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- [nfarmation of forward sequence (DDBJ: FTO13301) Information of reverse sequence (DDEJ; FT013302)
Chromosome [ 1 [position(base)[ 111906315 - 111907453 [strand [ + |[Chromosome [ 1 |position{base)[ 112108976 - 112110016 [strand | -
chr. 1 (ength: 267910886 base) chr. 1 (length: 267910886 base)
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P N B BN BN IR CHl W W . E e
[ jump to map ] [ jump to map ]
Alignrment Alignrment
seql: chrl_111906315_111307453 =seqgl: chrl_112108576_112110018
seqz: RNB2-019F13.b 1 1127 seq2: RNB2-019P13 g_1_1034 (reverse)
seql ATACCAGAAGAACATGAARCCAGTGGAGAGTGCAGCCTTCATCAGACTGG 50 seql ACTTTTTTCARATAATGTTAACTAGTAATAAGACAATGGTTTCTCCACAG 50
PEVELLEECLEL L L PP P LT | PELLLLE CEPEL L FEEL L el Lo Trnnd
seq?  ATACCAGAAGRACATGAARCCAGTGGAGAGTGCAGCCTTCATCAGACTCG 50 seq?  ACTTTTTCCARATAATGTT-ACTAGTAATAAGACAAT-GATTCT-CACAG 47
seql  GGGATAGGCCCTTGAAGARGCCCCGGGTGTCTTCATGTTGTAACACTTGC 100  |seql GACACTATAGTCAGACAAGTACATTGTCCAGTGCCAGATTGGGTTGTCTA 100
L EEEEE L E LT FEVPLLELELE R e LR el 1
seq?  GGGACAGGCCCTTGAAGARGCCCCGGGTGTCTTCATGTTGTAACACTTGC 100 |seq? GACACTATAGTCAGACAAGTACA-TGTCCAGTGCCAGAT--GAGTGTCTA 94
R T
seq?  CGGGUGAGGTCCAAGAGGCCCC-GTAGCTCCGAACTTGGCCAAAAGCAGE 149  |seq? CTTTG-ATTTACTTTCCAGAGAA-TCGCATACAGTCCATCCCATTACAAA 142
seql TOGGGCATATTCARACCCCCGCACCTGCAGGTGATTCTTGAAGAGGTCCE 200  |seql CCTTCTCGGTTACCACACAGAATTTGAGAGTAAGACCCTATTGCTTAGGT 200
FELEELEL PR e e b e e e ety oL e e e e e b e P bl
seq? TOGGGCATATTCARACCUCCGCACCTGCAGGTGATTCTTGAAGAGGTCCE 199  |seq? —CATCTUGG-TACCACACAGAATTTGAGAGTAAGACCCTATTGCTTAGGT 190
seql GGGGATACGTAAGGGTCTTGCTGATCACTCCAGATCCACAGCCACARAGC 250  |seql AAACACATGGGTAGGTCAAAGAACAGAGTGAATGTATCAAGCATTGACCA 250
FELLELELEL Pt et Lr e b e e e e PERLELEDLLL L L e b e e v e Fera L nn
seq?  GGGGATACGTAARGGGTCTTGCCGATCACTCCAGATCCACAGCCACARAGC 249  |seq? BAACACATGGGTAGGTCAAAGAACAGAGTGAATGTATCARAGCATTGACCA 240
seql  AGGTTTTTAAGGTTCCCTGTTTGCTTTCTGTCTGGTGGCATGACCCAGTC 300 |seql  ATAAGCTTGATTCTACTGTGTTCCTTAGTGGATAGCTTTCATAGTACCAG 300
PELLLLELEEEE L L T L LT L PEVELLLEELE LN L L L L EE LT LT
seq?  AGGTTTTTRAGGTTCCCTGTTTGCTTTCTGTCTGGTGGCATGACCCAGTC 299 |seq?  ATAAGCTTGATTCTACTGTGTTCCTTAGTGGATAGCTTTCATAGTACCAG 290
seql  ATAGGTGCGTTTCAAGGARCGGTAGCAGAACTGCAAGCCCGCGTACGGGE 350  |seql AATATATGAAGCAGGCTACTGCAGAAGAAGTATAATCACCACTTCATCAA 350
PEEELLELCLEE R Ty PP TR e e 1l
seq?  ATAGGTGCGTTTCAAGGARCGGTAGCAGAACTGCAAGCCCGCGTACGGGE 349  |seq?  ACTAAATGAAGCAGGCTACTGCAGAAGAAGTATAGTCACCACTTTGTCAA 340
T T e e e et
seq?  AGATGGUGATCACAGTGGGAGTCAAGCCTTTGTAGAAGACARAGGGGCCC 399  |seq? GUTTGGAAATACTTCCTGCCAATGAATACTTCTGATACAGTGATGARCTG 390
seql TCOCGTCCTATACATGGTGATTATAGCCTCTCGCAGATTGGGCTCCOCCTG 450 |seql CCTATCATGAGAATTACCAACA-TTTTAGTTGAATTTGAGTCCCAARATT 449
oo AT LT LT 2D LU L LT L,
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our keyward is "RNEZ".
A Keyword search against "Bac end internal ID" was performed
he keyword hits more than 300! Top 300 hits are shwan
ry again with anather keyword.
gene information|chr |posi.  |Internal ID DDEJID
urnp ta detail 15 [F5.27M |[ENEZ-001A02(forward) |FTO00003
JUIT] jump to detail 15 [78.07M |RNEZ-001AD2({revarse) [FTO00004
jurmp to map|jump to detail 10 [74.48M |RMNEZ-001A03(forward) [FTO000DDS
jurmp to map)jump o detail 10 [74.810M |FNEZ-001A03(revarse) [FTO0O0D0DE
jurnp to map|jurnp to detail (7 [10.85M [RENEZ-001AC04{forward) [FTO0DDO7
Jurmy jurnp to detail |7 |[11.02M |RMNEZ-001A04(revarse) [FTO00003
jurnp ta detail 12 46.20M |ENEZ-001A07(forward) |FTO00013
jump to map|jump to detail 12 ¥6.01M |RNEZ-001AD7(revarse) [FTO00014
jurmp to map)jump to detail 18 [72.34M |RMNEZ-001A08(forward) [FTO00015
jurmp to map)jump o detail 18 [F2.31M |FNEZ-001A0B(revarse) [FTOOO0D16
jurnp to map |jurmp to detail 14 [F9.77M |[ENEZ-001A10(farward) |FTO00019
[y jurnp to detail 14 [78.57M |RNEZ-001A10({revarse) [FTO00020
jurnp to detail |6 144 37MRENEZ-001A12{forward) [FTO00023
jump to map|jump to detail 6 [144 46MRMNEZ-001A412(revarse) |FTODO024
jurmp to map)jump to detail 5 [76.86M [RMNEZ-001A14(forward) |FTODO027
jurnp to map|jurnp to detail (5 [77.04M [ENEZ-001A14({revarse] [FTO00D28
jurnp to map |jurmp to detail 15 [1.80M  |ENEZ-001A17(forward) |FTO000033
jurnp to detail 15 [1.99M  |RNEZ-001A17(revarse) [FTO00034
jump to mapjjump to detail |6 [28.61M [ENEZ-001A21(forward) |FTO00039
jurmp to map|jump to detail 6 [28.82M [RMNEZ-001A21(revarse) |FTODO040
jurmp to map)jump to detail 2 [32.10M [RMNEZ-001B01(forward) |FTODO047
jurnp to map|jurmp to detail (2 [32.32M [ENEZ-001B01(revarse) [FT000048
jurnp to detail |7 |B0.18M |RMNEZ-001B02(farward) [FTO00049
jurnp to detail 7 [B0.37M [RMEZ-001B0Z({revarse) |FTODO030
jump to map|jump to detail 1 [37.210M |RNEZ-001B03(forward) [FTO00051
jurmp to map|jump to detail 1 [37.03M |RMNEZ-001B03(revarse) [FTO00052
jurmp to map)jump o detail g8 [54.19M [RMNEZ-001B07fonward) |FTODO0SY
jurnp to map|jurmp to detail (8 54.36M [RNEZ-001B07(revarse) [FTO00DE0
¥ gl urnp ta detail 13 M9.72M |[ENEZ-001B09(forward) |FTO00063
jurnp to detail 13 ¥8.68M |RNEZ-001B09(revarse) [FTO000E4
jump to map|jump to detail 13 107 48MENEZ-001811(forward) |FTO0006S
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