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NCBI Blast:Nucleotide Sequence (117 letters) Page 1l of 1

Accession Description Max Total Query E Max  Links
score score coverage valug ident
Mus musculus largeted deletion, lacZ-tagged mutant allele '
JNSBI0ST Marchi 1AmIKOMP)WASE; transgenic ©4 o4 3% 0036 83%
M 1 . 243 '
1028480 ssl:; ::;w lus cheomosome £5, clone RP24-38907, complete 64 164 5% 0,036 830
Contracaectm rudofphli A Bullink et al., 1986 Isolate CrAAS small 5 642 1%
FJ426238.1 subunil ibosomal RNA gene, partial sequence; mitochondrial 445 445 28 -
Comiracaecum rudolphii A Bulfin et ak., 1986 Isolate CrAAG small
£J426238.3 subunit thosomal RNA gane, parfial sequence; mitochonidial 45 448 20% 812 91%
Contracaecum nudolphl A Bullint o1 al.,, 1988 iselale CrAAT small
EdA28251 subunit ibosoma? RNA gene, pariial sequence; mitechondrial 446 448 28% 0.2 %
Mus musculus chromosome 15, clone RP24-27BM1{6, complele
ACIOSSI0S  goquence 4 “s 48 31% 02 8%
X14_003288194.4 Dictyostelium purpureun expressed proteln, MRNA £28 498 41% 0.43 79% |G
: Zabrafish DNA sequence from clone DKEY-40MS in Fnkage group 16,
CREGASZIZA pomplete sequen; KEY R RRTY 428 38% 043 82%
Medicago truncatula chromosome 5 clone mth2-24d7, COMPLETE
CTAB5TSR.E sequence o me > cens m 148 428 1% 043 82%
Candida alblcans SC5314 hypotheticat protein (Ca019.1772) mRN,
K 700241 cpmoiote ods ms 506314 hypethetical proteln (Ga PORNA. s 428 23% 043 92% =
ndida albi 505314 hypothetk teln {Ca019.9341) mRI
%84 708284.1 S:mp,ef:w‘?“s 14 hypolfetical protein {Ga YmRNA e 428 23% 043 92% G
Zebrafish DNA sequence from clone CH211-218G4 In finkage grou,
CR352242.13 23, complete secuﬁance 9e geop 428 428 26% 0.43 90%
Mouse DNA sequencs from done RP24-38TMS5 on chromosome 2,
ALE35152.9 complete sequ eqnce on ° 428 428 35% 0.43 85%
Zebrafish DNA ence from clon 211-257L.15, let
AL928660.4 sequence seq e CH complete 528 428 28% 043 8%
AF187320.1 Homeo sapiens frensferrin receptor (FFRC) gene, complate ods 42.8 42.8 23% 0.43 92% [3

Medicago truncatula Zin finger CCCH domaln-containing proteln

XA_003592845.8  yurr 90005450) mRNA, compiete ods 18 410 26% 1.5 $0%
Mus musculus largeted non-conditional, lacZ-lagged mutant allele

AN863E24.1 Sin3a:tm1e(EUCOMMHmgy; transgenic HD 41.0 35% 18 8%

- Mus musculus {argeled KO-first, conditional ready, lacZ-agged

BLELIE mutant aliete 2610008M24RikAmIa{EUCOMMMAS], ransgente. b8 41.0 48% 15 9%
Mus musculus largeted KO-first, conditional ready, lacZ-tagged

JN95885Y.1 mutant allele Rps6kal:lmia(KOMP)Wst, transgenlc 410 a0 2% 15 82%
Mus musculus targeted KO-first, condilionat ready, JacZ-tagged

JN§52973.1 mutant atele Sin3a:tm1a{EUCOMMHmgy; Fransgenle 410 410 35% 15 &3%
Mus musculus largeled non-conditional, lacZ-tagged mutant allele

9528961, Rpsbkalimie{KOMP)WIs; transgenic 419 4.0 28% 16 2%
Mus musculus largeted non-conditionat, lacZ-tagged rutant allele

SNBS0I71Y 2810008M24Rik im e{EUCOMMVAST, transgenic 410 41.0 48% 16 9%
Pig DNA sequence from clone CH242-69D5 on chromosome X,

CU467797.7 complele sequence 41.0 41.0 2% 1.6 87%

HQA06778.1 Entercbacterla phage SPC35, complele genome 41.0 818 40% 15 78%
Medicage tuncatula chromosome § clone mth4-60n23, COMPLETE

EP102222.4 SEQUENGCE 418 4.0 23% 15 92%

http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 201T-11-23
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>gb|JN951061.1] B Mus musculus targeted deletion, }acZ-tagged mutant allele Marchll:tml (KOMP)Wesi;
transgenic
Eength=37222

Score = 46.4 bits (50}, Expect = 0.030%
Identities = 36/43 (B4%), Gaps = 0/43 (0%)
Strand=Plus/Plus

Query 55 TATTTARRCATGATAATCTTGRATTTCTTAGAGTGTGCTITGTG 97

. PRLIREEIIEL  E1D 0T b 1ELe e BRI LA
Shjct 26564 TATTTARARCATTTTAACCTTTATTTTCTTAGTGTGIGCATGTG 26606

>gbACL02845.9] 1] Mus musculus chromosome 15, clone RP24-38907, complete sequence
Length=125424

Score = 46.4 bits {50}, Expect = 0,036
Identities = 36/43 {B4%)}, Gaps = 0/43 (0%)
Strand=Plus/Plus .

Query 55 TATTTAAACATGATAATCTTGAAT TTCTTAGAGTGTGCTTGTG 97

PIVIERYITEE D41 BB 1 BAREEERL JEEE10 1014
sbjct 24131 TATTTAAACATTTTAACCTTTATTTTCTTAGTGTGTGCATGTG 24173

>gb|FJ426239.1} Contracaecum rudolphii A Bullini et al., 1986 isolate CrAA8 small
subunit g%bosomal RNA gene, partial sequence; mitochondrial
Length=5

Score = 44.6 bits (48}, Expect = 0.12
Identities = 31/34 (31%}, Gaps = 1/34 (3%)
Strand=Plus/Plus

Query 65 TGATAATCTTGAATTTCTTAGAGTGTGCTTIGTGA 98

\ PERVILPEIER L L DO PIRAEELI g 11k
Sbjct 48 TGTTAATCTTGAATTT-TTAGAGTGTGCTTTTGA 80

>gb{FJ426238.1} Contracaecum rudolphii A Bullini et al., 1986 isolate CrAAS5 small
subunitsgébosomal RWA gene, partial sequence; mitochondrial
Length=

Sgore = 44,6 bits (48}, Expect = 0.12
Identities = 31/34 (9%1%), Gaps = 1/34 {3%)
Strand=Plus/Plus

Query 65 TGATAATCTTGAATTTCTTAGAGTGTGCTTGTGA 98

. PYILRRIPRELEE TIDEYIIIThEY 11
Sbjct 48 TBTTAATCTTGRATTT-TTAGAGTGTGCTTTTGA B0

http://'www. ncbinimnih.gov/BLAST/Blastcgi 77 “‘“ 20715123
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