct: 443 | RAF 446
Score = 25.0 bits (53), Expect(2) = 3e-17
Identities = 25/108 (23%, Positives = 41/108 (37%
Frame = +2
Query: 992 Pl TNPPSDLRHAI NSRRDTRSSI NASRDR* HESEI GNREEYVRDHAI LA* SHATRAESVA 1171
P+ SDLR +N RR+ R S E + R+ ++ + S +
Sbj ct: 237 PLPRGTSDLRDHLNGRREARRS------------- QEPERHPRNRTPKPSDSSSSSSSSS 283
Query: 1172 ASTSVPFQGRSR* HTTGSPPWDRPHERRHEDT CGVFALTPCLRAI QAP 1315
+S+S Rt H + P + G AT LR ++W
Sbjct: 284 SSSSNRHPRRAHDHRQPTAP- - --------- SGGCRAFTRFLREVRWP 320
>gb| AAV43881. 1| putative polyprotein [Oryza sativa Japonica G oup]

expressed [Oryza



Length = 1551

Score = 89
ldentities
Fr anme +1

Query: 1321

Shjct: 420
Query: 1501
Shjct: 480
Query: 1681
Shjct: 540
Score = 26.
Identities

Frame = +2
Query: 1214

Shjct: 385

>gb| AAV25234. 1|

L
Score = 88
Identities

Frame = +1

Query: 1321

Shjct: 434

Query: 1501

Shjct: 494

Query: 1681

Sbj ct: 554

Score
ldentities
Frane +2

Query: 1247

Sbj ct: 409

>ref | XP_002436649. 1]

gb| EER8801
L

26.

bits (219), Expect(2) = 4e-17

.0
= 44/ 127 (34%, Positives = 66/127 (51%

FKVSNVSKYERKQDL GGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMW.RHLPQHCI 1500

FK + + KYE + W Y + AAG M Y P+ L A W LP+ |

FKPTA EKYEGTTNPESW.TAYGLAI RAAGGDSKAMANYL PVALADSAQSW.HGLPRGTI 479

DNWEDFSWCFI ANFQSL FDKPAQPWDIL KSI GHQGDETL RLYLKRF* TMRNHTPEVAEAGY 1680
+\W-+ FI ANFQ F++P +DL +I + E+LR Y++RF RN ++ + o+

GSVWAEL RDHFI ANFQGTFERPGTQFDLYNI | QKSGESLRDYI RRFSEQRNKI SDI TDNVI 539

| EDFYRG 1701

I F +G

| AAFTKG 546

2 bits (56), Expect(2) = 4e-17
14/ 34 (419, Positives = 17/34 (50%

TTGSPPWDRPHERRHEDTCGVFALTPCLRAI QWP 1315
TG P P+R +D GV AT LR+ W
TRGYAPHHSP- DRYDDDVDGVAAFTSDLRRVDWP 417

putative polyprotein [Oryza sativa Japoni ca Goup]
1953

ength =
bits (217), Expect(2) = 5e-17

.2
= 42/ 127 (33%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWALAI YTI VTWAAGATEDVMIVYFPI VL GODAMOMLRHLPQHCI 1500

FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |

FKPTQ EKYDGTTNPESW.TVYGLAI RAAGGDNKAMANYL PVALADSARSW HGE_PRGTI 493

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+\W+ FI ANFQ F++P +DL ++ + E+LR Y++RF RN 4+ + +

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKPGESLRDYI RRFSEQRNKI SDI TDDVI 553

| EDFYRG 1701

| F +G

| AAFTKG 560

bits (57), Expect(2) = 5e-17

6
= 11/23 (47%, Positives = 14/23 (60%

ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR+D GV AT LR+ W
DRRDDDL DGVAAFTDDLRRVDWP 431

hypot heti cal
hypot heti cal protein SORBI DRAFT_10g006600 [ Sor ghum bi col or]
638

6. 1]
engt h

prot ei n SORBI DRAFT_10g006600 [ Sor ghum bi col or]



Score 93
ldentities
Fr ane +1

Query: 1318

Shjct: 472

Query: 1498

Sbj ct: 532

Query: 1678

Shjct: 592

>enb| CAD39962. 2|

bits (231), Expect = 8e-17
45/ 128 (35%, Positives

.6
= 71/ 128 (55%

NFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHC 1497
NFK+ + KY+ K++ W +Y | +A E+M YFP+VL Q QAL LP+
NFKLEKLKKYDGKENPENW TLYEI AVRSAVGDEH MANYFPVVLDQAGHOWALLGLPEDS 531

| DNVSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RLYLKRF* TMRNHTPEVAEAG 1677
DIW+  FI NF + ++P  +DL+ | + +E LR Y++RF MR  P+++
FDSVEEL RQAFI DNFI ATCEQPGNKYDLERI RDRKNEPLRDY! RRFSYMRLKI PKI SHDE 591

VI EDFYRG 1701

I F +G
Al SAFI KG 599

OSJNBa0072D08.9 [Oryza sativa (japonica cultivar-group)]

Length = 880
Score = 93.6 bits (231), Expect = 8e-17
Identities = 50/148 (33%, Positives = 77/148 (52%

Frame = +1
Query: 1321
Shjct: 432
Query: 1501
Shjct: 492
Query: 1681

Shjct: 552

>gb| ABA96533. 1]

Lengt h

Score = 93
Identities
Frame +1

Query: 1288
Shjct: 227
Query: 1468
Shjct: 284
Query: 1648

Shjct: 344

>enb| CAE02993. 2|

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+R D +L +Y+ V +AAGA ++++ Y P L A W HLP + |
FRPGAI EKYDRSTDPEEFL QVYSKVL YAAGANDNVLVNYL PAALKGSARSW.VHLPPYS| 491
DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGEDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD  F+ANFQ + + A DL + E+LR Y++RF RN PE+ +A V

SSWADL WQOFVANFQGT YKRHAI EDDLHVL TQNPGESLRDYVRRFNECRNTI PEI TDASV 551

| EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
| RAFKTGVRDRYTTQELATRRI TTARKL 579

retrotransposon protein,
(j aponi ca cul tivar-group)]
770

putative,

.6 bits (231), Expect = 8e-17
= 53/ 159 (33%, Positives = 81/159 (50%

SVSPGHPVAPNFKVSNVSKYERKQDL GGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAM 1467
S+S H F+ + KY+ D +L +Y+ V +AAGA ++V+ Y P L A
S| STPHE- - - RFRPGAI EKYDGSTDPEEFLQVYSTVL YAAGANDNVLANYLPTALKGSAR 283

QALRHLPQHCI DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMR 1647
W HLP + | +WD F+ANF+ + + A DL ++ E+LR Y++RF R
SW.MHLPPYSI SSWADL WQOFVANFKGT YKRHAI EDDLHAL TONPGESLRDYVQRFNECR 343

NHTPEVAEAGVI EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764

N PE+ +AVI F G D ++ +V RL
NTI PElI TDASVI RAFKSGVRDRYTTQELATRRVTTTRRL 382

OSJNBa0043L09. 12 [Oryza sativa (japonica cultivar-group)]

Length = 1120

Scor e 93
Identities

.2 bits (230), Expect le- 16
50/ 158 (31%, Positives

79/ 158 (50%

Ty3-gypsy subclass [Oryza sativa



Frame +1

Query: 1291

Shj ct: 270

Query: 1471

Shj ct: 330
Query: 1651

Sbj ct: 390

>enb| CAD40441. 1]

VSPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMTVYFPI VLGQDAMY 1470
+ G4 +A N + KY+ D +L +Y+ V +tAAGA ++ + Y P L A
| HEGHTI ADNPPPPAL EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARS 329

WW.RHL PQHCI DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQEDETLRL YLKRF* TMRN 1650
W HLP + | +WD  F+ANFQ + + A DL ++ E+LR Y++ F  +N
VL VHLPPYSI SSWADLWQQFVANFQGT YKRHAI EDDL HAL TQNSGESL REYVQCFNECKN 389

HTPEVAEAGVI EDFYRGSNDSAFVRAI LQKSVGHLRTL 1764

PE+ +AVI F G D ++ + 4+ RL
TI PEI TDASVI RAFKSGVRDRYTTQELATRRI TTTRRL 427

OSJNBa0035B13. 14 [Oryza sativa (japonica cultivar-group)]

Length = 1736

Scor e 89
Identities
Frame +1

Query: 1321

Shjct: 339

Query: 1501

Shjct: 399

Query: 1681

Shj ct: 459

Scor e
Identities
Frame +2

Query: 1247

Shjct: 314

>gb| AAT77397. 1]

24.

bits (219), Expect(2) le-16
42/ 127 (33%, Positives = 67/127 (52%

.0

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500

FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |

FKPTRI EKYDGT TNPESW.TVYGLAI RAAGGDNKANMANYL PVALADSARSW . HGLPRGTI 398

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FI ANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSECQRNKI SDI TDDVI 458

| EDFYRG 1701

I F +G

I AAFTKG 465

le- 16
14/ 23 (60%

6 bits (52), Expect(2)
10/ 23 (43%, Positives

ERRHEDTCGVFALTPCLRAI QAP 1315
+tRR++ GV AT LR+ W
DRRDDNL DGVAAFTDDLRRVDWP 336

putative polyprotein [Oryza sativa Japoni ca G oup]

Length = 1194

Score 92
ldentities
Fr ane +1

Query: 1321
Shjct: 447
Query: 1501
Shj ct: 507
Query: 1681

Shjct: 567

.8 bits (229), Expect le-16

49/ 148 (33%, Positives

75/ 148 (50%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI
F+ + KY+ D +L +Y+ V +tAAGA ++ + Y P L A W HLP + |
FRPGAI EKYDGSTDPKEFLQVYSTVL YAAGADDNAL ANYL PTALKGSARSW.VHLPPYS

1500
506

DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+WD FIANFQ + + A DL ++ E+LR Y++R RN PE+ +A V
SSWADL RQQFI ANFQGT YKRHAI EDDLHAL TONSGESL REYVRRLNECRNTI PEI TDASV 566

| EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
| RAFKSGVRDRYTTQELATRRI TTTRRL 594



>gh| AAK52121. 1| AC079936_17 Putative retroel ement [Oryza sativa Japoni ca G oup]
Length = 2079

Score = 92.8 bits (229), Expect = le-16
Identities = 49/148 (33%, Positives = 76/148 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 578 FRPGAI EKYDGSI DPEEFLQVYSTVL YAAGADDNAVANYLPTALKGSARSW.VHLPPYSI 637

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbjct: 638 SSWADLWQOQFVANFQGT YKRHAI EDDLHAL TQNSGESL REYVRRFNECRNTI PEI TDASV 697

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbjct: 698 | RAFKSGVRDRYTTQELATRHI TTTRRL 725

>gb| ABB47490. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1783

Score = 92.8 bits (229), Expect = le-16
Identities = 49/148 (33%, Positives = 76/148 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 522 FRPGAI EKYDGSI DPEEFLQVYSTVL YAAGADDNAVANYLPTALKGSARSW.VHLPPYSI 581

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Shj ct: 582 SSWADLWQOQFVANFQGT YKRHAI EDDLHAL TQNSCGESL REYVRRFNECRNTI PEI TDASV 641

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbjct: 642 | RAFKSGVRDRYTTQELATRHI TTTRRL 669

>enb| CAE01888. 2| OSJNBa0035013.7 [Oryza sativa (japonica cultivar-group)]
Length = 1421

Score = 91.3 bhits (225), Expect(2) = le-16
Identities = 48/ 130 (36%, Positives = 69/130 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLRHLPQHCI 1500
F+  + KY+ D +L +Y+ V +AAGA ++ + Y P A W HP + |
Sbjct: 109 FRPGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTAVWKGSARSW.MHLPSYSI 168

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W5D F+ANFQ + A DL ++ H E+LR Y++RF RN PE+ +A V
Sbjct: 169 SSWSDLWQOQFVANFQGTNKRHAI EDDLHAL THNSGESL RGYVRRFNECRNTI PEI TDASV 228

Query: 1681 | EDFYRGSND 1710
I F G D
Shjct: 229 | CAFKSGVRD 238



Scor e 21
Identities
Frame = +2

Query: 1238

Shjct: 81

>enb| CAJ862
L

Score = 92
ldentities
Fr anme +1

Query: 1321
Shjct: 429
Query: 1501
Shj ct: 489
Query: 1681

Shjct: 549

>enb| CAE05745. 1]
enb| CAE03420. 1]

.9 bits (45),
= 9/26 (349,

le- 16
14/ 26 (53%

Expect ( 2)
Posi tives

RPHERRHEDTCGVFALTPCLRAI QWP 1315
RH+ + G AL+ LR ++WP
RDHRQPTAPSAGCRALSRSLRDVRWP 106

73. 1|
engt h

HO901F07.10 [Oryza sativa (indica cultivar-group)]
1884

bits (228), Expect = 2e-16

.4
= 50/ 148 (33%, Positives

75/ 148 (50%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +AAA ++ Y P L A W HLP + |
FRPGAI EKYDGCTDPEEFL QVYSTVL YAAGADNNALANYLPTALKGSARSW.VHLPPYSI 488
DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+WD FIANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V

SSWADLWQOFI ANFQGT YKRHAI EDDLHAL TONSGESL REYVRRFNECRNTI PEI TDASV 548

| EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
| RAFKSGVRDRYTTQELATRRI TTTRRL 576

OSJNBb0017101. 25 [Oryza sativa (japonica cultivar-group)]
OSJNBa0032F06.3 [Oryza sativa (japonica cultivar-group)]

Length = 1728
Score = 92.4 bits (228), Expect = 2e-16
Identities = 50/148 (33%, Positives = 75/148 (50%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHC! 1500
F+ + Ky+ D +L +Y+ V +AAGA ++ YP L A W HLP + |
Sbjct: 417 FRPGAI EKYDGSTDPEEFLQVYSTVLYAAGADNNALANYLPTALKGSARSW.VHLPPYSI 476
Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W-D FIANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbjct: 477 PSWADLWQOFI ANFQVTYKRHAI EDDLHAL TQNSGESL REYVRRFNECRNTI PEI TDASV 536
Query: 1681 | EDFYRGSNDSAFVRAI LQKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbj ct: 537 | RAFKSGVRDRYTTQELATRRI TTTRRL 564

>gb| ABA93980. 1]

retrotransposon protein,
(j aponica cul tivar-group)]

putative,

Length = 1567

Scor e 92
Identities
Frame +1

Query: 1321

Shjct: 321

.4 bits (228),

Expect = 2e-16
= 49/ 148 (33%, Positives

76/ 148 (51%

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |

FRPRAI EKYDGSTDPEEFLQVYSTVL YAAGADDNALANYLPTALKGFARSW.MHLPPYSI 380

Ty3-gypsy subclass [Oryza sativa



Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbjct: 381 SSWADLWQOQFVANFQGTYKRHAI EDDLHTLTQNSGESLREYVRRFNECRNTI PEI TDASV 440

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbjct: 441 | RAFKSGVRDRYTTQELATRRI TTTRKL 468

>gb| AAL31060. 1| AC090120_6 putative gag-pol precursor [Oryza sativa Japoni ca G oup]
gb| AAP54365. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 698

Score = 92.4 bits (228), Expect = 2e-16
Identities = 49/148 (33%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbjct: 215 FRPGAI KKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.NHLPPYSI 274

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD FIANFQ + + A DL ++ E+LR Y++ F RN PE+ +A V
Shjct: 275 SSWADLWQOFI ANFQGT YKRHAI EDDLHAL TQNSCGESL REYVRHFNECRNTI PEI TDASV 334

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbj ct: 335 | RAFKSGVRDRYTTQELATRRI TTTRRL 362

>gh| ABF97190. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1773

Score = 92.0 bits (227), Expect = 2e-16
Identities = 45/135 (33%, Positives = 69/135 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ +L W +Y +  AAG M Y P+ L A W LP+ |
Sbj ct: 525 FKPTG EKYDGTTNLESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGM 584

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 585 GSWAKLRDHFI ANFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 644

Query: 1681 | EDFYRGSNDSAFVR 1725
I F +G VR
Sbj ct: 645 | ATFTKG RHEDLVR 659

>enb| CAD40114. 1] OSJNBa0035013. 3 [Oryza sativa (japonica cultivar-group)]
Length = 2008

Score = 92.0 bits (227), Expect = 2e-16
Identities = 43/127 (33%, Positives = 68/127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + GW +Y + AAG M Y P+ L A W LP+ |
Shj ct: 434 FKPTG EKYDGTTNPGSW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 493



Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 554 | AAFTKG 560

>gb| ABA96683. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1844

Score = 91.7 bhits (226), Expect = 3e-16
Identities = 43/127 (33%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ +L W +Y +  AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNLESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRLYLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>gb| AAT69666. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 973

Score = 91.3 bhits (225), Expect = 4e-16
Identities = 44/127 (34%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG MY P+ L A W LP+ |
Shj ct: 440 FKPTG KKYDGTTNPESW.TVYGLAI RAAGGDSKAMTNYLPVALADSAWSW . HGLPRDTI 499

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +1 + E+LR Y++RF RN  ++ + +
Sbj ct: 500 GSWAELRDHFI ANFQGTFERPGTHFDLYNI VQKSGESLRDYI RRFSEQRNKI SDI TDDVI 559

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 560 | AAFTKG 566

>gb| ABA99121. 1| transposon protein, putative, unclassified [Oyza sativa (japonica
cul tivar-group)]
Length = 1681

Score = 91.3 bhits (225), Expect = 4e-16
Identities = 45/128 (35%, Positives = 70/128 (54%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLRHLPQHCI 1500
F+  + KY+ D 4L +Y+ V +AAGA ++ + Y P L A W H+P + |
Sbj ct: 397 FRPGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.NHI PPYSI 456

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680



+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbhj ct: 457 SSWADLWQOFVANFQGT YKRHAI EDDLHAL TQNSCGESL REYVRRFNECRNTI PEI TDASV 516

Query: 1681 | EDFYRGS 1704
I F Gt
Sbjct: 517 | RAFKSCGA 524

>gh| ABA92092. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1658

Score = 91.3 bhits (225), Expect = 4e-16
Identities = 46/130 (35%, Positives = 69/130 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 302 FRPRAI EKYDGSTDPEEFLQVYSTVL YAAGADDNALANYLPTALKGSARSW.VHLPPYSI 361

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ NFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Shjct: 362 SSWADLWQOFVTNFQGTYKRHAI EDDLHAL TQNSCGESLREYVRRFNECRNTI PEI TDASV 421

Query: 1681 | EDFYRGSND 1710
I F G D
Sbhj ct: 422 | HAFKSGVRD 431

>gh| AAP52584. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1486

Score = 90.9 bits (224), Expect = 5e-16
Identities = 46/130 (35%, Positives = 69/130 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +tAAGA ++ + Y P L A W HLP + |
Shj ct: 342 FRPRAI KKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.VHLPPYSI 401

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + A DL ++ E+LR Y++RF RN PE+ ++ V
Shj ct: 402 SSWADLWQOFVANFQGT YKHHAI EDDLHAL TQNSCGESL REYVRRFNECRNTI PEI TDSSV 461

Query: 1681 | EDFYRGSND 1710
I F G D
Shjct: 462 | RTFKSGVRD 471

>gh| ABA98874. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 893

Score = 90.9 bits (224), Expect = 5e-16
Identities = 47/127 (37%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +tAAGA ++ + Y P L A W HLP + |
Sbj ct: 465 FRPGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.VHLPPYSI 524

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680



+WD FIANFQ + + A DL + E+LR Y++RF RN PE+ +A V
Sbj ct: 525 SSWADLWQOFI ANFQGT YKRHAI EDDLHVL TQNSCGESL REYVRRFNECRNTI PEI TDASV 584

Query: 1681 | EDFYRG 1701
I F G
Sbj ct: 585 | HAFKSG 591

>gh| ABF94999. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 786

Score = 90.9 bits (224), Expect = 5e-16
Identities = 48/148 (32%, Positives = 74/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 358 FRPGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSACSW.NHLPPYSI 417

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD FI. NFQ + + A DL ++ E+LR Y++ F RN PE+ +A V
Shj ct: 418 SSWADLWQOFI VNFQGT YKRHAI EDDLHAL TQNSCGESL REYVRHFNECRNTI PEI TDASV 477

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Shjct: 478 | RAFKSGVRDRYTTQELATRRI TTTRRL 505

>gh| ABA97230. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1807

Score = 90.9 bits (224), Expect = 5e-16
Identities = 43/128 (33%, Positives = 69/128 (53%
Frame = +1

Query: 1318 NFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHC 1497
+FK + + KY+ + W +Y++  AAG M YP+L A W LP+
Sbhj ct: 257 SFKPTGA EKYDGTTNPESW.TVYSLAI CAAGGDSKAMANYLPVALADSARSW.HGLPRGT 316

Query: 1498 | DNSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL +l + E+LR Y++RF RN  ++ +
Sbjct: 317 | GSWAELRDHFI ANFQGTFERPGTHFDLYNI VQKSGESLRDY! RRFSEQRNKI SDI TDDV 376

Query: 1678 VI EDFYRG 1701
+ F +G
Sbjct: 377 |1AAFTKG 384

>gb| AAN09865. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1469

Score = 90.9 bits (224), Expect = 5e-16
Identities = 46/130 (35%, Positives = 69/130 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 342 FRPRAI KKYDGSTDPEEFLQVYSTVL YAAGADDNALANYLPTALKGSARSW.VHLPPYSI 401

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + A DL ++ E+LR Y++RF RN PE+ ++ V



Sbjct: 402 SSWADLWQOQFVANFQGTYKHHAI EDDLHAL TQNSGESL REYVRRFNECRNTI PEI TDSSV 461

Query: 1681 | EDFYRGSND 1710
| F G D
Shjct: 462 | RTFKSGVRD 471

>gb| AAK92558. 1| AC051624_16 Putative retroelement [Oryza sativa Japoni ca G oup]
Length = 1429

Score = 90.5 bhits (223), Expect = 6e-16
Identities = 44/134 (32%, Positives = 69/134 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 285 FKPTG EKYDGTTNPESW.TVYGLAI HAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 344

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F+ P+ +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 345 GSWAELRDHFI ANFQGTFEHPSTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 404

Query: 1681 | EDFYRGSNDSAFV 1722
I F+G D V
Sbj ct: 405 | AAFTKG RDEDLV 418

>gh| AAGS9655. 1| AC084319_13 putative gypsy-type retrotransposon [Oryza sativa Japonica
G oup]
Length = 1185

Score = 90.5 bhits (223), Expect = 6e-16
Identities = 43/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ +L W +Y +  AAG M Y P+ L A W LP+ |
Sbj ct: 383 FKPTG EKYDGTTNLESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGM 442

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 443 GSWAKLRDHFI ANFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 502

Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 503 | ATFTKG 509

>gh| ABB47110. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1326

Score = 90.5 bhits (223), Expect = 6e-16
Identities = 44/134 (32%, Positives = 69/134 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 248 FKPTG EKYDGTTNPESW.TVYGLAI HAAGGDSKANVANYL PVALADSARSW.HGLPRGTI 307

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F+ P+ +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 308 GSWAELRDHFI ANFQGTFEHPSTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 367



Query: 1681 | EDFYRGSNDSAFV 1722
I F+G D V
Shjct: 368 | AAFTKG RDEDLV 381

>enb| CAH66342. 1| OSI GBa0104J13.2 [Oryza sativa (indica cultivar-group)]
Length = 1582

Score = 90.1 bits (222), Expect = 8e-16
Identities = 48/ 143 (33%, Positives = 73/143 (51%
Frame = +1

Query: 1273 SLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL 1452
S+ SS PA FK+ + KY+ + W +Y + AAG M Y P+ L
Sbjct: 580 SVPANSASTRTPTA- GFKPTA EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVAL 638

Query: 1453 GQDAMAW.RHLPQHCI DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKR 1632
A W LP+ | +W+ FIANFQ F++P+ +DL +l + E+LR Y++R
Shjct: 639 ADSARSW.HGLPRGTI GSWAELRDHFI ANFQGTFERPSTHFDLYNI VQKSGESLREY! RR 698

Query: 1633 F* TMRNHTPEVAEAGVI EDFYRG 1701
F RN ++ + F+G
Sbjct: 699 FSEQRNKI SNI TDDVI | AAFTKG 721

>gb| AAP54205. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1734

Score = 90.1 bits (222), Expect = 8e-16
Identities = 44/127 (34%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY + W +Y I AAG M Y P+ L A W LP+ |
Shj ct: 349 FKPTG EKYNGTTNPESW.TVYQ Al RAAGGDSKAVANYLPVALADSARSW.HGLPRRTI 408

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +1 + E+LR Y++RF RN ++ + +
Sbj ct: 409 GSWAELRDHFI ANFQGTFERPGTQFDLYNI VQKSGESLRDYI RRFSEQRNKI SDI TDDVI 468

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 469 | AAFTKG 475

>gb| ABF99975. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1413

Score = 90.1 bits (222), Expect = 8e-16
Identities = 49/141 (34%, Positives = 74/141 (52%
Frame = +1

Query: 1288 SVSPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VLGQDAM 1467
++ HP P +N KY+ D +L +Y+ V +AAGA ++ + Y P L A
Sbj ct: 325 AAAAAHPEQPPTGDAN- EKYDGSTDPEEFLQVYSTVL YAAGADDNALANYLPTALKGSAR 383

Query: 1468 QALRHLPOQHCI DNWSDFSWCFI ANFQSLFDKPAQPWDILKSI GHQGDETLRLYLKRF* TMR 1647
W HLP + | +WD F+ANFQ + + A DL ++ E+LR Y++RF R
Sbjct: 384 SW.MHLPPYSI SSWADLWQOFVANFQGT YKRHAI EDDLHAL TONPGESLREYVQRFNECR 443



Query: 1648 NHTPEVAEAGVI EDFYRGSND 1710
N P++ +tAVI F G D
Sbj ct: 444 NTI PKI TDASVI RAFKSGVRD 464

>gb| AAT93843. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1723

Score = 90.1 bhits (222), Expect = 8e-16
Identities = 48/ 148 (32%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLRHLPQHC 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 326 FRPGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSAHSW.VHLPPYS! 385

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD FI. NFQ + + A DL ++ E+LR Y++RF RN P++ +A V
Sbj ct: 386 SSWDLWQQFI TNFQGT YKRHAI EDDLHAL TQNPCGESLRDYVRRFNECRNTI PDI TDASV 445

Query: 1681 | EDFYRGSNDSAFVRAI LQKSVGHLRTL 1764
I F G D ++ +++RL
Sbj ct: 446 | RAFKTGVKDRYTTQELATRRI TNTRRL 473

>gb| AAT81721. 1| putative retrotransposon protein [Oryza sativa Japoni ca G oup]
gb| ABF98276. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1002

Score = 90.1 bits (222), Expect = 8e-16
Identities = 46/130 (35%, Positives = 68/130 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L W HP+ I
Sbj ct: 533 FRPGAI EKYDGSTDPEEFLQVYSTVL YAAGADDNAL ANYLPSALKGSTRSW.NHFPPYS| 592

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
WD FIANFQ + + A DL ++ H E+LR +++RF RN PE+ +A V
Sbjct: 593 SLWADLWQOFI ANFQGT YKRHAI EDDLHAL THNSGESL REFVRRFNECRNTI PEI TDASV 652

Query: 1681 | EDFYRGSND 1710
I F G D
Sbj ct: 653 | RAFKSGVRD 662

>gb| AAT77312. 1] putative polyprotein [Oryza sativa Japonica G oup]
gb| AAT77333. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1551

Score = 90.1 bits (222), Expect = 8e-16
Identities = 48/ 143 (33%, Positives = 73/143 (51%
Frame = +1

Query: 1336 VSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GCQDAMMLRHLPQHCI DNWSD 1515
+ KY+ D +L +Y+ V+AAGA ++ + YP L A W HWP+ 1 +WD
Sbj ct: 397 | EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.MHLPPYSI SSW D 456

Query: 1516 FSWCFI ANFQSLFDKPACQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGVI EDFY 1695
F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A VI F
Sbhj ct: 457 LWQQFVANFQGTYKRHAI EDDLHTLTONSGESLREYVRRFNECRNTI PEI TDAFVI RAFK 516



Query: 1696 RGSNDSAFVRAI LQKSVGHLRTL 1764
G D + + + + R L
Shjct: 517 SGVRDRYTTQELATRRI TTTRRL 539

>gb| AAS01973. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
Length = 1403

Score = 90.1 bits (222), Expect = 8e-16
Identities = 49/141 (34%, Positives = 74/141 (52%
Frame = +1

Query: 1288 SVSPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VLGQDAM 1467
++ HP P +N KY+ D +L +Y+ V+AAGA ++ + Y P L A
Sbjct: 315 AAAAAHPEQPPTGDAN- EKYDGSTDPEEFLQVYSTVL YAAGADDNALANYLPTALKGSAR 373

Query: 1468 QALRHLPQHCI DNVWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMR 1647
W HLP + | +WD  F+ANFQ + + A DL ++ E+LR Y++RF R
Sbjct: 374 SW.MHLPPYSI SSWADLWQQFVANFQGTYKRHAI EDDLHAL TQNPGESLREYVQRFNECR 433

Query: 1648 NHTPEVAEAGVI EDFYRGSND 1710
N P++ +tAVI F G D
Sbj ct: 434 NTI PKI TDASVI RAFKSGVRD 454

>enb| CAE03254. 1| OSJNBa0011J08.9 [Oryza sativa (japonica cultivar-group)]
Length = 878

Score = 90.1 bhits (222), Expect = 8e-16
Identities = 43/127 (33%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y++  AAG M Y P+ L A W LP+ |
Sbjct: 419 FKPTRI EKYDGTTNPESW.TVYSLAI HAAGGDSKANVANYL PVALADSARSW.HGLPRGTI 478

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +1 + E+LR Y++RF RN  ++ + +
Sbjct: 479 GSWAELHDHFI ANFQGTFERPGTHFDLYNI | QKSGESLRDYI RRFSEQRNKI SDI TDDVI 538

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 539 | AAFTKG 545

>enb| CAD39396. 2| OSIJNBb0089K24.6 [Oryza sativa (japonica cultivar-group)]
Length = 1400

Score = 90.1 bits (222), Expect = 8e-16
Identities = 48/148 (32%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbj ct: 442 FRPRAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGYARSW.VHLPPYSI 501

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbj ct: 502 SSWADLWQOQFVANFQGT YKRHAI EDDLHAL TQNSCGESL REYVRRFNECRNTI PEI TDASV 561

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
| G D ++ + 4+ RL



Sbjct: 562 | RALKSGVRDRYTTQELATRRI TTTRRL 589

>gb| AAMD0991. 1| AC090482_20 Putative retroelement [Oryza sativa Japoni ca G oup]
Length = 2017

Score = 90.1 bhits (222), Expect = 8e-16
Identities = 42/127 (33%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
++W+  FIANFQ F++P  +DL ++ + E+LR Y#+RF RN  ++ + +
Sbj ct: 498 ESWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 558 | AAFTKG 564

>gh| ABB47210. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1995

Score = 90.1 bhits (222), Expect = 8e-16
Identities = 42/127 (33%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
++ W+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Shjct: 498 ESWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 558 | AAFTKG 564

>gh| ABA92237. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1646

Score = 90.1 bhits (222), Expect = 8e-16
Identities = 42/128 (32%, Positives = 69/128 (53%
Frame = +1

Query: 1318 NFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHC 1497
+FK++ + KY+ + W +Y +  AAG M YP+L A W LP+
Sbj ct: 440 SFKLTRI EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGT 499

Query: 1498 | DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ +
Sbj ct: 500 | GSWAELRDHFI ANFQGTFERPGTQFDLYNVI QKSGESLRDY! RRFSEQRNKI SDI TDDV 559

Query: 1678 VI EDFYRG 1701
+1 F +G
Shjct: 560 || AAFTKG 567



>gh| AAK27822. 1| AC022457_25 putati ve gag-pol precursor [Oryza sativa Japoni ca G oup]
Length = 1720

Score = 90.1 bits (222), Expect = 8e-16
Identities = 44/127 (34%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHC! 1500
FK + + KY + W +Y I AAG M Y P+ L A W LP+ |
Shj ct: 314 FKPTG EKYNGTTNPESW.TVYQA Al RAAGGDSKAVANYLPVALADSARSW.HGLPRRTI 373

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +1 + E+LR Y++RF RN ++ + +
Sbj ct: 374 GSWAELRDHFI ANFQGTFERPGTQFDLYNI VQKSGESLRDYI RRFSEQRNKI SDI TDDVI 433

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 434 | AAFTKG 440

>enb| CAE04437. 2] OSJNBa0018J19.4 [Oryza sativa (japonica cultivar-group)]
Length = 1527

Score = 90.1 bhits (222), Expect = 8e-16
Identities = 48/ 143 (33%, Positives = 73/143 (51%
Frame = +1

Query: 1273 SLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL 1452
S+ SS PA FK+ + KY+ + W +Y + AAG M Y P+ L
Sbjct: 462 SVPANSASTRTPTA- GFKPTA EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVAL 520

Query: 1453 GQDAMOW.RHLPQHCI DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKR 1632
A W LP+ | +W+ FIANFQ F++P+ +DL +l + E+LR Y++R
Shjct: 521 ADSARSW.HGLPRGTI GSWAELRDHFI ANFQGTFERPSTHFDLYNI VQKSGESLREY! RR 580

Query: 1633 F* TMRNHTPEVAEAGVI EDFYRG 1701
F RN ++ + F+G
Sbjct: 581 FSEQRNKI SNI TDDVI | AAFTKG 603

>gh| ABF99249. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1552

Score = 89.7 bhits (221), Expect = le-15
Identities = 42/128 (32%, Positives = 68/ 128 (53%
Frame = +1

Query: 1318 NFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHC 1497
+FK + + KY+ + W +Y +  AAG M YP+L A W LP+
Sbjct: 384 SFKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSAQSW.NGLPRGT 443

Query: 1498 | DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ +
Sbj ct: 444 | GSWAELRDHFI ANFQGTFERPGTQFDL YNVVQKSGESLRDYI RRFSEQRNKI SDI TDDV 503

Query: 1678 VI EDFYRG 1701
+I F +G
Shjct: 504 |1AAFTKG 511



>enb| CAE030
L

Score = 89
Identities
Frame +1

Query: 1318

Shjct: 438

Query: 1498

Sbj ct: 498

Query: 1678

Shj ct: 558

>gb| AAV4413
L

Score = 89
ldentities
Fr ane +1

Query: 1240

Sbj ct: 282

Query: 1366

Shj ct: 338
Query: 1546

Sbj ct: 398

>gb| AAT75246. 1|

68. 2|
engt h

OSJNBa0089E12.6 [Oryza sativa (japonica cultivar-group)]
1939

.7 bits (221), Expect = le-15
= 42/ 128 (32%, Positives = 68/128 (53%

NFKVSNVSKYERKQDL GGALAI YTI VTWAAGATEDVMIVYFPI VL GCQDAMMLRHLPQHC 1497
+FK + + KY+ + W +Y +  AAG M YP+L A W LP+
SFKPTA EKYDGI TNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGT 497

| DNVSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ +
| GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLREYI RRFSEQRNKI SDI TDDV 557

VI EDFYRG 1701
+ F +G
I 1 AAFTKG 565

2.1] putative polyprotein [Oryza sativa Japonica G oup]
ength = 1185

bits (221), Expect = le-15

56/ 175 (32%, Positives

.7

83/ 175 (47%, Gaps = 18/175 (10%

TSRTPT* RHVRSLRTYSVSPGHPVAPN- FKVSNVSKYERKQDL 1365
+S + + RHR RITY HP AP+ F+ + KY+ D
SSSSSSGRHPR- - RTYDRQ - HPTAPSAGCRAFNRSL RDVRWPERFRPGAI EKYDGSTDP 337

GGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMAL RHLPQHCI DNWSDFSWCFI ANFQ 1545
+L +Y+ V +AAGA ++ + Y P L A W HP + | +WD  F+ NFQ
EEFLQVYSTVPYAAGADDNAL ANYL PTALKGSARSW.MHLPPYS| SSWADLVWQQFVGNFQ 397

SLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGVI EDFYRGSND 1710
+ + DL ++ E+LR Y++RF RN PE+ +A VI F G D
GTYKRHM EDDLHALTQNPGESL RDYVRRFNDCRNTI PEI TDASVI RAFKTGVRD 452

putati ve gag-pol precursor [Oryza sativa Japonica G oup]

Length = 1512

Scor e 89
Identities
Frame +1

Query: 1318

Shjct: 384

Query: 1498

Shjct: 444
Query: 1678

Shjct: 504

>enb| CAE04995. 2|
Lengt h

bits (221), Expect le- 15
42/ 128 (32%, Positives = 68/128 (53%

.7

NFKVSNVSKYERKQDL GGALAI YTI VTWAAGATEDVMIVYFPI VL GCQDAMMLRHLPQHC 1497
+FK + + KY+ + W +Y +  AAG M YP+L A W LP+
SFKPTA EKYDGI TNPESW.TVYCGLAI RAAGGDSKAVANYL PVALADSAQSW.NGLPRGT 443

| DNVSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ +
| GSWAEL RDHFI ANFQGTFERPGT QFDL YNVWQKSGESL RDYI RRFSEQRNKI SDI TDDV 503

VI EDFYRG 1701
+ F +G
I 1 AAFTKG 511

OSJNBb0093@06. 3 [Oryza sativa (japonica cultivar-group)]
1986



Score = 89.7 bhits (221), Expect = le-15
Identities = 42/127 (33%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+\Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++++ +
Shjct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLREY! RRFSEQRNKI SDI SDDVI 553

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 554 | AAFTKG 560

>gb| ABA97324. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 553

Score = 89.7 bits (221), Expect = le-15
Identities = 47/148 (31%, Positives = 74/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ V KY+ D +L +Y+ V+A G+ ++ + Y P L A W HLP + |
Sbj ct: 405 FRPGAVEKYDGSTDPEEFLQVYSTVLYAVGSDDNALANYLPTALKGSARSW.VHLPPYSI 464

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WD  F+ANFQ + + A DL ++ E+LR Y++ F RN PE+ +A V
Sbj ct: 465 SSWADLWIQFVANFQGTYKRHAI EDDLHAL TQSSGESLREYVRHFNECRNTI PEI TDASV 524

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbjct: 525 | RAFKSGVRDRYTTQELATRRI TTTRRL 552

>ref| NP_001061573. 1| 0s08g0334300 [Oryza sativa (japonica cultivar-group)]
Length = 2100

Score = 89.4 bits (220), Expect = le-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shjct: 601 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 660

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbjct: 661 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLREYI RRFSEQRNKI SDI TDDVI 720

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 721 | AAFTKG 727

>gh| ABG55980. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 975

Score = 89.4 bhits (220), Expect = le-15



Identities

Frame = +1
Query: 1321
Shjct: 431
Query: 1501
Shjct: 491
Query: 1681

Sbj ct: 551

>gb| AAUL0736. 1]
gb| AAU43942. 1]

Length = 1995
Score = 89.4 bits (220),
Identities = 42/127 (33%,

Frame = +1
Query: 1321
Shjct: 436
Query: 1501
Shjct: 496
Query: 1681

Shjct: 556

>gb| AAS98430. 1|
Length =

Score = 89
ldentities
Frame = +1

Query: 1321

Sbj ct: 439

Query: 1501

Shj ct: 499
Query: 1681

Shj ct: 559

>gb| AAS79740. 1]

= 42/127 (33%,

Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMML RHL POHCI

FK + + KY+

+

W +Y +

AAG

M Y P+ L

A W LP+

FKPTG EKYDGT TNPESW.TVYGLAI RAAGGDNKAMANYL PVAL ADSARSW. HGLPRGTI

DNVSDFSWCFI ANFQSL FDKPAQPVDLKSI GHQGDETL RL YL KRF* TNRNHTPEVAEAGY
FI ANFQ F++P

+W+

+DL ++

+

E+LR Y++RF

RN  ++ +

+

GSWAELRDYFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSECRNKI SDI TDDVI

| EDFYRG 1701
I F +G
| AAFTKG 557

Expect =1

e-15

Positives = 68/ 127 (53%

putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca Goup]

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMML RHL POHCI

FK + + KY+

+

W +Y +

AAG

M Y P+ L

A W LP+

FKPTG EKYDGT TNPESW.TVYGLAI RAAGGDSKAMANYL PVAL ADSARSW. HGLPRGTI

DNVSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETL RL YL KRF* TNRNHTPEVAEAGY
FI ANFQ F++P+

+W+

+DL ++

+

E+LR Y++RF

RN  ++ +

+

GSWAEL RDHFI ANFQGTFERPSTQYDL YNVI QKSGESLRDYI RRFSECRNKI SDI TDDVI

| EDFYRG 1701
I F +G
I AAFTKG 562

2004

4 bits (220),

42/ 127 (33%,

Expect
Positives = 67/127 (52%

=1

e-15

putative polyprotein [Oryza sativa Japoni ca Goup]

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMAL RHL POHCI

FK + + KY+

+

W +Y +

AAG

M Y P+ L

A W LP+

FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW. HGLPRGTI

DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY

+WH+

FIANFQ F++P

+DL ++

+

E+LR Y++RF

RN  ++ +

+

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLREYI RRFSECQRNKI SDI TDDVI

| EDFYRG 1701
| F +G
| AAFTKG 565

Length = 1756

Score = 89.
ldentities
Frame = +1

4 bits (220),

43/ 134 (32%,

Expect =
Positives =

le-15

69/ 134 (51%

putative polyprotein [Oryza sativa Japoni ca G oup]

1500

490

1680

550

1500

495

1680

555

1500

498

1680

558



Query: 1300

Shjct: 170

Query: 1480

Shjct: 230
Query: 1660

Shjct: 290

>gb| AAS90646. 1]

GHPVAPNFKVSNVSKYERKQDL GGWALAI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLR 1479
G + FK+ + KY+ + W +Y +  AAG M YP+tL A W
GVTTSAGFKPTG EKYDGTTNPESW.TVYGLAI RAAGCDSKAVANYLPVALADSARSW.H 229

HLPQHCI DNVBDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTP 1659
LP+ | +W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN
GLPRGTI RSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSEQRNKI S 289

EVAEAGVI EDFYRG 1701

++ + 4| F +G
DI TDDVI | AAFTKG 303

putative polyprotein [Oryza sativa Japoni ca G oup]

Length = 1991

Score = 89
ldentities
Frame = +1

Query: 1321

Sbj ct: 439

bits (220), Expect = le-15

.4
= 42/ 127 (33%, Positives =

67/ 127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMML RHL PQHCI
FK + + KY+  +
FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANANYL PVAL ADSARSW. HGL PRGT]

W +Y +

AAG

M Y P+ L

A W LP+

1500

498

Query: 1501

Shj ct:

DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YL KRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLREYI RRFSEQRNKI SDI TDDVI

499 558

1681 | EDFYRG 1701
| F +G
| AAFTKG 565

Query:

Shj ct: 559

>gb| ABA98213. 1| retrotransposon protein,
(j aponica cul tivar-group)]
Length = 1964

putative, Ty3-gypsy subclass [Oryza sativa

bits (220), Expect = le-15

Score = 89.4
= 42/ 127 (33%, Positives =

ldentities
Frame = +1

67/ 127 (52%

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |

FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW. HALPRGTI

1500

Shjct: 434 493

Query: 1501

Shj ct:

DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETL RL YL KRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLREYI RRFSEQRNKI SDI TDDVI

494 553

1681 | EDFYRG 1701
| F +G
| AAFTKG 560

Query:

Sbj ct: 554

>gb| ABA98134. 1| retrotransposon protein,
(j aponica cul tivar-group)]
Length = 1956

putative, Ty3-gypsy subclass [Oryza sativa

Score = 89.4 bits (220), Expect = le-15
Identities = 43/134 (32%, Positives = 69/134 (51%
Frame = +1



Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRGSNDSAFV 1722
| F+G+ V
Shj ct: 558 | AAFTKG SPEELV 571

>gh| AAL82662. 1| AC092387_10 retrotransposon protein, putative, Ty3-gypsy sub-class [Oyza
sativa
Japoni ca G oup]
gb| AAML8149. 1| AC092172_9 Putative gag-pol precursor [Oryza sativa Japoni ca G oup]
gb| AAP52743. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1964

Score = 89.4 bhits (220), Expect = le-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLREYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 554 | AAFTKG 560

>gb| AAN08247. 1| putative GAG POL precursor [Oryza sativa Japoni ca G oup]
Length = 1696

Score = 89.4 bits (220), Expect = le-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 389 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 448

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 449 GSWAELRDYFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 508

Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 509 | AAFTKG 515

>enb| CAE02263. 2| OSJNBb00491 21.2 [Oryza sativa (japonica cultivar-group)]
Length = 1843

Score = 89.4 bits (220), Expect = le-15
Identities = 42/127 (33%, Positives = 67/127 (52%



Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |

Shj ct: 440 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKANVANYLPVALADSARSW . HGLPRGTI 499

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +

Sbj ct: 500 GSWAELRDRFI ANFQGTFERPGTQYDLYNVI QKSCGESLREYI RRFSEQRNKI SDI TDDVI 559

Query: 1681 | EDFYRG 1701
I F +G

Sbjct: 560 | AAFTKG 566

>enb| CAE01988. 1| OSIJNBb0033Q08.4 [Oryza sativa (japonica cultivar-group)]

Length = 701

Score = 89.4 bits (220), Expect = le-15

Identities = 48/ 148 (32%, Positives = 75/148 (50%

Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMALRHLPCQHCI 1500
F+ + KY+ D +L +Y+#IV+AAA+++ YP L A W HP + 1

Sbj ct: 185 FRPGAI EKYDGSTDPEEFLQVYSI VLYAAEADDNAL ANYLPAALKGSARSW.VHLPPYLI 244

Query: 1501 DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+W D F+tANFQ + + A DL ++ E+LR Y++RF RN PE+ A +

Sbj ct: 245 SSWDLWQQFVANFQGT YKRHAI EDDL HAL TQNPGESL RDYI RRFNECRNTI PEI TNASM 304

Query: 1681 | EDFYRGSNDSAFVRAI LQKSVGHLRTL 1764
I F G D + ++ + + RL

Sbj ct: 305 | RAFKTGVRDRYTTQELVTRQ TTARKL 332

>dbj | BAB19768. 1|

G oup]
Length = 983
Score = 89.4 bits (220), Expect = le-15
Identities = 42/127 (33%, Positives = 67/127 (52%

Frame = +1

Query: 1321

Shjct: 438

Query: 1501

Shjct: 498

Query: 1681

Shj ct: 558

>enb| CAHB58
L

Score = 89
Identities
Frame +1

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTG EKYDGT TNPESW.TVYGLAI HAAGGDSKANMANYL PVALADSARSW. HGLPRGTI 497

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680

+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +

GSWAEL RDHFI ANFQGTFERPGT QFDL YNVWQKSGESL RDYI RRFSKQRNKI SDI TDDVI 557
| EDFYRG 1701
I F +G
| AAFTKG 564
37.1] OsSl GBa0l124Cl4.4 [Oryza sativa (indica cultivar-group)]
ength = 1802
.0 bits (219), Expect = 2e-15

= 42/ 127 (33%, Positives = 67/127 (52%

putative gypsy-type retrotransposon RIRE2 [ Oryza sativa Japoni ca



Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQFDLYNVWQKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>enb| CAH66795. 1| HO0215F08.6 [Oryza sativa (indica cultivar-group)]
Length = 1991

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shjct: 412 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 471

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 472 GSWAELHDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 531

Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 532 | AAFTKG 538

>enb| CAH66866. 1| HO307D04. 11 [Oryza sativa (indica cultivar-group)]
Length = 2017

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRLYLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>ref| NP_001062707. 1| 0s0990261200 [Oryza sativa (japonica cultivar-group)]
Length = 1747

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGTI 493



Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 554 | AAFTKG 560

>gh| AAP52501. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1964

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 554 | AAFTKG 560

>gh| AAP52640. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 808

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 354 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 413

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbjct: 414 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 473

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 474 | AAFTKG 480

>gh| AAP52499. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1995

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGTI 497



Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 558 | AAFTKG 564

>gh| ABA93602. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1761

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHC! 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Shj ct: 558 | AAFTKG 564

>gh| ABA96243. 2| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1419

Score = 89.0 bits (219), Expect = 2e-15
Identities = 48/ 148 (32%, Positives = 74/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
F+ + KY+ D +L 1Y+ V +AAG ++ + Y P L A W HLP + 1|
Shj ct: 391 FRPGAI EKYDGSTDPEKFLQ YSTVLYAAGVDDNALANYLPTALKGSARSWPVHLPPYSI 450

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbj ct: 451 SSWADLWQOQFVANFQGT YKRHAI EDDLHAL TQNSCGESL RGYVRRFNECRNTI PEI TDASV 510

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Shjct: 511 | RAFKFGVRDRYTTQELATRRI TTTRRL 538

>gh| ABA98926. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1991

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 493



Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 554 | AAFTKG 560

>gh| ABF93731. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1953

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shjct: 396 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 455

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 456 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 515

Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 516 | AAFTKG 522

>gh| AAT73678. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1992

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 431 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 490

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbjct: 491 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 550

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 551 | AAFTKG 557

>gb| AAT44267. 1| hypothetical protein [Oryza sativa Japonica G oup]
Length = 1315

Score = 89.0 bits (219), Expect = 2e-15
Identities = 44/134 (32%, Positives = 70/134 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y++  AAG M Y P+ L A W LP+ |
Sbjct: 270 FKPTG EKYDGTTNPETW.TVYSLAI RAAGGDI KAVANYL PVALADSARSW.HGLPRGTI 329

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680



+WH+  FIANFQ F++P  +DL +l + E+LR Y++RF RN  ++ + +
Sbj ct: 330 GSWAELRDHFI ANFQGTFERPGTQFDLYNI VQKSGESLRDYI RRFSEQRNKI SDI TDDVI 389

Query: 1681 | EDFYRGSNDSAFV 1722
I F +G + \%
Sbjct: 390 | AAFTKG HHDLLV 403

>gh| AAT01309. 1| putative gag-pol polyprotein [Oyza sativa Japonica G oup]
gb| AAU03118. 1| putative polyprotein [Oryza sativa Japoni ca G oup]
Length = 1149

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 431 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 490

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbjct: 491 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 550

Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 551 | AAFTKG 557

>gh| AAR96234. 1| putative polyprotein [Oryza sativa Japonica G oup]
gb| ABF96264. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 2004

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQFDLYNVVQKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>enb| CAE04320. 1| OSIJNBb0016D16. 11 [Oryza sativa (japonica cultivar-group)]
Length = 1748

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680



+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQFDLYNVWQKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Shj ct: 558 | AAFTKG 564

>enb| CAE03508. 2| OSJNBa0053K19. 16 [Oryza sativa (japonica cultivar-group)]
Length = 2010

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 431 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGT! 490

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRLYLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbjct: 491 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 550

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 551 | AAFTKG 557

>enb| CAE05063. 1| OSIJNBa0094P09. 2 [Oryza sativa (japonica cultivar-group)]
enb| CAD39817. 3] OSJNBa0079F16.18 [Oryza sativa (japonica cultivar-group)]
Length = 1802

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHC! 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>enb| CAE02298. 2| OSIJNBa0042F21.5 [Oryza sativa (japonica cultivar-group)]
Length = 1950

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 371 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGT! 430

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbjct: 431 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 490



Query: 1681

Shjct: 491

>enb| CAE02180. 2|
Length =

Score = 89
Identities
Frame = +1

Query: 1321

Sbj ct: 438

Query: 1501

Shj ct: 498
Query: 1681

Shj ct: 558

.0

| EDFYRG 1701
I F +G
| AAFTKG 497

2001

bits (219),

42/ 127 (339,

Expect = 2

e-15

Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI

FK + + KY+

+

W +Y +

AAG

M Y P+ L

A W LP+

FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAMYNYL PVALADSARSW. HELPRGTI

DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY
FIANFQ F++P

+WH+

+DL ++

+

E+LR Y++RF

RN  ++ +

+

GSWAEL RDHFI ANFQGTFERPGT QFDL YNVVQKSGESL RDYI RRFSECQRNKI SDI TDDVI

| EDFYRG 1701
| F +G
| AAFTKG 564

>gb| AAL58229. 1| AC084762_3 put ati ve gag- pol
Length = 2026

Score = 89
ldentities
Frame = +1

Query: 1321

Sbjct: 438

Query: 1501

Shjct: 498

Query: 1681

Shj ct: 558

>gb| AAND4936. 1|

0 bits (219),

42/ 127 (33%,

Expect = 2
Positive

e-15
S =

precursor

67/ 127 (52%

[Oryza sativa Japoni

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI

FK + + KY+

+

W +Y +

AAG

M Y P+ L

A W LP+

FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW. HELPRGTI

DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY
FIANFQ F++P

+WH+

+DL ++

+

E+LR Y++RF

RN  ++ +

+

GSWAEL RDHFI ANFQGTFERPGT QF DL YNVVQKSGESL RDYI RRFSECQRNKI SDI TDDVI

| EDFYRG 1701
I F +G
| AAFTKG 564

Length = 1479

Score = 89
Identities
Frame = +1

Query: 1321

Shjct: 434
Query: 1501
Shjct: 494

Query: 1681

0 bits (219),

42/ 127 (339,

Put ati ve retroel ement

Expect = 2

e-15

Positives = 67/127 (52%

[Oryza sativa Japoni ca Group]

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMML. RHL POHCI

FK + + KY+

+

W +Y +

AAG

M Y P+ L

A W LP+

FKPTG EKYDGT TNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW. HGLPRGTI

DNVSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETL RL YL KRF* TNRNHTPEVAEAGY
FI ANFQ F++P

+W+

+DL ++

+

E+LR Y++RF

RN  ++ +

+

GSWAEL RDHFI ANFQGTFERPGT QYDL YNVI QKSGESLRDYI RRFSECQRNKI SDI TDDVI

| EDFYRG 1701
I F +G

OSJNBa0O080E14. 11 [Oryza sativa (japonica cultivar-group)]

1500
497
1680

557

ca G oup]

1500
497
1680

557

1500
493
1680

553



Sbj ct: 554 | AAFTKG 560

>gb| ABA97070. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1988

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 431 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGT! 490

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbjct: 491 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 550

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 551 | AAFTKG 557

>gb| ABA97957. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1984

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shjct: 431 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 490

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbjct: 491 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 550

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 551 | AAFTKG 557

>gb| ABA99219. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 2360

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 1816 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 1875

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 1876 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 1935

Query: 1681 | EDFYRG 1701
I F +G



Sbj ct: 1936 | AAFTKG 1942

>gb| ABA97102. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1233

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHC! 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELHDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>gb| ABA95029. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1995

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>gb| ABA95254. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 823

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 365 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 424

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 425 GSWAELRDHFI ANFQGTFERPGTQFDLYNVVQKSGESLRDYI RRFFEQRNKI SDI TDDVI 484

Query: 1681 | EDFYRG 1701
I F +G



Sbjct: 485 | AAFTKG 491

>gb| ABA93599. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1912

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHC! 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 554 | AAFTKG 560

>gb| ABA94908. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1994

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 554 | AAFTKG 560

>gb| ABA95079. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1966

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
I F +G



Sbj ct: 554 | AAFTKG 560

>gb| AAP54065. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1995

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHC! 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGT! 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>gb| AAMD0949. 1| AC021892_13 Putative retroelement [Oryza sativa Japoni ca G oup]
gb| AAP52913. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1945

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 434 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 493

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRLYLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 494 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 554 | AAFTKG 560

>gh| AAN08252. 1| putative GAG POL precursor [Oryza sativa Japoni ca G oup]
Length = 792

Score = 89.0 bits (219), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 338 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYLPVALADSARSW.HGLPRGTI 397

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 398 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 457

Query: 1681 | EDFYRG 1701
I F +G



Shj ct: 458

>gb| AAVD2798. 1]

| AAFTKG 464

putati ve gag-pol precursor [Oryza sativa Japonica G oup]

Length = 1986

Score = 89
ldentities
Fr anme +1

Query: 1321
Shjct: 434
Query: 1501
Shjct: 494
Query: 1681

Shjct: 554

>gh| AAD27551. 1| AF111709_5 gag- pol
Lengt h

Scor e 89
Identities
Frame = +1

Query: 1321

Shjct: 434

Query: 1501

Shjct: 494
Query: 1681

Sbj ct: 554

>gb| AAM22011. 1| AC093178_6 Putative gag- pol
gb| AAP52687. 1|

.0

bits (219), Expect = 2e-15

.0
= 42/ 127 (33%, Positives

67/ 127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500

FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |

FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGTI 493

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FI ANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSECQRNKI SDI TDDVI 553

| EDFYRG 1701

I F +G

I AAFTKG 560

protein [Oryza sativa I ndica Goup]

= 1016
bits (219), Expect = 2e-15
42/ 127 (33%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMML. RHL POHCI
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTG EKYDGT TNPESW.TVYGLAI RAAGGDNKANMANYL PVALADSARSW.HGLPRGTI

1500
493

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+\WH+ FI ANFQ F++P +DL ++ + E+LR Y++RF RN ++ + +

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

| EDFYRG 1701

| F +G

| AAFTKG 560

pr ecur sor
retrotransposon protein, putative,

(j aponica cul tivar-group)]

Length = 1933

Score 89
ldentities
Fr ane +1

Query: 1321
Shjct: 438
Query: 1501
Shj ct: 498
Query: 1681

Shj ct: 558

.0

bits (219), Expect = 2e-15
42/ 127 (33%, Positives

67/ 127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680

+\WH+ FI ANFQ F++P +DL ++ + E+LR Y++RF RN ++ + +
GSWAEL RDHFI ANFQGTFERPGT QFDL YNVVQKSGESLRDYI RRFSEQRNKI SDI TDDVI 557
| EDFYRG 1701
| F +G
| AAFTKG 564

[Oryza sativa Japoni ca G oup]
Ty3-gypsy subclass [Oryza sativa



>gb| AAMD2802. 1| putative gag-pol precursor [Oryza sativa Japonica G oup]
Length = 2017

Scor e

= 89

Identities

Frame
Query:
Shj ct:
Query:
Shj ct:
Query:
Shj ct:

= +1

1321

438

1501

498

1681

558

.0 bits (219), Expect = 2e-15
= 42/ 127 (33%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTG EKYDGT TNPESW.TVYGLAI RAAGGDNKANMANYL PVALADSARSW. HGLPRGTI 497

DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YL KRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

| EDFYRG 1701
| F +G
| AAFTKG 564

>enb| CAD39529. 2| OSJNBa0027001.4 [Oryza sativa (japonica cultivar-group)]
Length = 2013

Score

= 89

ldentities

Frane
Query:
Shj ct:
Query:
Shj ct:
Query:
Shj ct:

= +1

1321

434

1501

494

1681

554

.0 bits (219), Expect = 2e-15
= 42/127 (33%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPRGTI 493

DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETL RL YL KRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 553

| EDFYRG 1701
| F +G
| AAFTKG 560

>dbj | BABO0646. 1| unnanmed protein product [Oryza sativa Japoni ca G oup]
dbj | BAB17742. 1] GAG POL precursor [Oryza sativa Japoni ca G oup]

Score

L

= 89

ldentities

Frame
Query:
Shj ct:
Query:
Shj ct:
Query:
Shj ct:

= +1

1234

40

1414

99

1594

159

ength = 1473

.0 bits (219), Expect = 2e-15
= 55/169 (329, Positives = 80/169 (47%

GPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDL GGALAI YTI VTWAAGA 1413
G SRP R R P+AP + KY+ + +L 1YT AAGH
GPASRVPGWR- CRL SSL CCEPSERPL APKVPAHHHRKYDGSVNPAEFLQ YTTG EAAGS 98

TEDVMIVYFPI VL GQDAMQAL RHLPQHCI DNWSDFSWCFI ANFQSL FDKPAQPVDLKSI G 1593
+ VMI +FP+ L A W +LP  + +WD F NFQ + +P + DL ++
DDRVMTNFFPMAL KGQARGL MNL PPASVHSWEDL CQQF TMNFQGT YPRPGEEADL HAVQ 158

HQGDETLRLYLKRF* TVMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
+ DE+LR Y++RF +RN P + vi F G + + | K
RRDDESLRSYI QRFCQVRNTI PCl PAHAVI YAFRGGVRHNRMLEKI ASK 207



>gh| ABG66296. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa

(j aponi ca cul tivar-group)]
Length = 1658

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 430 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALANSARSW.HGLPRGTI 489

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 490 GSWAELRDHFI ANFQGTFERPGTQFDLYNVVQKSGESLRDYI RRFSEQRNKI SDI TDDI | 549

Query: 1681 | EDFYRG 1701
I F +G
Sbj ct: 550 | AAFTKG 556

>gh| ABG22603. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 539

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 47/148 (31%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLRHLPQHCI 1500
F+ + KY+ D 4L +Y+ + +AAGA ++ + Y P L A W HLP + |
Sbj ct: 365 FRPGAI EKYDGSTDPEEFLQVYSTI LYAAGADDNAL ANYLPAALKGSARSW.VHLPPYLI 424

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WD  F+ANFQ + + +L o+ E+LR Y++RF RN PE+ +A V
Sbj ct: 425 SSWADLWQQFVANFQGTYKRHEI EDNLHAL TQNPGESLRDYI RRFNECRNTI PEI TDASV 484

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ K+ RL
Shj ct: 485 | RVFKSGVRDHYTTQELATKRI VTARKL 512

>gh| ABF98055. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1890

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 54/180 (30%, Positives = 82/180 (45%
Frame = +1

Query: 1201 | KMTHNW.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ + KY+R + +L
Sbjct: 142 LRSGHGGRPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDRSVNPAEFLQ 195

Query: 1381 | YTI VIWAAGATEDVMIVYFPI VL. GQDAMW.RHLPQHCI DNWSDFSWCFI ANFQSLFDK 1560
IYT  AAG + VM +FP+ L A W +LP  + +WD F NFQ ++ +
Sbjct: 196 | YTTG EAAGGDDRVMANFFPVAL KGQARGALMNL PPASVHSWEDL CQFTTNFQG YPR 255

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL+ +DEtLRY++RF +RN P+ VM F G + + | K
Sbj ct: 256 PGEEADLHAVQRRNDESLRSYI QRFOQVRNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 315



>gh| ABF96608. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 828

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 41/127 (32%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AG M Y P+ L A W LP+ |
Sbjct: 299 FKPTG EKYDGTTNPESW.TVYGLAI RTAGGDSKAVANYL PVALADSARSW.HGLPRGTI 358

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + +E+LR Y++RF RN  ++ + +
Sbj ct: 359 GSWAELRDHFI ANFQGTFERPGTQFDLYNVWQKSEESLRDYI RRFSEQRNKI SDI TDDVI 418

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 419 | AAFTKG 425

>gh| AAX95359. 1| Retrotransposon gag protein, putative [Oryza sativa Japonica G oup]
Length = 635

Score = 88.6 bits (218), Expect = 2e-15
Identities = 47/148 (31%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHCI 1500
F+ + KY+ D +L +Y+ + +AAGA ++ + Y P L A W HLP + |
Sbjct: 365 FRPGAI EKYDGSTDPEEFLQVYSTI LYAAGADDNALANYLPAALKGSARSW.VHLPPYLI 424

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD  F+ANFQ + + +L o+ E+LR Y++RF RN PE+ +A V
Sbj ct: 425 SSWADLWQQFVANFQGTYKRHEI EDNLHAL TQNPGESLRDYI RRFNECRNTI PEI TDASV 484

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ K+ RL
Shj ct: 485 | RVFKSGVRDHYTTQELATKRI VTARKL 512

>gb| AAV31353. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1799

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+tL A W LP+ |
Sbjct: 233 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 292

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 293 RSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 352

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 353 | AAFTKG 359

>gb| AAU90208. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1862



Scor e 88
Identities
Frame = +1

Query: 1201

Shjct: 203

Query: 1381

Shjct: 257
Query: 1561

Shjct: 317

>gb| AAS07318. 1]

bits (218), Expect = 2e-15

.6
= 55/180 (30%, Positives = 82/180 (45%

| KMTHNWLPSL GPTSRTPT* RHVRSL RTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
+ H P+P T V SLR P F+ +  KY+ +  +L
LRSGHGGRPPVSPVGGT GCRTFVASL RNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 256

| YTI VTWAAGATEDVMIVYFPI VL GQDAMQAL RHLPQHCI DNVSDFSWCFI ANFQSLFDK 1560
IYT  AAG + VM +FP+ L A W +LP + +WD F NFQ ++ +
| YTTG EAAGGDDRVMANFFPVAL KGQARGAL MNL PPASVHSWEDL CQFTTNFQG YPR 316

PAQPWDLKSI GHQCDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740

P+ DL ++ + DE+LR Y++RF +RN P + vi F G + V | K
PGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCI PAHAVI YAFRGGVRHNRWEKI ASK 376

putative polyprotein [Oryza sativa Japoni ca G oup]

Length = 968

Score 88
ldentities
Fr ane +1

Query: 1201

Shjct: 142

Query: 1381

Shjct: 196
Query: 1561

Shj ct: 256

>gb| AAS07074. 1]

L

Score = 88
Identities
Frame +1

Query: 1321

Shjct: 299

Query: 1501

Shjct: 359

Query: 1681

Shjct: 419

>gb| AARS860
L

Scor e 88
Identities

bits (218), Expect = 2e-15

.6
= 54/180 (30%, Positives = 82/180 (45%

| KMTHNWLPSL GPTSRTPT* RHVRSL RTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ + KY+R + +L
L RSGHGGRPPVSPVGGAGCRAFVASL RNVRWPP- - - - - - RFRPTI TEKYDRSVNPAEFLQ 195

| YTI VIWAAGATEDVMIVYFPI VL GQDAMQAL RHLPQHCI DNVSDFSWCFI ANFQSLFDK 1560
IYT  AAG + VM +FP+ L A W +LP + +WD F NFQ ++ +
| YTTG EAAGGDDRVMANFFPVAL KGQARGAL MNL PPASVHSWEDL CQFTTNFQG YPR 255

PAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL+ +DEtLRY++RF +RN P+ VM F G + + | K
PGEEADL HAVQRRNDESL RSY! QRFOQVRNTI PCI PAHAVI YAFRGGVRHNRVLEKI ASK 315

ength = 776

.6 bits (218), Expect = 2e-15

= 41/ 127 (32%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWALAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + Ky+ + W +Y + AG M YP+L A W LP+ |
FKPTA EKYDGTTNPESW.TVYGLAI RTAGGDSKAVANYL PVALADSARSW.HGLPRGT! 358

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680

+Wh+ FIANFQ F++P  +DL ++ + +E+LR Y++RF RN ++ + +
GSWAEL RDHFI ANFQGTFERPGT QFDL YNVWQKSEESL RDYI RRFSEQRNKI SDI TDDVI 418
| EDFYRG 1701
I F +G
| AAFTKG 425
6.1 putative polyprotein [Oryza sativa Japoni ca G oup]
ength = 1871
.6 bits (218), Expect = 2e-15

54/ 180 (30%, Positives = 82/180 (45%

putative retrotransposon gag protein [Oryza sativa Japonica G oup]



Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ + KY+R + +L
Sbjct: 142 LRSGHGGRPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDRSVNPAEFLQ 195

Query: 1381 | YTI VIWAAGATEDVMIVYFPI VL GQDAMW.RHLPQHCI DNWSDFSWCFI ANFQSLFDK 1560
IYT  AAG + VM +FP+ L A W +LP + +WD F NFQ ++ +
Sbjct: 196 | YTTG EAAGGDDRVMANFFPVAL KGQARGALMNL PPASVHSWEDL CQFTTNFQG YPR 255

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL+ +DEtLRY++RF +RN P+ VM F G + + | K
Sbj ct: 256 PGEEADLHAVQRRNDESLRSYI QRFOQVRNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 315

>gh| AAR00629. 1| putative reverse transcriptase [Oryza sativa Japoni ca G oup]
Length = 1445

Score = 88.6 bits (218), Expect = 2e-15
Identities = 50/148 (33%, Positives = 74/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
Sbjct: 183 FRSGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.NHLPPYS 242

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
WD F+ANFQ + + A DL + E+LR Y++RF RN PE+ +A V
Shj ct: 243 SLWADLWQOQFVANFQGT YKRHAI EDDLHASTQNPCGESL RDYVRRFNECRNTI PEI TDASV 302

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ +V RL
Shj ct: 303 | CAFKSGVRDRYTTQELATRRVTTTRRL 330

>enb| CAD40482. 1| OSIJNBa0067G20.4 [Oryza sativa (japonica cultivar-group)]
enb| CAE03321. 2| OSJNBa00321 19. 15 [Oryza sativa (japonica cultivar-group)]
enb| CAH66332. 1| HO813E03.9 [Oryza sativa (indica cultivar-group)]
Length = 554

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 46/130 (35%, Positives = 68/ 130 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y V +AARA ++ + Y P L A W HL + 1
Sbjct: 421 FRPGAI EKYDGSTDSEEFLQVYFTVLYAAGADDNALANYLPTALKGSARSW.VHLLPYSI 480

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbjct: 481 SSWADLWQOQFVANFQGTYKRHAI EDDLHAL TQNSGESL REYVRRFNECRNTI PEI TDASV 540

Query: 1681 | EDFYRGSND 1710
I F G D
Sbjct: 541 | HAFKSGVRD 550

>gb| ABA98178. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1271

Score = 88.6 bits (218), Expect = 2e-15
Identities = 42/127 (33%, Positives = 66/127 (51%



Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKAVANYL PVALADSARSW.HGLPHGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRLYLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>gh| ABA97627. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 2010

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 431 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGT! 490

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbjct: 491 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSRESLRDYI RRFSEQRNKI SDI TDDVI 550

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 551 | AAFTKG 557

>gb| ABA97049. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1399

Score = 88.6 bhits (218), Expect = 2e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 311 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGM 370

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbjct: 371 GSWAELRDHFI ANFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 430

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 431 | AAFTKG 437

>gb| ABA98182. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1940

Score = 88.6 bits (218), Expect = 2e-15
Identities = 42/127 (33%, Positives = 66/127 (51%



Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP |

Shj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYLPVALADSARSW . HGLPHGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +

Shj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G

Sbhj ct: 558 | AAFTKG 564

>gh| AAX96254. 1| transposon protein, putative, unclassified [Oyza sativa Japonica
G oup]

gb| ABA93300. 1| transposon protein, putative, unclassified [Oyza sativa (japonica
cul tivar-group)]

Length = 631

Score = 88.6 bhits (218), Expect = 2e-15

Identities = 47/148 (31%, Positives = 74/148 (50%

Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P+ L W HLP + |

Shj ct: 278 FQPGAI EKYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPMVALKGSTRSW.VHLPPYSI 337

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD FIANFQ + + A DL ++ E+LR Y++RF RN P++ Vv

Sbhj ct: 338 SSWADLWQOQFI ANFQGT YKRHAI EDDL HAL TQNPGESL RDYVRRFNECRNTI PDI TNVSV 397

Query: 1681 | EDFYRGSNDSAFVRAI LQKSVGHLRTL 1764
I F G D + + o+ + RL

Sbjct: 398 | HAFKTGVRDCYTTQELATRRI TTTRRL 425

>gb| AAGA6174. 1| AC018727_26 putative gypsy-type retrotransposon GAG POL precursor

sativa

L
Score = 88
Identities
Frame +1

Query: 1321

Shjct: 287

Query: 1501

Shjct: 347

Query: 1681

Shj ct: 407

>enb| CAE025
L

Japoni ca G oup]

ength = 785

.6 bits (218), Expect = 2e-15

= 42/ 127 (33%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGWALAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + Ky+ + W +Y + AAG M YP+L A W LP+ |
FKPTA EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALANSARSW.HGLPRGT! 346

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FI ANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +

GSWAEL RDHFI ANFQGTFERPGT QF DL YNVWQKSGESLRDYI RRFSECQRNKI SDI TDDI | 406

| EDFYRG 1701

I F +G

| AAFTKG 413

27. 2|
engt h

OSJNBbO003A12. 14 [Oryza sativa (japonica cultivar-group)]
1863

[Oyza



Score 88
ldentities
Fr ane +1

Query: 1321

Shjct: 419

Query: 1501

Shjct: 479

Query: 1681

Shjct: 539

>enb| CAH66285. 1|
Lengt h

Scor e 88
Identities
Frame = +1

Query: 1321
Shjct: 434
Query: 1501
Shjct: 494
Query: 1681

Shjct: 554

>gb| AAP54912. 2|

Lengt h

Score = 88
Identities
Frame +1

Query: 1321
Shjct: 438
Query: 1501
Shjct: 498
Query: 1681

Shj ct: 558

>gb| ABF96555. 1]

bits (218), Expect = 2e-15
42/ 127 (33%, Positives

.6
= 67/ 127 (52%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500

FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |

FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGT1 478

DNWSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+\W-+ FI ANFQ F++P +DL ++ + E+LR Y++RF RN ++ +  +

GSWAEL RDHFI ANFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 538

| EDFYRG 1701

I F +G

| AAFTKG 545

OSI GBa0161P06. 2 [Oryza sativa (indica cultivar-group)]
1987

.2 bits (217), Expect = 3e-15
= 42/ 127 (33%, Positives = 67/127 (52%

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500

FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |

FKPTG EKYDGT TNPESW.TVYGLAI RAAGGDSKANVANYL PVALADSARSW. HGLPRGTI 493

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FI ANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKPGESLRDYI RRFSECQRNKI SDI TDDVI 553

| EDFYRG 1701

I F +G

I AAFTKG 560

retrotransposon protein,
(j aponi ca cul tivar-group)]
1995

putative,

.2 bits (217), Expect = 3e-15
= 43/ 127 (33%, Positives = 66/127 (51%

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500

FK + + KY+ + W IY + AAG M Y P+ L A W LP+ |

FKPTG EKYDGTTNPESW.TI YGLAI RAAGGDSKANMANYL PVALADSARSW. HGLPRGTI 497

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FIANFQ F+ P +DL ++ + E+LR Y++RF RN  ++ + +

GSWAEL RDHFI ANFQGTFEHPGT QYDL YNVI QKSGESLRDYI RRFSECQRNKI SDI TDDVI 557

| EDFYRG 1701

I F +G

| AAFTKG 564

retrotransposon protein,
(j aponica cul tivar-group)]

putative,

Length = 1659

Score 88

.2 bits (217), Expect = 3e-15

Ty3-gypsy subclass [Oryza sativa

Ty3-gypsy subclass [Oryza sativa



Identities = 42/128 (32%, Positives = 67/128 (52%
Frame = +1

Query: 1318 NFKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GODAMMLRHLPOQHC 1497
+FK + + KY+ + W +Y + AG M YP+L A W LP+
Sbhj ct: 348 DFKPTA EKYDGTTNPESW.TVYGLAVRAVGGDSKAMANYL PVALADSARSW.HGLPRGT 407

Query: 1498 | DNSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL +l + E+LR Y++RF RN  ++ +
Sbj ct: 408 | GSWAELRDHFI ANFQGTFERPGTHFDLYNI VQKSGESLRDY! RRFSKQRNKI SDI TDDV 467

Query: 1678 VI EDFYRG 1701
+ F +G
Sbjct: 468 |1AAFTKG 475

>gb| ABF99143. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1318

Score = 88.2 bits (217), Expect = 3e-15
Identities = 51/172 (29%, Positives = 81/172 (47%, Gaps = 12/172 (6%
Frame = +1

Query: 1222 LPSLGPTSRTPT*R- HVRSLRTYSVSPGHPVA: - - - - - - - - - - PNFKVSNVSKYERKQDL 1365
+P+ ++RTPTRH S Y A FK + + KY+  +
Sbjct: 199 VPANSASTRTPTARGHRHSPNLYDDDVDGVAAFTNDLRRVDWPAGFKSTG EKYDSTTNP 258

Query: 1366 GGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI DNWSDFSWCFI ANFQ 1545
W +Y + AAG M YP+L A W LP+ | +W+ FI ANFQ
Sbj ct: 259 ESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI GSWAELRDHFI ANFQ 318

Query: 1546 SLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRG 1701
F++P  +DL ++ + E+LR Y++RF +RN ++ + +l +G
Shjct: 319 GIFERPGTQFDLYNVVQKSGESLRDYI RRFSELRNKI SDI TDDVI | AALTKG 370

>gb| AAR06299. 1| putative gag-pol protein [Oryza sativa Japoni ca G oup]
Length = 1653

Score = 88.2 bhits (217), Expect = 3e-15
Identities = 42/128 (32%, Positives = 67/128 (52%
Frame = +1

Query: 1318 NFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHC 1497
+FK + + KY+ + W +Y + AG M YP+L A W LP+
Sbj ct: 348 DFKPTG EKYDGTTNPESW.TVYGLAVRAVGGEDSKAVANYL PVALADSARSW.HGLPRGT 407

Query: 1498 | DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL +I + E+LR Y++RF RN  ++ +
Sbj ct: 408 | GSWAELRDHFI ANFQGTFERPGTHFDLYNI VQKSGESLRDY! RRFSKQRNKI SDI TDDV 467

Query: 1678 VI EDFYRG 1701
+I F +G
Shjct: 468 |1 AAFTKG 475

>gb| AAN65036. 1| putative RIRE2 retrotransposon protein [Oyza sativa Japonica G oup]
Length = 1300

Score = 88.2 bhits (217), Expect = 3e-15
Identities = 51/172 (29%, Positives = 81/172 (47%, Gaps = 12/172 (6%
Frame = +1



Query: 1222 LPSLGPTSRTPT*R- HVRSLRTYSVSPGHPVA: - - - - - - - - - - PNFKVSNVSKYERKQDL 1365
+P+ ++RTPTRH S Y A FK + + KY+  +
Sbjct: 181 VPANSASTRTPTARGHRHSPNLYDDDVDGVAAFTNDLRRVDWPAGFKSTG EKYDSTTNP 240

Query: 1366 GGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI DNWSDFSWCFI ANFQ 1545
W +Y + AAG M YP+L A W LP+ | +W+ FI ANFQ
Shjct: 241 ESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI GSWAELRDHFI ANFQ 300

Query: 1546 SLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRG 1701
F++P  +DL ++ + E+LR Y++RF +RN  ++ + +l +G
Shjct: 301 GIFERPGTIQFDLYNVWQKSGESLRDYI RRFSELRNKI SDI TDDVI | AALTKG 352

>gb| ABA96009. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 280

Score = 88.2 bits (217), Expect = 3e-15
Identities = 57/187 (30%, Positives = 85/187 (45%, Gaps = 4/187 (2%
Frame = +1

Query: 1162 VGCGLDQCPVPGTI KMIHN- - - - W.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKY 1329
+C D+ P + HN  ++P G + TPT R +R F+
Sbjct: 107 LSCSSDRPP- - - - - RRCHNHGPPFVPGGGCRAFTPTLRDI RW - - - - - - - - - - - PEKFRP 149

Query: 1330 SNVSKYERKQDLGGWALAI YTI VITWAAGATEDVMIVYFPI VL GODAMML RHL POHCI DNW 1509
+ KY+ D +L +Y + +AAGA++ + YP L A W HP | +W
Sbj ct: 150 GVI EKYDGSTDPEEFLQVYYTI LYAAGADDNAL ANYLPAALKGSARSW.VHLPPRSI SSW 209

Query: 1510 SDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TNMRNHTPEVAEAGVI ED 1689
D F+ANF ++ A DL ++ E+LR Y++RF RN PE+ +A VI
Sbjct: 210 EDLVWQQFVANFHGTYKRHAI EDDLHTLTONPGESLRDY! RRFNKCRNTI PEI TDASVI RA 269

Query: 1690 FYRGSND 1710
F G D
Shjct: 270 FKSG RD 276

>gb| AAX96872. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
gb| ABA92512. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1945

Score = 88.2 bits (217), Expect = 3e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALVDSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVWQKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701

I F +G
Sbhj ct: 558 | AAFTKG 564

>gh| AAK43497. 1| AC020666_7 gag- pol precursor [Oryza sativa Japonica G oup]



Length = 2017

Score = 88.2 bhits (217), Expect = 3e-15
Identities = 43/127 (33%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W IY + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TI YGLAI RAAGGDSKANVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+W+  FIANFQ F+ P +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFEHPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 558 | AAFTKG 564

>gh| AAT44283. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1741

Score = 87.8 bits (216), Expect = 4e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 389 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAMENYLPVALADSARSW.HGLPRGTI 448

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 449 GSWAELRDHFI ANFQGTFERPGTQFDLYNVI QKSRESLRDYI RRFSEQRNKI SDI TDNVI 508

Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 509 | AAFTKG 515

>gb| AAC66548. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
Length = 1380

Score = 87.8 bits (216), Expect = 4e-15
Identities = 45/123 (36%, Positives = 67/123 (54%
Frame = +1

Query: 1342 KYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMOAL RHL PQHCI DNWBDFS 1521
KY+ D +L +Y+ V +AAGA ++ + Y P L A W HP + 1 +WD
Sbj ct: 309 KYDGSTDPEEFLQVYSTVLYAAGADDNALANYLPTALKGSARSW.MHLPPYSI SSWADLW 368

Query: 1522 WCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGVI EDFYRG 1701
FHANFQ + + A DL ++ E+LR Y++RF RN P++ +AVI F G
Sbjct: 369 QQFVANFQGTYKRHAI EDDLHAL TQNPGESLREYVQRFNECRNTI PKI TDASVI RAFKSG 428

Query: 1702 SND 1710
D
Shjct: 429 VRD 431

>gh| ABA98154. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 662



Score = 87.8 bits (216), Expect = 4e-15
Identities = 43/134 (32%, Positives = 70/134 (52%
Frame = +1

Query: 1300 GHPVAPNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLR 1479
G + +FK + + KY+ + W +Y +  AAG M YP+tL A W
Shj ct: 348 GCDMWNASFKPTG EKYDGTTNPESW. TVYGLAI RAAGGDNKAVANYLPVALADSARSW.H 407

Query: 1480 HLPQHCI DNWSDFSWCFI ANFQSL FDKPAQPWDLKS| GHQGDETLRLYLKRF* TMRNHTP 1659
LP+ | +W+  FIANFQ F +P+ +DL ++ + E+LR Y++RF RN
Sbj ct: 408 GLPRGTI GSWAELRDHFI ANFQGTFKRPSTQFDL YNVWQKPGESLRDYI RRFSEKRNKI S 467

Query: 1660 EVAEAGVI EDFYRG 1701
++ + + F +G
Sbj ct: 468 DI TDDVI | AAFTKG 481

>gb| AAV31300. 1| putative polyprotein [Oryza sativa Japonica G oup]
gb| AAV32108. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1988

Score = 87.4 bits (215), Expect = 5e-15
Identities = 41/127 (32%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L W LP+ |
Shj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSTRSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQFDLYNVVQKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Shj ct: 558 | AAFTKG 564

>enb| CAE01788. 1| OSIJNBa0039K24.7 [Oryza sativa (japonica cultivar-group)]
Length = 1818

Score = 87.4 bits (215), Expect = 5e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 438 FKPTRI EKYDGTTNPELW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 558 | AAFTKG 564

>gb| ABA94416. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1714



Score = 87.0 bits (214), Expect = 7e-15
Identities = 44/124 (35%, Positives = 66/124 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V+ AGA+++ Y P L A W HLP + |
Sbj ct: 435 FRPGVI EKYDGSTDPEEFLQVYSTVLYTAGADDNALANYLPTALKGSARSW.VHLPPYSI 494

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + A DL ++ E+LR Y++RF RN PE+ +A V
Sbjct: 495 SSWADLWQOQFVANFQETYKHHAI EDDLHAL TQNSGESL REYVRRFNECRNTI PEI | DASV 554

Query: 1681 | EDF 1692
| F
Shjct: 555 | RAF 558

>gh| ABA97931. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1082

Score = 87.0 bits (214), Expect = 7e-15
Identities = 42/127 (33%, Positives = 67/127 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 437 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADFARSW.HGLPRGTI 496

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 497 GSWAELRDHFI ANFQGTFERPGTQFDLYNVI QKSRESLRDYI RRFSKQRNKI SDI TDDVI 556

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 557 | AAFTKG 563

>gb| ABA92141. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1929

Score = 87.0 bits (214), Expect = 7e-15

Identities 53/ 176 (30%, Positives = 82/176 (46%, Gaps = 16/176 (9%
Frame = +1
Query: 1222 LPSLGPTSRTPT* RHVRSLRTYSV-------- SPGHPVAP- - - - - - - - NFKVSNVSKYER 1353

+P+ ++RTPT V. + St S &H FK + + KY+
Sbj ct: 359 VPANSASTRTPTGSRVPHQPSLSI AGAESSRRSRGHDERDLRRVDWPAGFKPTG EKYDG 418

Query: 1354 KQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI DNWSDFSWCFI 1533
+ W +Y + AAG M YP+L A W LP | +W+ Fl
Sbjct: 419 TTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPCGTI ASWAELLDHFI 478

Query: 1534 ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRG 1701
ANFQ F++P  +DL +| + E+LR Y#+RF RN ++ + + F +G
Sbjct: 479 ANFQGTFERPGTHFDLYNI VQKSGESLRDYI RRFFEQRNKI SDI TDDVI | AAFTKG 534

>gb| ABA94084. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1756



Score = 87.0 bits (214), Expect = 7e-15
Identities = 42/127 (33%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AG M Y P+ L A W LP+ |
Sbjct: 382 FKSTG EKYDGTTNPESW.TVYGLAI RVAGGDSKAVANYL PVALADSARSW.HGLPRGTI 441

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +1 + E+LR Y++RF RN ++ + +
Sbj ct: 442 GSWAELRDHFI ANFQGTFERPGTHFDLYNI | QKSGESLRDYI RRFSEQRNKI SDI TDDVI 501

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 502 | AAFTKG 508

>gh| AAK43513. 1| AC020666_23 putati ve gag-pol precursor [Oryza sativa Japoni ca G oup]
gb| AAP54915. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1519

Score = 87.0 bits (214), Expect = 7e-15
Identities = 46/148 (31%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHCI 1500
F+  + KY+ +  +L +Y+ V +AAGA ++ + Y L A W HLP + |
Sbjct: 295 FRPGAI EKYDGSTNPEEFLQVYSTVLYAAGADDNALANYLSTALKGSARSW.VHLPPYS! 354

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WD F+ANFQ + + A +L ++ E+LR Y++RF RN PE+ +A V
Sbj ct: 355 SSWADLWQOFVANFQGT YKRHAI EDNLHAL TQNSCGESLREYVRRFNECRNTI PEI TDASV 414

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Shj ct: 415 | RAFKSGVRDRYTTQELATRRI TTTRRL 442

>gb| AAML8733. 1| AC092548_11 putative polyprotein [Oryza sativa Japonica G oup]
gb| AAP53314. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 724

Score = 87.0 bits (214), Expect = 7e-15
Identities = 47/148 (31%, Positives = 74/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V+AAG ++ Y P L A W HL + 1
Sbj ct: 234 FRPGAI EKYDGSTDPEEFLQVYSTVFYAAGVDNNALANYLPTTLKGSARSW.I HLAPYSI 293

Query: 1501 DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD  F+ANFQ + A  DL+++  DE+LR Y++RF RN PE+ ++ V
Sbjct: 294 SSWADLWQQFVANFQGTYKCHAI DDDLQAL TQNPDESLRDYVRRFNECRNTI PEI TDSSV 353

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ + 4+ RL
Sbj ct: 354 | RTFKSGVRDCYTTQELATRCI TTTRRL 381

>enb| CAH66219. 1| OSl GBa0157N01.5 [Oryza sativa (indica cultivar-group)]
Length = 720



Score = 86.7 bits (213), Expect = 9e-15
Identities = 41/127 (32%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shjct: 346 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSAWSW . HGLPRGTI 405

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FI NFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 406 GSWAELRDHFI TNFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 465

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 466 | VAFTKG 472

>enb| CAE02238. 2| OSINBb0054B09.2 [Oryza sativa (japonica cultivar-group)]
enb| CAH66179. 1| OSI GBa0130015.3 [Oryza sativa (indica cultivar-group)]
enb| CAH66204. 1| OSl GBa0148D14. 10 [Oryza sativa (indica cultivar-group)]
Length = 1992

Score = 86.7 bits (213), Expect = 9e-15
Identities = 41/127 (32%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AG M Y P+ L A W LP+ |
Sbj ct: 433 FKPTG EKYDGTTNPESW.TVYGLAI RAVGGDSKAVANYL PVAL EDSARSW.HGLPRGTI 492

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 493 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 552

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 553 | AAFTKG 559

>enb| CAE05337. 1] OSIJNBa0079MD9. 7 [Oryza sativa (japonica cultivar-group)]
Length = 877

Score = 86.7 bits (213), Expect = 9e-15
Identities = 41/127 (32%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 346 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSAWSW . HGLPRGTI 405

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FI NFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 406 GSWAELRDHFI TNFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 465

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 466 | VAFTKG 472

>gh| ABA97384. 2| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 627



Score = 86.3 bits (212), Expect = le-14
Identities = 41/124 (33%, Positives = 65/124 (52%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shjct: 262 FKPTG EKYDGTTNPESW.TVYGLTI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 321

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ + +
Sbj ct: 322 GSWAELRDHFI ANFQGTFERPGTQFDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 381

Query: 1681 | EDF 1692
| F
Sbjct: 382 |AAF 385

>gb| AAUL10764. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1743

Score = 86.3 bhits (212), Expect = le-14
Identities = 47/ 142 (33%, Positives = 72/142 (50%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L YT AAG + VM +FP+ L A W +LP
Sbjct: 122 PRFRPTI TEKYDGSVNPAEFLQ YTTRI EAAGGDDRVVANFFPVAL KGQARGALMNLPPA 181

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
+ +WD F NFQ ++ +P + DL ++ + DE+LRLY++RF +RN P +
Shjct: 182 SVHSWEDLCQQFTTNFQG YLRPGEEADLHAVQRRDDESLRLYI QRFCQVRNTKPCI PAH 241

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 242 AVI YAFRGGVRHNRMLEKI ASK 263

>gb| AAX96740. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
gb| ABA91942. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1372

Score = 86.3 bhits (212), Expect = le-14
Identities = 48/ 148 (32%, Positives = 75/148 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V+AAA+++ Y P L A W HLP + |
Sbjct: 195 FRPGAI EKYDGSTDPEEFLQVYSTVLYAARADDNALANYLPTALKGSARSW.VHLPPYSI 254

Query: 1501 DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+ +D FIANFQ + + A DL ++ E+LR Y++RF RN PE+ +A V
Sbj ct: 255 SSCADLCQQFI ANFQGTYKRHAI EDDLHAL TQNSGESL REYVRRFNECRNTI PEI TDASV 314

Query: 1681 | EDFYRGSNDSAFVRAI LQKSVGHLRTL 1764
|l F G D +++++ RL
Sbjct: 315 | CAFKSGVRDRYTTQELVTRRI TTTRRL 342

>gb| AAX92783. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]



gb| ABA93327. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1288

Score = 86.3 bhits (212), Expect = le-14
Identities = 42/127 (33%, Positives = 68/ 127 (53%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 300 FKPTRI EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALVDSARSW.HGLPRGTI 359

Query: 1501 DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
W+ FIANFQS F++P  +DL ++ + E+LR Y++RF N ++++  +
Shj ct: 360 GSWAELRDHFI ANFQSTFERPGAQFDLYNVI QKSGESLRDY! RRFSEQCNKI SDI SDDVI 419

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 420 | AAFTKG 426

>enb| CAD39844. 2| OSIJNBb0072N21.13 [Oryza sativa (japonica cultivar-group)]
enb| CAE05407. 2| OSIJNBa0036B17.1 [Oryza sativa (japonica cultivar-group)]
Length = 1070

Score = 86.3 bhits (212), Expect = le-14
Identities = 48/ 142 (33%, Positives = 69/142 (48%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L YT V. AAG VM  YFP+ L A W P
Sbjct: 246 PKFRPNLTEKYDGSI NPSEFLQ YTTVI VAAGGDNRVNVANYFPNVAL KGQARGW.MITQPPD 305

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
| WD  Fl NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbjct: 306 SI HSWEDLCQQFI TNFQGTYPRPGEEADL HAVRRKDDESL RSYI QRFCQVRNTI PCI PAH 365

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
Vi F G + + | K
Shjct: 366 AVVYAFRNGVRHNHMLEKI ASK 387

>gh| AAT77889. 1| putative polyprotein [Oryza sativa Japonica G oup]
gb| ABF98704. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 1851

Score = 85.9 bits (211), Expect = 2e-14
Identities = 53/180 (29%, Positives = 81/180 (45%
Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ +  KY+ +  +L
Sbj ct: 203 LRSGHGGRPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 256

Query: 1381 | YTI VTWAAGATEDVMIVYFPI VL. GQDAMQW. RHLPQHCI DNWSDFSWCFI ANFQSLFDK 1560
IYT  AAG + VM +FP+ L A W +LP + +WD F NFQ ++ +
Sbjct: 257 | YTTG EAAGGDDRVMANFFPVAL KGQARGALMNL PPASVHSVEDL CQRFTTNFQG YPR 316

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL++ +DEtLRY++RF +RN P+ VI F G + + | K
Sbj ct: 317 PGEEADLHAVQRRDDESLRSYI QRFOQVRNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 376



>gb| AAP06922. 1| Putative gag-pol precursor [Oryza sativa Japonica G oup]
gb| ABF95196. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 438

Score = 85.9 bhits (211), Expect = 2e-14
Identities = 46/142 (32%, Positives = 71/142 (50%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbjct: 88 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 147

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 148 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 207

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
Vi FRG + + | K
Shjct: 208 AVI YAFRRGVRHNRMLEKI ASK 229

>gh| ABA97679. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 890

Score = 85.9 bhits (211), Expect = 2e-14
Identities = 41/127 (32%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W L+ |
Sbj ct: 438 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLTRGTI 497

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Sbj ct: 498 GSWAELRDHFI ANFQGTFERPGTQYDLYNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 557

Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 558 | AAFTKG 564

>gh| ABA98116. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 640

Score = 85.9 bhits (211), Expect = 2e-14
Identities = 42/127 (33%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 325 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAMVNYL PVALADSARSW.HGLPRGT! 384

Query: 1501 DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TVRNHTPEVAEAGY 1680
+W+  FIANFQ F++P  +DL +1 + E+LR Y++ F RN  ++ + +
Sbj ct: 385 GSWELRDHFI ANFQGTFERPGTHFDLYNI | QKSGESLRDYI RHESKERNKI SDI TDDVI 444

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 445 | AAFTKG 451



>dbj | BAA844
L

Score = 85
Identities
Frame +1

Query: 1321

Shjct: 439
Query: 1501
Shjct: 499
Query: 1681

Shj ct: 559

>gb| ABA9760

L
Score = 85
Identities

Frame = +1
Query: 1318
Shjct: 295

Query: 1498

Shjct: 355
Query: 1678

Sbj ct: 415

>gh| AAV43893. 1]
gb| AAV43934. 1|
Lengt h

Score = 85
Identities
Frame +1

Query: 1321

Shjct: 362

Query: 1501

Shjct: 422
Query: 1681

Shjct: 482

57.1] GAG POL precursor [Oryza sativa Japoni ca G oup]

ength = 983

.9 bits (211), Expect = 2e-14

= 41/ 127 (32%, Positives = 66/127 (51%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMOALRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+tL A W L+ |
FKPTGA EKYDGTTNPESW.TVYGLAI RAAGGDSKANMANYL PVALADSARSW . HGLTRGTI 498

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+\W+ FI ANFQ F++P +DL ++ + E+LR Y++RF RN 4+ + +

GSWAEL RDHFI ANFQGTFERPGTQYDL YNVI QKSGESLRDYI RRFSEQRNKI SDI TDDVI 558

| EDFYRG 1701

| F +G

| AAFTKG 565

2.2| retrotransposon protein,
(j aponica cul tivar-group)]

putative,

ength = 721
.5 bits (210), Expect = 2e-14
= 41/ 128 (32%, Positives = 67/128 (52%

NFKVSNVSKYERKQDL GGALAI YTI VTWAAGATEDVMIVYFPI VL GCQDAMMLRHLPQHC 1497
+FK + + K + + W +Y +  AAG M YP+L A W LP+
SFKPTA EKDDGI TNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.PGLPRGT 354

| DNWEDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAG 1677

| +W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++ +

| GSWAEL RDHFI ANFQGTFERPGTQFDL YNL SQKSGESLRDYI RRFSEQRNKI SDI TDDV' 414
VI EDFYRG 1701

+ F +G

| | AAFTKG 422

putative polyprotein [Oryza sativa Japoni ca G oup]
putative polyprotein [Oryza sativa Japoni ca Goup]
1565

bits (210), Expect = 2e-14

.5
= 44/124 (35%, Positives = 67/124 (54%

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ D +L +Y+ V +AAGA ++ + Y P L A W HLP + |
FRPGAI EKYDGSTDPEEFL QVYSTVL YAAGADDNTLANYLPTALKGSARSW.MHLPPYS| 421
DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGEDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WD  FIANFQ +++ A DL ++ E+LR Y+ F RN P++ +A V

SSWADLWOQOFI ANFQGT YERHAI EDDLHAL TQDSGESLREYVWCFNECRNTI PKI TDASV 481

| EDF 1692
I F
| RAF 485

Ty3-gypsy subclass [Oryza sativa



>gb| AAU90124. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1796

Score = 85.5 bhits (210), Expect = 2e-14
Identities = 46/142 (32%, Positives = 71/142 (50%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L YT AAG + VM +FP+ L A W +LP
Sbj ct: 257 PRFRPTI TEKYDGSVNPAEFLQ YTTA EAAGGDDRVVANFFPVAL KGQAQGW.MNLPPA 316

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
+ +WD F NFQ++ +P + DL ++ + DE+LR Y++RF +RN P +
Sbjct: 317 SVHSWEDLCQRFTTNFQG YPRPGEEADLHAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 376

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Shjct: 377 AVI YAFRGGVRHNRMLEKI ASK 398

>gh| ABA99509. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 2003

Score = 85.5 bhits (210), Expect = 2e-14
Identities = 42/127 (33%, Positives = 65/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbj ct: 857 FKPTG EKYDGTANPESW.TVYGLAI RAAGGDSKANVANYL PVALADSAWSW. HGLPRGTI 916

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+W+  FIANFQ F++P  +DL +1 + E LR Y++RF RN  ++ + +
Sbjct: 917 GSWAELRDHFI ANFQGTFERPGTHFDLYNI VQKSREFLRDYI RRFSEQRNKI SDI TDDVI 976

Query: 1681 | EDFYRG 1701
F +G
Shjct: 977 TAAFTKG 983

>gh| ABF99467. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1992

Score = 85.1 bhits (209), Expect = 3e-14
Identities = 54/172 (31%, Positives = 79/172 (45%
Frame = +1

Query: 1225 PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWA 1404
PS+ P V SLR SP F+ + KY+ + +L +YT A
Sbjct: 211 PSVPPVGGVGCRAFVASLRNVRWSP- - - - - - RFRPTI AEKYDGSVNPAEFLQVYTTG EA 264

Query: 1405 AGATEDVMIVYFPI VLGQDAMALRHLPQHCI DNWBDFSWCFI ANFQSLFDKPAQPWDLK 1584
AG +VM +FP+ L A W +LP | +WD F NFQ + +P + DL
Sbj ct: 265 AGGDDRVMANFFPMALKGQARGALMLPPASI HSWEDL CQQFTMNFQGTYPRPGEEADLH 324

Query: 1585 S| GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
++ + DEfLRY++RF +RN P+ M F G + + | K
Sbj ct: 325 AVQRRDDESLRSYI QRFCQVRNTI PCl PAHAVI YAFRGGVRHNRM.EKI ASK 376



>gh| ABF98317. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1375

Score = 85.1 bhits (209), Expect = 3e-14
Identities = 48/ 148 (32%, Positives = 72/148 (48%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLRHLPQHCI 1500
F+  + KY+ + 4L +Y+ V+AAGA+ + YP L A W HLP + |
Sbj ct: 350 FRPGAI EKYDGSTNPEEFLQVYSTVLYAAGADDSALVNYLPTALKGSARSW.NHLPPYSI 409

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
WD F+ANFQ + + A DL ++ E+L Y+ RF RN PE+ +A V
Sbjct: 410 SLWADLWQQFVANFQGTYKRHAI EDDLHAL TQNPGESL SDYVWRFNECRNTI PEI TDASV 469

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ +V RL
Shjct: 470 | RAFKSGVRDRYTTQELATRRVTTTRRL 497

>gh| AAT77916. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 2010

Score = 85.1 bits (209), Expect = 3e-14
Identities = 54/172 (31%, Positives = 79/172 (45%
Frame = +1

Query: 1225 PSLGPTSRTPT* RHVRSLRTYSVSPCGHPVAPNFKVSNVSKYERKQDLGGWLAI YTI VTWA 1404
PS+ P V SLR SP F+ + KY+ + +L +YT A
Shjct: 211 PSVPPVGGVGCRAFVASLRNVRWSP- - - - - - RFRPTI AEKYDGSVNPAEFLQVYTTQA EA 264

Query: 1405 AGATEDVMTVYFPI VLGQDAMW. RHLPQHCI DNVSDFSWCFI ANFQSLFDKPAQPWDLK 1584
AG + VM +FP+ L A W +LP | +WD F NFQ + +P + DL
Sbj ct: 265 AGGDDRVMANFFPMALKGQARGALMNLPPASI HSWEDL CQQFTMNFQGTYPRPGEEADLH 324

Query: 1585 S| GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
++ + DEtLRY++RF +RN P+ VI F G + + | K
Sbj ct: 325 AVQRRDDESLRSYI QRFCQVRNTI PCl PAHAVI YAFRGGVRHNRM.EKI ASK 376

>gb| AAR87220. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
gb| AAT78756. 1| putative retrotansposon gag protein [Oryza sativa Japonica G oup]
gb| ABF97527. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1389

Score = 85.1 bhits (209), Expect = 3e-14
Identities = 43/141 (30%, Positives = 71/141 (50%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 326 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYL PVALADSARSW.HGLPRGTI 385

Query: 1501 DNWEDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FIANFQ F++P +DL ++ + ++LRY++ F RN ++ + +
Shj ct: 386 GSWAELHDHFI ANFQGTFERPGTQFDLYNVI QKTGKSLRDYI RCFSEQRNKI SDI TDDVI 445

Query: 1681 | EDFYRGSNDSAFVRAI LQKS 1743
I F+G+ V  +KS
Sbjct: 446 | AAFTKG HHEDLVGKFRRKS 466



>gb| AAP20843. 1| retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
gb| ABF96690. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1547

Score = 85.1 bhits (209), Expect = 3e-14
Identities = 43/130 (33%, Positives = 67/130 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VLGQDAMMLRHLPQHC 1500
F+ +KY+ D +L +Y+ V+AAA ++ YP L A W HP + +
Sbjct: 299 FRPRAI EKYDGSTDPEEFLQVYSTVLYAAQADNNALANYLPTALKGSARSW.VHLPPYLV 358

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH  F+ANFQ + + DL ++ E+LR Y++RF RN PE+ +A V
Sbj ct: 359  SSWANLWQQFVANFQGTYKRHTI EDDLHAL TQNSGESL RDYVRRFDECRNTI PEI TDASV 418

Query: 1681 | EDFYRGSND 1710
I F G D
Shjct: 419 | RTFKSGFRD 428

>gh| AAC38507. 1| putative GAG POL precursor [Oryza sativa Japoni ca G oup]
Length = 831

Score = 85.1 bits (209), Expect = 3e-14
Identities = 48/ 148 (32%, Positives = 72/148 (48%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWAI YTI VTWAAGATEDVMIVYFPI VLGQDAMQALRHLPQHC! 1500
F+  + KY+ + +L +Y+ V +AAGA + + Y P L A W HP + |
Sbjct: 350 FRPGAI EKYDGSTNPEEFLQVYSTVLYAAGADDSALVNYLPTALKGSARSW.VHLPPYSI 409

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
WD F+ANFQ + + A DL ++ E+L Y+ RF RN PE+ +A V
Sbjct: 410 SLWADLWQOQFVANFQGTYKRHAI EDDLHAL TQNPGESL SDYVWRFNECRNTI PEI TDASV 469

Query: 1681 | EDFYRGSNDSAFVRAI LOKSVGHLRTL 1764
I F G D ++ +V RL
Sbjct: 470 | RAFKSGVRDRYTTQELATRRVTTTRRL 497

>gb| ABA99731. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 1752

Score = 85.1 bits (209), Expect = 3e-14
Identities = 42/127 (33%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG MY + L A W LP+ |
Sbj ct: 350 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLLVALADSARSW.HGLPRGTI 409

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +l + E+LR Y++RF RN  ++ + +
Sbjct: 410 GSWAELRDHFI ANFQGTFERPGTHFDLYNI VQKSGESLRDYI RRFSEQRNKI SDI TDDVI 469

Query: 1681 | EDFYRG 1701
I F +G



Shjct: 470

>gb| ABA93786. 1]

| AAFTKG 476

retrotransposon protein,
(j aponica cul tivar-group)]

putative,

Length = 1498
Score = 85.1 bits (209), Expect = 3e-14
Identities = 41/128 (32%, Positives = 67/128 (52%

Frame = +1
Query: 1318
Sbjct: 379

Query: 1498

Shj ct: 439
Query: 1678

Sbj ct: 499

>gb| AAP53804. 1|

L

Score = 85
Identities
Frame +1

Query: 1288

Shjct: 162

Query: 1468

Shjct: 222

Query: 1648

Shjct: 282

>enb| CAH675

L
Score = 84
ldentities
Fr ane +1

Query: 1315
Shjct: 235
Query: 1495
Shjct: 295
Query: 1675

Shjct: 355

NFKVSNVSKYERKQDL GGALAI YTI VTWAAGATEDVMIVYFPI VL GCQDAMMLRHLPQHC 1497
+FK++ + KY+ + W +Y +  AAG MY +L A W LP+
SFKLTA EKYDGTTNPESW.TVYRLAI RAAGGDSKAMANYLLVALADSARSW.HGLPRGT 438

| DNVSDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETLRLYLKRF* TMRNHTPEVAEAG 1677
| +W+  FIANFQ F++P  +DL + + E+LR Y++RF RN  ++ +
| GSWAEL RDHFI ANFQGTFERPDT QFDL YNFVQKSGESL RDYI RRFSEQRNKI SDI TDNV 498

VI EDFYRG 1701
+ F +G
I 1 AAFTKG 506

retrotransposon protein,
(j aponica cul tivar-group)]
engt h 1765

putative, unclassified [Oryza sativa

bits (209), Expect = 3e-14
48/ 151 (31%, Positives

.1
= 72/ 151 (479

SVSPGHPVAPNFKVSNVSKYERKQDL GGWLAI YTI VTWAAGATEDVMIVYFPI VLGQDAM 1467
S P P F+ + KY + +L YT AAGA + VM + P+ L A
STPPTQEYPPRFRPTI TEKYNGSVNPAEFLQ YTTG EAAGADDRVNVANFI PMALKGQAR 221

QW.RHLPQHCI DNVSDFSVCFI ANFQSL FDKPAQPVWDLKSI GHQGDETLRLYLKRF* TMR 1647
W +LP  + +WD F NFQ + +P + DL ++ + DE+LR Y++RF +R
GW.MNL PPASVHSWEDL CQQF TTNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVR 281

NHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
N P+ Vi F G + + 1 K
NTI PCI PAHAVI YAFRGGVRHNRMLKKI ASK 312

21.1] OsIGBa0131L05.2 [Oryza sativa (indica cultivar-group)]

ength = 1770

.7 bits (208), Expect = 4e-14
= 46/ 142 (32%, Positives

71/ 142 (50%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L YT AAG + VM +FP+ L A W +LP
PRFRPTI TEKYDGSVNPAEFLQ YTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 294

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
+ +WD F NFQ ++ +P + DL ++ + DE+LR Y++RF +RN P +
SVHSWEDL CQQFTTNFQG YPRPGEEADL HAVQRRDDESLRSY! QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
AVI YVFRGGVRHNRML_EKI ASK 376

Ty3-gypsy subclass [Oryza sativa



>gb| ABA9574

1.2| retrotransposon protein,
(j aponi ca cul tivar-group)]

putative, unclassified [Oryza sativa

Length = 1809
Score = 84.7 bits (208), Expect = 4e-14
Identities = 45/142 (31%, Positives = 71/142 (50%
Frame = +1
Query: 1315 PNFKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQH 1494
P F+ ++ KY+ +  +L +YT AAG + VWM +FP+ L A W +LP
Shj ct: 122 PRFRPTSAEKYDGSVNPAEFLQVYTTG EAAGGDDRVNVANFFPVAL KGQARGALMNLPPA 181
Query: 1495 Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEA 1674
+ +WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbjct: 182 SVHSWEDL CQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PClI PAH 241
Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
Vi F G + + | K
Sbjct: 242 AVI YAFRGGVRHNRMLEKI ASK 263
>enb| CAE05311. 2| OSJNBa0056L23.9 [Oryza sativa (japonica cultivar-group)]
Length = 836
Score = 84.7 bits (208), Expect = 4e-14
Identities = 40/127 (31%, Positives = 66/127 (51%

Frame = +1
Query: 1321
Shjct: 358

Query: 1501

Shjct: 418
Query: 1681

Shjct: 478

>gb| ABA94658. 1]

Lengt h

Score = 84
Identities
Frame +1

Query: 1315

Shjct: 229

Query: 1495

Shjct: 289
Query: 1675

Shjct: 349

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG + Y P+ L A W LP+ |
FKPTG EKYDGSTNPESW.TVYGLAI RAAGGDSKALANYL PVALADSARSW HGLPRGTI 417

DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680

+\WH+ FI ANFQ F++P +DL ++ + E+LR Y++RF N  ++ + +
GSWAEL RDHFI ANFQGTFERPGTQFDL YNVI QKSGESLRDYI RRFSEQCNKI SDI TDDVI 477
| EDFYRG 1701
| F +G
| AAFTKG 484

retrotransposon protein,
(j aponica cul tivar-group)]
1965

putative, unclassified [Oryza sativa

bits (208), Expect = 4e-14

.7
= 45/ 144 (319, Positives

72/ 144 (50%

PNFKVSNVSKYERKQDLGGWLAI YT VTWAAGATEDVMI VYFPI VLGQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVAL KGQARGALIVNLPPA 288

Cl DNVSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674
++WD F NFQ++ +P + DL ++ + DE+LR Y++RF +RN P +
SVHSVEDL CQQFTMNFQG YPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCI PAH 348

GVI EDFYRGSNDSAFVRAI LQKSV 1746
vi F G + + | K+
AVl YAFRGGVRHNRMLEKI ASKEL 372



>gb| AAL8333
gb| AAMD872
gb| AAP5191

L

Scor e 84
Identities
Frame = +1

Query: 1336

Sbjct: 88

Query: 1516

Shjct: 148
Query: 1696

Sbj ct: 208

>emb| CAE03745. 1|

7.1 AC074282_4 Putative gag-pol polyprotein [Oryza sativa Japonica G oup]

6. 1| AC116601_19 Putative gag-pol polyprotein [Oryza sativa Japoni ca G oup]
5.1] transposon protein, putative, unclassified [Oryza sativa (japonica
cul tivar-group)]

ength = 276

.7 bits (208), Expect = 4e-14

= 46/ 144 (31%, Positives = 70/ 144 (48%

VSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GCQDAMML RHLPQHCI DNWSD 1515
+ KY+ D +L +++ V+AAGA+ + YP L A W HP | +WD
| EKYDGSTDPEEFLHVFSTVL YAAGANDHAL ANYL PAALKGSARSW.VHLPPCSI SSWED 147

FSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGVI EDFY 1695
F+ANFQ + + A DL ++ E+LR Y++RF RN PE+ A VI F
LWOQOQFVANFQGT YKRHAI EDDLHAL VONPGESL RDYI RRFNECRNTI PEI TNASVI RTFK 207

RGSNDSAFVRAI LOKSVGHLRTLV 1767
G D + + o+ + L+

LG RDRYTTQELATRRI TSAHKLI 231

OSJNBa0019D11. 11 [Oryza sativa (japonica cultivar-group)]

Length = 1770

Score 84
ldentities
Fr anme +1

Query: 1315
Shjct: 235
Query: 1495
Shjct: 295
Query: 1675

Shjct: 355

>ref | XP_002448893. 1]

.7 bits (208), Expect = 4e-14

46/ 142 (32%, Positives = 71/142 (50%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L YT AAG + VM +FP+ L A W +LP
PRFRPTI TEKYDGSVNPAEFLQ YTTG EAAGGDDRVNVANFFPVALKGQARGW. MNLPPA 294

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
+ +WD F NFQ ++ +P + DL ++ + DE+LR Y++RF +RN P +
SVHSWEDL CQQFTTNFQG YPRPGEEADL HAVQRRDDESLRSY! QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
AVl YVFRGGVRHNRMLEKI ASK 376

hypot heti cal protei n SORBI DRAFT_05g000983 [ Sor ghum bi col or]

gb| EES07881. 1| hypot heti cal protein SORBI DRAFT_05g000983 [ Sor ghum bi col or]
Length = 855

Score = 84.3 bhits (207), Expect = 5e-14

Identities = 43/139 (30%, Positives = 71/139 (51%, Gaps = 1/139 (0%

Frame = +1

Query: 1330 SNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVY- FPI VL GQDAMMLRHLPQHCI DN 1506
+NH+KY  + + WA Y + GA +D++ + P+ L A W HP | +

Sbj ct: 533 ANLTKYSGETNPELW.ADYRLACQLGGADDDLLI | RNLPLHLADTARAW.EHLPDRM HD 592

Query: 1507 WSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI E 1686
WD F+ NFQ + +P  WDL+S  + DE+LR ++KRF + ++ VI

Sbj ct: 593 WADLVKI FVGNFQGTYVRPGNSVDL RSCRQKPDESL RDFI KRFSKQCTELTNI TDSDVI G 652

Query: 1687 DFYRGSNDSAFVRAI LQKS 1743

Sbj ct: 653

F G Vo4 +K+
AF| SGTTCKELVHELGRKT 671



>enb| CAH66736. 1| HO404F02. 12 [Oryza sativa (indica cultivar-group)]
Length = 780

Scor e

= 84

Identities

Frame
Query:
Shj ct:
Query:
Shj ct:
Query:
Shj ct:

= +1

1321

419

1501

479

1681

539

.3 bits (207), Expect = 5e-14
= 42/ 127 (33%, Positives = 66/127 (51%

FKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
FKPTRI KKYDGT TNPESW.TVYGLAI RAAGGDSKANMANYL PVALADSARSW. HGLPRGTI 478

DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YL KRF* TMRNHTPEVAEAGY 1680
+WH+  FIANFQ F++P  +DL +1 + E+LR Y++RF N ++ + +
GSWAEL HDHFI ANFQGTFERPGTHFDLYNI | QKYGESLRDYI RRFSEQONKI SDI TDDVI 538

| EDFYRG 1701
| F +G
| AAFTKG 545

>ref| NP_001046396. 1| 0s0290237300 [Oryza sativa (japonica cultivar-group)]

Score

L

= 84

ldentities

Frane
Query:
Shj ct:
Query:
Shj ct:
Query:
Shj ct:

= +1

1321

248

1501

308

1681

368

ength = 1377

.3 bits (207), Expect = 5e-14
= 47/ 140 (33%, Positives = 69/140 (49%

FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
F+ + KY+ + +L 1YT V. AAG + VM YFP+ L A W P I
FRPNLTEKYDGNI NPSEFLQ YTTVI VAAGGDDRVVANYFPVALKGQACGALMTQPPDSI 307

DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+WDS FI NFQ + +P + DL ++ + DE+LRY++RF +RN P + V
HSWEDL SQQFI TNFQGTYPRPGEEADL HAVRQKDDESLRSY! QRFCQVRNTI PCI PAHAV 367

| EDFYRGSNDSAFVRAI LQK 1740
+ F + + 1 K
VYAFRNSVRHNRMLEKI TSK 387

>gb| ABF93514. 1| retrotransposon protein, putative, unclassified [Oryza sativa

Score

L

= 84

ldentities

Frame
Query:
Shj ct:
Query:
Shj ct:
Query:
Shj ct:

= +1

1201

203

1381

257

1561

317

(j aponi ca cul tivar-group)]
ength = 776

.3 bits (207), Expect = 5e-14
= 53/180 (29%, Positives = 80/180 (44%

| KMTHNWLPSL GPTSRTPT* RHVRSL RTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P Ft + K+ +  +L
L RSEHGGQPPVSPVGGAGCRAFVASL RNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 256

I YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHC!I DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ + +
I YTTG EAAGGDDRVVANFFPVAL KGQARGW. MNL PPASVHSWEDL CQQFTMNFQGTYPR 316

PAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL+ +DEtLRY++RF +RN P+ VM F G + + | K
PGEEADL HAVQRRDDESL RSY! QRFOQVRNTI PCI PAHAVI YAFRGGVRHNRVLEKI ASK 376



>gb| AAT94049. 1]

putative polyprotein [Oryza sativa Japoni ca Goup]

Length = 1844
Score = 84.3 bits (207), Expect = 5e-14
Identities = 42/134 (31%, Positives = 68/134 (50%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMNLRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG MY +L A W LP+ |
Shj ct: 438 FKPAG EKYDGTTNPELW.TVYGLAI RAAGGDSKANMANYL SVALADSARSW HGLPRGTI 497
Query: 1501 DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P  +DL ++ + E+LR Y++RF RN ++ + +
Shj ct: 498 GSWAELRDHFI ANFQGTFERPGTQFDL YNVl QKSCGESLRDYI RRFSEQRNKI SDI TDDVI 557
Query: 1681 | EDFYRGSNDSAFV 1722
I F +G + Y,
Sbj ct: 558 | AAFTKA HHEELV 571
>enb| CAD39484. 2| OSJNBa0039Gl9. 13 [Oryza sativa (japonica cultivar-group)]
Length = 714
Score = 84.3 bhits (207), Expect = 5e-14
Identities = 43/127 (33%, Positives = 67/127 (52%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQHCI 1500
FK + + KYy+ + W +Y +V AAG M YP+L A L LP+ |
Shj ct: 237 FKPTG EKYDGTI NPESW.TVYDLVI RAAGGDSKANVANYLPVALVDFARSRLHGLPRGTI 296
Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P +DL ++ + E+LR Y++RF RN ++ E +
Shj ct: 297 GSWAELCGHFI ANFQGTFERPGTQFDL YNVI QKSGESLRNYI RRFSEQRNKI SDI TEDVI 356
Query: 1681 | EDFYRG 1701
I F +G
Sbhj ct: 357 | AAFTKG 363
>gh| AAS75250. 2| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1744
Score = 84.3 bits (207), Expect = 5e-14
Identities = 41/127 (32%, Positives = 66/127 (51%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMALRHLPCQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Sbj ct: 315 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKANMANYL PVALADSAQSW . HGLPRGTI 374
Query: 1501 DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETL RL YLKRF* TMRNHTPEVAEAGY 1680
+Wh+ FIANFQ F++P  ++L +l + E+LR Y++RF N ++ + +
Sbj ct: 375 GSWAELRDHFI ANFQGTFERPGTQFNLYNI | QKSCGESLRDYI RRFSEQCNKI SDI TDDVI 434
Query: 1681 | EDFYRG 1701
I F +G
Sbjct: 435 | AAFTKG 441

>gb| ABA97822. 1|

retrotransposon protein,
(j aponi ca cul tivar-group)]

putative,

Length = 1379

Ty3-gypsy subclass [Oryza sativa



Score = 84.3 bits (207), Expect = 5e-14
Identities = 40/127 (31%, Positives = 66/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK + + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Shj ct: 242 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKAVANYLPVALADSARSW.HGLPRGTI 301

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGY 1680
+WH+ FIANFQ F++P  +DL ++ + +L+ Y++RF RN ++ + +
Shjct: 302 GSWAELRDHFI ANFQGTFERPGTQFDL YNVVQKSRGSLQDY! RRFSEQRNKI SDI TDDVI 361

Query: 1681 | EDFYRG 1701
| F +G
Shjct: 362 | AAFTKG 368

>gb| ABA94226. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 1739

Score = 84.3 bits (207), Expect = 5e-14
Identities = 53/180 (29%, Positives = 80/180 (44%
Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ +  KY+ +  +L
Sbjct: 95  LRSGHGGQPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 148

Query: 1381 | YTI VIWVAAGATEDVMIVYFPI VL GODAMML RHL POQHCI DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ + +
Shj ct: 149 | YTTG EAAGGDDRVVANFFPNVAL RGQARGAL MNL PPASVHSWEDL CQQFTMNFQGTYPR 208

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL++ +DEtLRY++RF +RN P+ VI F G + + | K
Sbj ct: 209 PGEEADLHAVQRRDDESLRSYI QRFOQVRNTVPCI PAHAVI YAFRGGVRHNRVLEKI ASK 268

>gb| ABF93909. 1| retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa
(j aponica cul tivar-group)]
Length = 882

Score = 84.0 bits (206), Expect = 6e-14
Identities = 39/127 (30%, Positives = 65/127 (51%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQODAMMLRHLPQHCI 1500
FK++ + KY+ + W +Y + AAG + Y P+ L A W +P |
Sbj ct: 415 FKLTG EKYDGTTNPKSW.TVYGLTI RAAGGDSKAI ANYLPVALADSARSW.HGVPHGT! 474

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W FIANFQ F++P  +DL ++ + E+LR Y++RF N ++ + +
Sbj ct: 475 GSWAKLRDHFI ANFQGTFERPGTQFDLYNVVQKSGESLRDYI RRFSEQHNKI SDI TDDVI 534

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 535 | AAFTKG 541

>gh| ABF98885. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 2012



Score = 84.0 bits (206), Expect = 6e-14
Identities = 46/142 (32%, Positives = 71/142 (50%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI SEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW.MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LRLY++RF +RN P +
Sbj ct: 295  SVYSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRLYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gb| ABF99476. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 1840

Score = 84.0 bits (206), Expect = 6e-14
Identities = 45/142 (31%, Positives = 71/142 (50%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 159 PRFRPTI TEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 218

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbjct: 219  SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 278

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + ++1 K
Shjct: 279 AVI YAFRGGVRHNRMLKKI ASK 300

>gb| AAX95836. 1| predicted protein [Oryza sativa Japoni ca G oup]
Length = 1179

Score = 84.0 bits (206), Expect = 6e-14
Identities = 42/127 (33%, Positives = 63/127 (49%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK  + KY+ + W +Y + AAG M Y P+ L A W LP+ |
Sbjct: 409 FKPFG EKYDGTTNPESW.TVYGLAI RAAGGDNKANVANYL PVALADSARSW.HGLPRGTI 468

Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGY 1680
+W+  FIANFQ F+ P +DL + + E+LR Y++RF RN ++ + +
Sbj ct: 469 GSWAELRDHFI ANFQGTFECPGTQFDLYI VI QKSRESLRDYI RRFSEQRNKI SDI TDDVI 528

Query: 1681 | EDFYRG 1701

I F G
Sbjct: 529 | ASFTNG 535

>gb| AAU90238. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1923

Score = 84.0 bits (206), Expect = 6e-14



Identities
Frame +1

Query: 1315
Shjct: 235
Query: 1495
Shjct: 295
Query: 1675

Shjct: 355

>gb| AAT77917. 1]

= 45/142 (31%, Positives = 71/142 (50%

PNFKVSNVSKYERKQDL GGWLAI YT VTWAAGATEDVMI VYFPI VLGQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVAL KGQARGALMNLPPA 294
Cl DNWSEDFSWCFI ANFQSL FDKPAQPWDL KSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674

+ +WD F NFQ ++ +P + DL ++ + DE+LR Y++RF +RN P +
SVHSWEDL CQQFTMNFQG  YPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCI PAH 354
GVI EDFYRGSNDSAFVRAI LQK 1740

vi F G + + | K

AVl YAFRGGVRHNHMLEKI ASK 376

putative polyprotein [Oryza sativa Japoni ca G oup]

Length = 1898

Score 84
ldentities
Fr anme +1

Query: 1315

Shjct: 217

Query: 1495

Shjct: 277
Query: 1675

Sbjct: 337

>enb| CAE04380. 1|
enmb| CAE02561. 2|
Lengt h

Score 84
ldentities
Fr anme +1

Query: 1315

Shjct: 214

Query: 1495

Shjct: 274
Query: 1675

Sbjct: 334

bits (206), Expect = 6e-14

.0
= 45/ 142 (31%, Positives

71/ 142 (50%

PNFKVSNVSKYERKQDL GGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAVMQW.RHLPQH 1494
PF+r+ KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI TEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVAL KGQARGALMNLPPA 276
Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +

SVHSWEDL CQQF TMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 336
GVI EDFYRGSNDSAFVRAI LQK 1740

Vi F G + ++1 K

AVl YAFRGGVRHNRMLKKI ASK 358

OSJNBa0027@07. 22 [Oryza sativa (japonica cultivar-group)]
OSJNBa0006ML5. 4 [ Oryza sativa (japonica cultivar-group)]
359

bits (206), Expect = 6e-14

.0
= 47/ 144 (32%, Positives = 70/ 144 (48%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L YT AAG + VM +FP+ L A W +LP
PRFRPTI TEKYDGSVNPAEFLQ YTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 273

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++  DE+LR Y++RF +RN P +
SVHSWEDL CQQF TMNFQGTYPRPGEEADL HAVQRGDDESL RSY! QRFCQVRNTI PCl PAH 333

GVI EDFYRGSNDSAFVRAI LQKSV 1746
VI F G + + | KV
AVI YAFRGGVRHNRMLEKI ASKDV 357

>gb| AAK55777. 1| AC0O79038_11 Putative polyprotein [Oryza satival
Length = 1992

Score = 84
ldentities
Frame = +1

bits (206), Expect = 6e-14

.0
= 46/ 142 (32%, Positives

69/ 142 (48%



Query: 1315

Shjct: 235

Query: 1495

Shjct: 295
Query: 1675

Shjct: 355

>gb| AAL58969. 1| AC091811_18 put ati ve gag- pol

PNFKVSNVSKYERKQDL GGWLAI YT VTWAAGATEDVMI VYFPI VLGQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVAL KGQARGALVNLPPA 294

Cl DNVSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DETLR Y++RF RN P +
SVHSVEDL CQQF TMNFQGTYPRPGEEADL HAVQRRDDETL RSYI QRFCQARNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740

vi F G + + | K
AVl YAFRGGVRHNRMLEKI ASK 376

precursor

Length = 1997

Score 84
ldentities
Fr anme +1

Query: 1315

Sbj ct: 235

Query: 1495

Sbj ct: 295

Query: 1675

Shjct: 355

>enb| CAD401
L

Score = 84
ldentities
Frame +1

Query: 1315

Shjct: 235
Query: 1495
Shjct: 295
Query: 1675

Shjct: 355

>gb| ABA9360

L
Score = 83
ldentities
Frame = +1

Query: 1315

bits (206), Expect = 6e-14
46/ 142 (32%, Positives

.0
= 71/ 142 (50%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI SEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LRLY++RF +RN P +
SVYSWEDL CQQF TMNFQGTYPRPGEEADL HAVQRRDDESL RL Y1 QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
AVI YAFRGGVRHNRM_EKI ASK 376

72.2| OSIJNBa0061A09. 11 [Oryza sativa (japonica cultivar-group)]
ength = 2030

bits (206), Expect = 6e-14

.0
= 45/ 142 (31%, Positives

71/ 142 (50%

PNFKVSNVSKYERKQDLGGWLAI YT VTWAAGATEDVMI VYFPI VLGQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVAL KGQARGALVNLPPA 294

Cl DNVSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL+++ + DE+LR Y++RF +RN P +
SVHSVEDL CQQF TMNFQGTYPRPGEEADL QAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
AVl YAFRGGVRHNRMLEKI ASK 376

6.2| retrotransposon protein,
(j aponi ca cul tivar-group)]

putative, unclassified [Oryza sativa

ength = 1939
.6 bits (205), Expect = 8e-14
= 46/ 142 (329, Positives = 70/142 (49%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494

[Oryza sativa Japoni ca G oup]



P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 180 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 239

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
| WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 240 S| HSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 299

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Shjct: 300 AVI YAFRGGVRHNRMLEKI ASK 321

>gb| ABA99910. 2| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 1757

Score = 83.6 bits (205), Expect = 8e-14
Identities = 53/180 (29%, Positives = 80/180 (44%
Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ +  KY+ +  +L
Sbj ct: 202 LRSGHGGRPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDGSFNPAEFLQ 255

Query: 1381 | YTI VIWAAGATEDVMIVYFPI VL GODAMAM RHL POQHCI DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ + +
Shjct: 256 | YTTG EAAGGDDRVVANFFPNVAL KGQARGAL MNL PPASVHSWEDL CQQFTTNFQGTYPR 315

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL++ +DEtLRY++RF +RN P+ VI F G + + | K
Sbj ct: 316 PGEDADLHAVQRRDDESLRSYVQRFOQURNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 375

>gh| ABF98607. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1748

Score = 83.6 bhits (205), Expect = 8e-14
Identities = 44/132 (33%, Positives = 68/ 132 (51%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSND 1710
Vi F G+D
Sbj ct: 355 AVI YAFRGGRHD 366

>gb| ABF99688. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1629

Score = 83.6 bhits (205), Expect = 8e-14
Identities = 46/144 (31%, Positives = 70/144 (48%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494



Shjct: 246

Query: 1495
Shjct: 306
Query: 1675

Shjct: 366

>enb| CAH67689. 1|
emb| CAH66966. 1|
Length =

Score = 83
Identities
Frame = +1

Query: 1315

Shjct: 235

Query: 1495

Shjct: 295
Query: 1675

Shjct: 355

>gb| AAV32231. 1|

P F+ + KY+ + +L YT V. AAG+ + VM YFP+ L A W P
PKFRPNLTEKYDGSI NPSEFLQ YTTVI VAAGSDDRVMANYFPVAL KGQARGALMTQPPG 305

Cl DNVSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674
| WD  FI NFQ + +P + DL ++ + DE+LR Y++ F +RN P +
SI HSVWEDL CQQFI TNFQGTYPRPGEEVDL HAVRRKDDESL RSYI QHFCQVRNTI PCl PAH 365

GVI EDFYRGSNDSAFVRAI LQKSV 1746
v+ F + + | K+
AVVYAFRNSVRHNRMLEKI ASKEL 389

HO510A06. 14 [Oryza sativa (indica cultivar-group)]
H0525D09. 6 [ Oryza sativa (indica cultivar-group)]
2027

6 bits (205), Expect = 8e-14

46/ 142 (32%, Positives = 70/ 142 (49%

PNFKVSNVSKYERKQDLGGWLAI YT VTWAAGATEDVMI VYFPI VLGQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+VL A W +LP
PRFRPTI TEKYDGSVNPTEFLQVYTTG EAAGGDDRVMANFFPMLKGQARGALMNLPPA 294

Cl DNVSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++  DE+LR Y++RF +RN P +
SVHSVEDL CQQF TMNFQGTYPRPGEEADL HAVQRSDDESL RSYI QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740

vi F G + + | K
AVl YAFRGGVRHNRMLEKI ASK 376

putative polyprotein [Oryza sativa Japoni ca Goup]

Length = 3092

Score = 83.6 bits (205), Expect = 8e-14
Identities = 46/132 (34%, Positives = 68/132 (51%, Gaps = 5/132 (3%
Frame = +1

Query: 1321 FKVSNVSKYERKQDLGG - - - - WLAI YTI VITWAAGATEDVMIVYFPI VLGQDAMMLRHL 1485
F+ + KY + G +L +Y+ V +AAGA ++ YPWVL A W H

Sbj ct: 1724 FRPGAI EKYSTLLNDGSTDPEEFLQVYSTVLYAAGADDNAFANYLPTVLKGSARSW.MVHL 1783

Query: 1486 PQHCI DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEV 1665
P+ 1 +WD F+tANFQ + A DL ++ E+LR Y++RF RN P++

Sbj ct: 1784 PPYSI SSWADLWQOQFVANFQGT YKHHAI KDDLHAL TONSGESL REYVRRFNECRNTI PKI - 1843

Query: 1666 AEAGVI EDFYRG 1701
+AVI F G

Sbj ct: 1844 TDASVI RAFKSG 1855

>gb| AAU44305. 1| putative polyprotein [Oryza sativa Japonica G oup]

Length = 912

Score = 83.6 bhits (205), Expect = 8e-14

Identities = 40/127 (31%, Positives = 63/127 (49%

Frame = +1

Query: 1321 FKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQHCI 1500
FK+ + Ky+ + W + + AG M YP+L A W LP+ |

Sbjct: 267 FKPTG EKYDGTTNPESW.TVCGLAI RATGGDSKAVANYL PVALADSAWSW. HGLPRGTI 326



Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKS| GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+W+  FIANFQ F++P  +DL ++ + E+LR Y++RF RN  ++  +
Sbj ct: 327 GSWEELREHFI ANFQGTFERPGTQFDLYNVTQKSGESLRDYI RRFFEQRNKI SDI TNDVI 386

Query: 1681 | EDFYRG 1701
I F +G
Shjct: 387 | AAFTKG 393

>gh| AAT81661. 1| putative retrotransposon protein [Oryza sativa Japoni ca G oup]
gb| ABF97633. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 1878

Score = 83.6 bhits (205), Expect = 8e-14
Identities = 53/180 (29%, Positives = 80/180 (44%
Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P Ft + K+ +  +L
Sbj ct: 203 LRSGHGGRPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 256

Query: 1381 | YTI VITWAAGATEDVMIVYFPI VL GQDAMML RHL PQHC!I DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ ++
Sbjct: 257 | YTTG EAAGGDDRVNVANFFPNVAL KGQARGW. MNLPPASVYSVEDL CQQFTTNFQA YPH 316

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL+ +DEtLRY++RF +RN P+ VM F G + + | K
Sbj ct: 317 PGEEADLHAVQRRDDESLRSYI QRFOQVRNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 376

>gb| AAX95687. 1| RNase H, putative [Oryza sativa Japoni ca G oup]
Length = 1775

Score = 83.6 bhits (205), Expect = 8e-14
Identities = 44/132 (33%, Positives = 68/ 132 (51%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSND 1710
Vi F G+D
Sbj ct: 355 AVI YAFRGGRHD 366

>gh| AAS07175. 1| putative reverse transcriptase [Oryza sativa Japoni ca G oup]
gb| ABF97312. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 2002

Score = 83.6 bits (205), Expect = 8e-14
Identities = 46/142 (32%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L YT AAG + VM +FP+ L A W +LP



Sbj ct: 235 PRFRPTI TEKYDGSVNPAEFLQ YTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>enb| CAD41940. 2| OSJNBaO070ML2. 17 [Oryza sativa (japonica cultivar-group)]
Length = 1709

Score = 83.6 bits (205), Expect = 8e-14
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 122 PRFRPTI TEKYDGSVNPADFLQVYTTG KAAGGDDRVVANFFPVALKGQARGALMNLPLA 181

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbjct: 182 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRNDESLRSYI QRFCQVRNTI PCl PAH 241

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Shj ct: 242 AVI YAFRGGVRHNRMLEKI ASK 263

>enb| CAE03879. 1| OSIJNBb0015N08. 7 [Oryza sativa (japonica cultivar-group)]
Length = 1975

Score = 83.6 bits (205), Expect = 8e-14
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRATI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVMVENFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gb| AAP46242. 1| putative gag-pol precursor, 3'-partial [Oryza sativa Japonica G oup]
Length = 948

Score = 83.6 bhits (205), Expect = 8e-14
Identities = 46/144 (31%, Positives = 70/144 (48%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L 1 YT V. AAGH + VM YFP+ L A W P
Sbjct: 246 PKFRPNLTEKYDGSI NPSEFLQ YTTVI VAAGSDDRVNVANYFPNVAL KGQARGW.MITQPPG 305

Query: 1495 Cl DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674



| WD  FI NFQ + +P + DL ++ + DE+LR Y++ F +RN P +

Sbj ct: 306 Sl HSWEDLCQQFI TNFQGTYPRPGEEVDLHAVRRKDDESL RSYI QHFCQVRNTI PCI PAH 365
Query: 1675 GVI EDFYRGSNDSAFVRAI LQKSV 1746
V+ F + + | K+
Sbjct: 366 AVVYAFRNSVRHNRMLEKI ASKEL 389
>gh| AACB9874. 1| putative gag-pol precursor [Oryza sativa Japonica G oup]
Length = 1635
Score = 83.6 bits (205), Expect = 8e-14
Identities = 46/144 (31%, Positives = 70/144 (48%
Frame = +1
Query: 1315 PNFKVSNVSKYERKQDLGGWL.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQH 1494
PF++ KY+ + +LIYTV AAGF+ VM YFP+ L A W P
Shj ct: 246 PKFRPNLTEKYDGSI NPSEFLQ YTTVI VAAGSDDRVNVANYFPVAL KGQARGWALMIQPPG 305
Query: 1495 Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
I +WD FI. NFQ + +P + DL ++ + DE+LR Y++ F +RN P +
Sbhj ct: 306 S| HSWEDLCQQFI TNFQGTYPRPGEEVDLHAVRRKDDESLRSYI QHFCQVRNTI PCI PAH 365
Query: 1675 GVI EDFYRGSNDSAFVRAI LQKSV 1746
V+ F + + | K+
Shjct: 366 AVVYAFRNSVRHNRMLEKI ASKEL 389

>gb| AAX96554. 1|

gb| ABA93240. 1]

retrotransposon protein, putative, Ty3-gypsy sub-class [Oryza sativa
Japoni ca G oup]
retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa

(j aponica cul tivar-group)]

Length = 1701
Score = 83.6 bits (205), Expect = 8e-14
Identities = 41/127 (32%, Positives = 65/127 (51%
Frame = +1
Query: 1321 FKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQHCI 1500
FK + + KYy+ + W +Y + AAG M YP+L A W LP+ |
Shj ct: 360 FKPTG EKYDGTTNPESW.TVYGLAI RAAGGDSKANVANYLPVALADSARSW . HGLPRGTI 419
Query: 1501 DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEAGY 1680
+\WH+ FI ANFQ F+ P +DL ++ + E+L Y++RF RN ++ + +
Shj ct: 420 GSWAELRDHFI ANFQGTFECPGTQFDLYNVI QKSRESLGDYI RRFSEQRNKI SDI TDDVI 479
Query: 1681 | EDFYRG 1701
I F +G
Shj ct: 480 | AAFTKG 486

>emb| CAH67128. 1]

HO315E07.6 [Oryza sativa (indica cultivar-group)]

Length = 1891

Score =
ldentities
Frame = +1

Query: 1315

Sbjct: 235

Query: 1495

83.

2 bits (204), Expect = le-13

= 44/ 132 (33%, Positives = 67/132 (50%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Cl DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674



++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSND 1710
vi F G D
Sbj ct: 355 AVI YAFRGGRRD 366

>enb| CAH67900. 1| OSI GBa0115K01- HO319F09. 6 [Oryza sativa (indica cultivar-group)]
Length = 1917

Score = 83.2 bits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMOMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbjct: 229 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGALMNLPPT 288

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 289  SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 348

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 349 AVI YAFRGGVRHNRMLEKI ASK 370

>enb| CAH67479. 1| HO805A05.9 [Oryza sativa (indica cultivar-group)]
Length = 1930

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbjct: 174 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 233

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKS| GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 234 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQQRDDESL RSYI QRFCQVRNTI PCl PAH 293

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Shjct: 294 AVI YAFRGGVRHNRMLEKI ASK 315

>enb| CAH66280. 1| OSI GBa0116Q04. 2 [Oryza sativa (indica cultivar-group)]
Length = 1465

Score = 83.2 bits (204), Expect = le-13
Identities = 46/150 (30%, Positives = 73/150 (48%
Frame = +1

Query: 1252 PT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKCQDLGGALAI YTI VTWAAGATEDVMT 1431
P+t +HR R S G FK + + KY+ + W +Y +  AAG M
Sbj ct: 300 PSLQH RRRRI QSQEQGVDWPAGFKPTRI EKYDGTTNPESW.TVYGL Al HAAGGDNKAMA 358

Query: 1432 VYFPI VLGQDAMQW. RHLPQHCI DNVSDFSWWCFI ANFQSLFDKPAQPWDLKSI GHQGDET 1611
Y +L A W LP+ | +W+  FIANFQ F++P  +DL ++ + E+
Sbj ct: 359 NYLLVALANSARSW.HGLPRGTI GSWAEL RDHFI ANFQGTFERPGTHFDLYNVI QKSGES 418



Query: 1612 LRLYLKRF* TMRNHTPEVAEAGVI EDFYRG 1701
LRY++ F RN ++ + + F +G
Sbjct: 419 LRDYI RCFSEQRNKI SDI TDDVI | AAFTKG 448

>enb| CAH66724. 1| OSlI GBa0118P15. 14 [Oryza sativa (indica cultivar-group)]
Length = 1951

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295  SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gh| ABA93826. 2| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1739

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbjct: 122 PRFRPTI TEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGALMNLPPT 181

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbjct: 182 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 241

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Shj ct: 242 AVI YAFRGGVRHNRMLEKI ASK 263

>gh| ABA91113. 2| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1981

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCI LAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740



vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI TSK 376

>gh| ABF96026. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1977

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPCQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Shj ct: 208 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 267

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 268 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 327

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Shj ct: 328 AVI YAFRGGVRHNRMLEKI ASK 349

>gh| ABF95088. 1| transposon protein, putative, unclassified [Oyza sativa (japonica
cul tivar-group)]
Length = 1965

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGWL. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCI LAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gb| ABF96139. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 260

Score = 83.2 bhits (204), Expect = le-13
Identities = 46/145 (31%, Positives = 70/145 (48%
Frame = +1

Query: 1306 PVAPNFKVSNVSKYERKQDLGGW.AI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHL 1485
P PF+t+ KY+ + +L +YT  AAG + VM +FP+ L A W +L
Sbjct: 27  PPYPRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVALRGQARGALMNL 86

Query: 1486 PQHCI DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TVRNHTPEV 1665
P ++WD F NFQ + +P + DL + + DE+LR Y++RF +RN P +
Shjct: 87  PPASVHSWEDLCQQFTMNFQGTYPRPGEEADL HVWQRRDDESLRSY! QRFCQVRNTI PCl 146

Query: 1666 AEAGVI EDFYRGSNDSAFVRAI LQK 1740



vi F G + + | K
Sbj ct: 147 PAHAVI YAFRGGVRHNRMLEKI ASK 171

>gb| ABF97875. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1881

Score = 83.2 bhits (204), Expect = le-13
Identities = 53/180 (29%, Positives = 80/180 (44%
Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P F+ +  KY+ +  +L
Sbj ct: 203 LRSGHGGQPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLH 256

Query: 1381 | YTI VIWAAGATEDVMIVYFPI VL GODAMAML RHL PQHCI DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ + +
Shj ct: 257 | YTTG EAAGGDDRVVANFFPNVAL KGQARGAL MNL PPASVHSWEDL CQQFTMNFQGTYPR 316

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL++ +DEtLRY++RF +RN P+ VI F G + + | K
Sbj ct: 317 PGEEADLHAVQRRDDESLRSYI QRFOQVRNTI PCl PAHAVI YAFRGGVRHNYMLEKI ASK 376

>gb| ABF98199. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1887

Score = 83.2 bhits (204), Expect = le-13
Identities = 53/180 (29%, Positives = 79/180 (43%
Frame = +1

Query: 1201 | KMTHNWL.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+P V SLR P Ft + K+ +  +L
Sbjct: 161 LRSGHGGRPPVSPVGGAGCRAFVASLRNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 214

Query: 1381 | YTI VITWAAGATEDVMIVYFPI VL GQDAMML RHL PQHC!I DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ + +
Shjct: 215 | YTTG EAAGGDDRVVANFFPVAL KGQARGAL MNL PPASVHSWEDL CQQFTTNFQGTYPR 274

Query: 1561 PAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL++ DEtLRY++RF +RN P+ VI F G + + | K
Sbj ct: 275 PGEEADLHAVQRGDDESLRSYI QRFOQVRNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 334

>gh| ABF95508. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 735

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740



vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gb| ABF96344. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1841

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMIVYFPI VL GQDAMOMLRHLPQH 1494
P F+ + KY+ + +L +Y AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI TEKYDGSVNPAEFLQVYMIG EAAGGDDKVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LRLY++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRREDESLRLYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gb| ABF93464. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponi ca cul tivar-group)]
Length = 1037

Score = 83.2 bhits (204), Expect = le-13
Identities = 47/149 (31%, Positives = 72/149 (48%
Frame = +1

Query: 1294 SPGHPVAPNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMQW 1473
SGP F+ + KY+ + +L +YT AAG + VM +FP+ L A W
Sbjct: 198 SSGAPFRFGFRPTI TEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW 257

Query: 1474 LRHLPQHCI DNWSDFSWCFI ANFQSLFDKPAQPWDLKSI GHQEDETLRLYLKRF* TMRNH 1653
L +LP  + +WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN
Sbj ct: 258 LMNLPPASVHSWEDL CQQFTMNFQGTYPRPVEEADL HAVQRRDDESL RSYI QRFCQVRNT 317

Query: 1654 TPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P + vi F G + + | K
Shjct: 318 QPCl PAHAVI YAFRGGVRHNRMLENI ASK 346

>gh| AAV32176. 1| putative polyprotein [Oryza sativa Japonica G oup]
gb| AAV4A3954. 1| putative polyprotein [Oryza sativa Japoni ca G oup]
Length = 1230

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740



vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gh| AAV25049. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1869

Score = 83.2 bits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbjct: 108 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGWLMNLPPA 167

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Shjct: 168 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 227

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 228 AVI YAFRGGVRHNRMLEKI ASK 249

>gb| AAU44275. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 2027

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPMILKGQARGW. MNLPPA 294

Query: 1495 Cl DNWBDFSWCFI ANFQSLFDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESLRSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gh| AAU44223. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1823

Score = 83.2 bits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI TEKYDGSVNPAEFLQVYTTG EAAGGDDRVMNFFPVALKGQARGW.MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376



>gb| AAU44127. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 1991

Score = 83.2 bhits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>gh| AAT75253. 1| putative gag-pol precursor [Oryza sativa Japonica G oup]
gb| ABF99259. 1| retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
Length = 1980

Score = 83.2 bits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Shj ct: 229 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 288

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 289 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 348

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
VI F G + + | K
Shjct: 349 AVI YAFRGGVRHNRMLEKI ASK 370

>gb| AAT07608. 1| putative polyprotein [Oryza sativa Japonica G oup]
gb| AAV59311. 1| putative polyprotein [Oryza sativa Japonica G oup]
Length = 2021

Score = 83.2 bits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376



>gb| AAR06355. 1]

putative polyprotein [Oryza sativa Japoni ca G oup]

Length = 1809

Score 83
ldentities
Fr anme +1

Query:
Shj ct:
Query:
Shj ct:

1315
235
1495
295
Query: 1675

Shjct: 355

>gb| AAR0163
gb| AAX9568
gb| ABF9861

L

Score = 83
ldentities

Frame +1

Query: 1315
Shj ct:
Query:
Shj ct:

235
1495
295

Query: 1675

Shjct: 355

>enb| CAD402
L

Score = 83
Identities
Frame +1

Query: 1315

Shjct: 235

Query: 1495

Shjct: 295

Query: 1675

Shjct: 355

bits (204), Expect le-13
45/ 142 (31%, Positives

.2
= 70/ 142 (49%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +Y AAG + VM +FP+ L A W +LP
PRFRPTI TEKYDGSVNPAEFLQVYMIG EAAGGDDKVNVANFFPVAL KGQARGWL MNLPPA 294

Cl DNWSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674

+ +WD F NFQ + +P + DL ++ + DE+LRLY++RF +RN P +
SVHSWEDL CQQFTMNFQGT YPRPGEEADL HAVQRREDESL RLY! QRFCQVRNTI PCl PAH 354
GVI EDFYRGSNDSAFVRAI LQK 1740
Vi F G + + | K
AVl YAFRGGVRHNRMLEKI ASK 376
2.1] putative retrotransposon gag protein [Oyza sativa Japonica G oup]
2.1] Retrotransposon gag protein, putative [Oryza sativa Japonica G oup]
2.1] retrotransposon protein, putative, unclassified [Oryza sativa
(j aponica cul tivar-group)]
ength = 735
.2 bits (204), Expect = le-13
= 45/ 142 (31%, Positives = 70/142 (49%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
SVHSWEDL CQQF TMNFQGTYPRPGEKADL HAVQRRDDESL RSY! QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
AVl YAFRGGVRHNRMLEKI ASK 376

21. 2|
engt h

OSJNBa0019J05. 19 [Oryza sativa (japonica cultivar-group)]
1969

bits (204), Expect = le-13

.2
= 45/ 142 (319, Positives

70/ 142 (49%

PNFKVSNVSKYERKQDLGGWLAI YT VTWAAGATEDVMI VYFPI VLGQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVMANFFPVAL KGQARGALVNLPPA 294

Cl DNVSDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRLYLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
SVHSVEDL CQQF TMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
AVl YAFRGGVRHNRMLEKI ASK 376



>enb| CAE05289. 2| OSIJNBa0084N21.7 [Oryza sativa (japonica cultivar-group)]
Length = 2023

Score = 83.2 hits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKQDLGGWLAI YTI VTWAAGATEDVMTVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI AEKYDGSVNPAEFLQVYTTA EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>enb| CAE03695. 2| OSIJNBb0026E15. 13 [Oryza sativa (japonica cultivar-group)]
Length = 1952

Score = 83.2 bits (204), Expect = le-13
Identities = 45/142 (31%, Positives = 70/142 (49%
Frame = +1

Query: 1315 PNFKVSNVSKYERKCQDLGGW.AI YTI VTWAAGATEDVMIVYFPI VL GODAMMLRHLPOH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
Sbj ct: 235 PRFRPTI TEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVALKGQARGW.MNLPPA 294

Query: 1495 Cl DNWSDFSWCFI ANFQSLFDKPAQPVDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
Sbj ct: 295 SVHSWEDLCQQFTMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

Query: 1675 GVI EDFYRGSNDSAFVRAI LQK 1740
vi F G + + | K
Sbj ct: 355 AVI YAFRGGVRHNRMLEKI ASK 376

>enb| CAE05493. 2| OSJNBa0022H21. 13 [Oryza sativa (japonica cultivar-group)]
Length = 1993

Score = 83.2 bhits (204), Expect = le-13
Identities = 53/176 (30%, Positives = 80/176 (45%
Frame = +1

Query: 1213 HNW.PSLGPTSRTPT* RHVRSLRTYSVSPGHPVAPNFKVSNVSKYERKQDLGGWLAI YTI 1392
H PS+P V SLR P Ft +  KY+  + 4L +YT
Sbj ct: 207 HGDQPSVPPVGGVGCRAFVASLRNVRWPP- - - - - - RFRPTI AEKYDGS| NPTEFLQUYTT 260

Query: 1393 VTWAAGATEDVMIVYFPI VL GQDAMW. RHLPQHCI DNWBDFSWCFI ANFQSLFDKPAQP 1572
AAG + VM +FP+ L A W +LP + +WD F NFQ + +P +
Shjct: 261 G EAAGGDDRVMANFFPMALKGQARGW. MNLPPASVHSWEDL CQQFTMNFQGTYPRPGEE 320

Query: 1573 WDLKSI GHQEDETLRLYLKRF* TMRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
DL ++ + DE+LRY++RF +RN P+ VI F G +++ | K
Sbjct: 321 ADLHAVQRRDDESLRSYI QRFCQVRNTMPCI PAHAVI YAFRGGVRHNSMLEKI ASK 376

>enb| CAE04563. 1| OSIJNBb0039L24.2 [Oryza sativa (japonica cultivar-group)]
enb| CAD41151. 2| OSJNBa0081C01.21 [Oryza sativa (japonica cultivar-group)]



Length = 2027

Score = 83
ldentities
Fr anme +1

Query: 1315

Sbj ct: 235

Query: 1495

Sbj ct: 295

Query: 1675

Shjct: 355

>gb| AAK2611
L

Score = 83
Identities
Frame +1

Query: 1201

Shjct: 161

Query: 1381

Shjct: 215

Query: 1561

Shjct: 275

>enb| CAD409
L

Score 83
ldentities
Fr anme +1

Query: 1315

Sbjct: 235

Query: 1495

Sbj ct: 295

Query: 1675

Shjct: 355

Dat abase:

Post ed
Nunber of
Nunber of

bits (204), Expect = le-13

.2
= 45/ 142 (31%, Positives = 70/142 (49%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVAL KGQARGW. MNLPPA 294

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
SVHSWEDL CQQF TMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

GVI EDFYRGSNDSAFVRAI LQK 1740

Vi F G + + | K
AVl YAFRGGVRHNRMLEKI TSK 376
9. 1| AC084406_2 putative gag-pol precursor [Oryza sativa Japoni ca G oup]
ength = 1901
.2 bits (204), Expect = le-13
= 53/180 (29%, Positives = 79/180 (43%
| KMTHNWLPSL GPTSRTPT* RHVRSL RTYSVSPGHPVAPNFKVSNVSKYERKQDLGGALA 1380
++ H P+ P V SLR P F+ +  KY+ + +L
L RSGHGGRPPVSPVGGAGCRAFVASL RNVRWPP- - - - - - RFRPTI TEKYDGSVNPAEFLQ 214

1 YTI VTWAAGATEDVMIVYFPI VL GQDAMML RHL PQHCI DNWSDFSWCFI ANFQSLFDK 1560
YT AAG + VM +FP+ L A W +LP + +WD F NFQ + +
I YTTG EAAGGDDRVMANFFPVAL KGQARGW. MNL PPASVHSWEDL CQQFTTNFQGTYPR 274

PAQPWDLKSI GHQGDETLRL YLKRF* TVRNHTPEVAEAGVI EDFYRGSNDSAFVRAI LQK 1740
P+ DL++ DEtLRY++RF +RN P+ VI F G + + | K
PGEEADL HAVQRGDDESL RSY! QRFCQVRNTI PCl PAHAVI YAFRGGVRHNRVLEKI ASK 334

17.1] OSJNBa0088K19.3 [Oryza sativa (japonica cultivar-group)]
ength = 1882

bits (204), Expect le-13
44/ 132 (33%, Positives

.2
= 67/ 132 (50%

PNFKVSNVSKYERKQDLGGALAI YTI VTWAAGATEDVMIVYFPI VL GQDAMMLRHLPQH 1494
P F+ + KY+ + +L +YT AAG + VM +FP+ L A W +LP
PRFRPTI AEKYDGSVNPAEFLQVYTTG EAAGGDDRVVANFFPVAL KGQARGWL MNLPPA 294

Cl DNWBDFSWCFI ANFQSL FDKPAQPWDLKSI GHQGDETLRL YLKRF* TMRNHTPEVAEA 1674
++WD F NFQ + +P + DL ++ + DE+LR Y++RF +RN P +
SVHSWEDL CQQF TMNFQGTYPRPGEEADL HAVQRRDDESL RSYI QRFCQVRNTI PCl PAH 354

GVl EDFYRGSND 1710
vi  F G D
AVl YAFRGGRRD 366

/usr/local/blast/db/blastlibs/nr
date: Apr 19, 2010 11:58 AM

letters in database: 3,701, 345, 023

sequences in database: 10,862,569



Lanbda K H
0. 318 0.134 0.401

Gapped
Lanbda K H
0. 267 0. 0410 0. 140

Matri x: BLOSUMB2

Gap Penal ties: Existence: 11, Extension: 1
Nurmber of Sequences: 10862569

Number of Hits to DB: 13,237,956, 592
Number of extensions: 317670085

Nurmber of successful extensions: 931859
Nurmber of sequences better than 10.0: 992
Nurmber of HSP's gapped: 928605

Nurmber of HSP's successfully gapped: 1011
Lengt h of query: 622

Lengt h of database: 3,701, 345, 023

Lengt h adj ustment: 144

Effective length of query: 478

Ef fective |l ength of database: 2,137, 135,087
Ef fective search space: 1021550571586

Ef fecti ve search space used: 1021550571586
Nei ghbori ng words threshold: 12

W ndow for nmultiple hits: 40

X1: 16 ( 7.3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 33 (17.3 bits)



