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Supplemental Experimental and Computational Procedures

SQANTI2 is a private github repository of Elizabeth Tseng (co-author of this manuscript) and is a
modification of the original SQANTI by the Ana Conesa Lab (1).

CAGE Peak data is from Fantom5 (2).

Intropolis is a list of exon-exon junctions across 21,5004 human RNA-seq from the Sequence Read
Archive from spliced read alignment to hg19 with Rail-RNA (3).

Scripts:

Transcriptome Alignment and Assembly from Illumina Data.
The specific gsub command for the total bone marrow (T) alignment was:

#!/bin/bash
#$ -cwd
#$ -pe orte 32
#$ -N "th.fr.unstr.tot"
#$ -V
export PATH="/mnt/myenv2/bin:/mydata/cufflinks-2.2.1.Linux_x86_64;/mydata/bowtie2-2.2.5:/mydata/samtools-1.2:$PATH"
/mydata/tophat-2.0.14.Linux_x86_64/tophat2 -p 32 -G /results/Homo_sapiens/UCSC/hgl9/Annotation/Genes/genes.gtf \
-r200 \
--library-type fr-unstranded \
-0 /trimmed_fastqg/transcriptome/ill.bm.total/tophat.2.0.14.fr-unstranded.gtf \
/results/Homo_sapiens/UCSC/hgl9/Sequence/Bowtie2Index/genome \
/trimmed_fastq/trimmed.fasta.total.bm.non.ss/bm.trimmed.reads.1l.fa \

/trimmed_fastq/trimmed.fasta.total.bm.non.ss/bm.trimmed.reads.2.fa

The specific command for cufflinks 2 assembly for total bone marrow (T) was:

#!/bin/bash
#$ -cwd
#$ -pe orte 32
#$ -N "cf2.tot.fr.un.gtf"
#$ -V
export PATH="/mnt/myenv2/bin:/mydata/cufflinks-2.2.1.Linux_x86_64;/mydata/bowtie2-2.21:/mydata/samtools-0.1.19:$PATH"
/mydata/cufflinks-2.2.1.Linux_x86_64/cufflinks -b /results/Homo_sapiens/UCSC/hgl9/Sequence/WholeGenomeFasta/genome.fa \
-p 32\
-g /results/Homo_sapiens/UCSC/hgl9/Annotation/Genes/genes.gtf \
-L tot.fr.unstranded.gtf \
-0 /trimmed_fastq/transcriptome/ill.bm.total/cufflinks2.2.1l.tophat.2.0.14.fr.unstranded.gtf.5.19 \

/trimmed_fastqg/transcriptome/ill.bm.total/tophat.2.0.14.fr-unstranded.gtf/accepted_hits.bam

The specific gsub command for the lineage-negative (N) alignment was:

#!/bin/bash
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#$ -cwd
#$ -pe orte 32
#$ -N "th.neg.gtf"
#$ -V
export PATH="/mnt/myenv2/bin:/mydata/cufflinks-2.2.1.Linux_x86_ 64;/mydata/bowtie2-2.2.5:/mydata/samtools-1.2:$PATH"
/usr/local/bin/tophat -p 32 -G /results/Homo_sapiens/UCSC/hgl9/Annotation/Genes/genes.gtf \
--library-type fr-firststrand \
-r200 \
-0 /trimmed_fastqg/transcriptome/ill.lin.neg/tophat.2.0.14.fr.firststrand.no.mm.gtf \
/results/Homo_sapiens/UCSC/hgl9/Sequence/Bowtie2Index/genome \
/trimmed_fastqg/trimmed.fasta.lin.neg.ss/lin.neg.trimmed.reads.1l.fa \

/trimmed_fastqg/trimmed.fasta.lin.neg.ss/lin.neg.trimmed.reads.2.fa

The specific command for cufflinks 2 assembly for lineage-negative (N) was:

#!/bin/bash

#$ -cwd

#$ -pe orte 32

#$ -N "cf2.ill.lin.neg.gtf"

#$ -V

-p 32\

-g /results/Homo_sapiens/UCSC/hgl9/Annotation/Genes/genes.gtf \

-L ill.lin.neg.nm.th \

-0 /trimmed_ fastq/transcriptome/ill.lin.neg/cufflinks2.2.l.no.mm.no.u.gtf \

/trimmed_fastqg/transcriptome/ill.lin.neg/tophat.2.0.14.fr.firststrand.no.mm/accepted_hits.bam

export PATH="/mnt/myenv2/bin:/mydata/cufflinks-2.2.1.Linux_x86_64;/mydata/bowtie2-2.21:/mydata/samtools-0.1.19:$PATH"

/mydata/cufflinks-2.2.1.Linux_x86_64/cufflinks -b /results/Homo_sapiens/UCSC/hgl9/Sequence/WholeGenomeFasta/genome.fa \

Analysis of full length transcript by ToFU:

All processing was done on an amazon cloud instant on which the SMRTAnalysis software was first
installed followed by installing the then referred to cDNA_primer prebam version of ToFU.

Before running the tofu wrap.py software, these files needed to be prepared.

1. CircularConsensus.sh to obtain circular consensus reads (ccs) from movie files
2. Classify to obtain Full length non-chimeric reads (FL) and non-full length (nFL) ccs reads

The ccs reads now classified into FL and nFL are then converted from fastq to fasta files.

So that prior to running tofu wrap.py, one has:

1. Isoseq nfl.fasta (nFL) ccs reads

Isoseq_flnc.fasta (FL)

Input.fofn (quality information from the movie files)
Reads_of insert.fofn (the ccs reads listed as file names)
Reference database (hg19)

il
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Then, the ToFU step of final assembly is accomplished with:

tofu_wrap.py --nfl_fa isoseq nfl.fasta \

--ccs_fofn reads_of insert.fofn --bas_fofn input.fofn \

-d clusterOut --quiver --use _sge --max_sge jobs 120\
--gmap_db /home/UNIXHOME/etseng/share/gmap db new/\
--gmap_name hg19\

--output_seqid_prefix tissuel

isoseq_flnc.fasta final.consensus.fa

Confirmation of novel transcript isoforms with blast

To confirm novel transcripts isoforms, two blastable databases were prepared separately for the total bone
marrow (total.bm.non.ss) and lineage-negative short read RNA sequences (lin.neg.ss) using the example
script below. The full length RNA-seq reads for each gene was split into single sequence files then batch
blasted in a script such as this used for ANXA1:

#!/bin/bash
endings="aa ab ac ad ae af ag ah ai aj ak al am an ao ap agq ar as at au av aw ax ay az
ba bb bc bd be bf bg bh bi bj bk bl bm bn bo bp bg br bs bt bu bv bw bx by bz
ca cb cc cd cd ¢cf cg ch ci ¢j ck ¢l cm cn co"
#rm ANXAl.lin.neg.coverage.txt
#rm ANXAl.total.coverage.txt
for end in $endings;
do
echo ANXAl.split."$end"
blastn -db ../lin.neg.ss/lin.neg.ss -perc_identity 99 -ungapped -num_threads 32 -max_target segs 10000 -query
ANXAl.split."$end" -outfmt "6 gseqid gstart gend \
gseq sseq sseqgid sstart send" -out ANXAl.split."$end".lin.neg.out
blastn -db ../../total.bm.non.ss/total.bm.non.ss -perc_identity 99 -ungapped -num_threads 32 -max_ target segs 10000 -
query ANXAl.split."$end" -outfmt "6 gsegid \
gstart gend gseq sseq sseqid sstart send" -out ANXAl.split."$end".total.out

done

Using this output file, a summarize script provides the coverage.

#!/bin/bash

endings ="aa ab ac ad ae af ag ah ai aj ak al am an ao ap ag ar as at au av
ba bb bc bd be bf bg bh bi bj bk bl bm bn bo bp bg br bs bt bu bv

ca cb cc cd cd ¢cf cg ch ci ¢j ck ¢l cm cn co"

for end in endings

do

echo ANXAl.split."$end"

var=$ (grep ">" ANXAl.split."$end"

var2=${var:1}

echo "Svar2"

grep "$var2" ANXAl.split."$end".lin.neg.out | cut -c -20 > ANXAl.split."$end".lin.neg.num.txt

sort -n -k 2,3 ANXAl.split."$end".lin.neg.num.txt > ANXAl."$end" > . "$var2".lin.neg.txt

sS4



sort -n -k 2,3 ANXAl.split."$end".lin.neg.out > ANXAl."$end". "S$var2".lin.neg.fa.txt

cat ANXAl."$end" . "$var2".lin.neg.txt >> ANXAl.lin.neg.coverage.txt

grep "$var2" ANXAl.split."$end".total.out | cut -c -20 >ANXAl.split."$end".total.num.txt
sort -n -k 2,3 ANXAl.split."Send".total.num.txt >ANXAl."Send". "Svar2".total.txts

sort -n -k 2,3 ANXAl.split."Send".total.out > ANXAl."Send"."Svar2".total.fa.txt

cat ANXAl."$end"."S$Svar2".total.txt >> ANXAl.total.coverage.txt

done

Summarize finds the matches and prepares the coverage file. Next, a series of awk scripts find the gaps in
coverage as a result of the blast and limits the hits to 100 bp.

The output of the short reads that match each of the novel isoforms were then searched for the full length
reads. All genes followed the same stepwise procedure.

step 1 - Simplify the blast output capturing the ends of the hit, and the length of the overlap.

cat ANXAl.total.coverage.txt | awk '{print $1 "\t"™ $2 "\t" $3 "\t" $3-$2+1}' >ANXAl.total.coverage.maths.txt

Ensure the hits are at least 100 bp

grep "100" ANXAl.total.coverage.maths.txt > ANXAl.total.l100.coverage.maths.txt

step 2 - preserving the end of the previous line, this awk script identifies gaps.

cat ANXAl.total.100.coverage.maths.txt | awk ‘{print var “\t” $1 “\t” $2 "\t" $3 "\t" $4 "\t" var-$2;var=$3}' >

ANXAl.total.1l00.coverage.all.txt

step 3 - use the end of the match from the previous line to determine if there is a gap

grep "\-" ANXAl.total.coverage.all.txt
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The specific command for the Sqanti2 package was:

python ~/GitHub/SQANTI2/sqanti_qc2.py -t 30 53A_negative.good.5merge.collapsed.longest_rep.fa
gencode.v29.annotation.gtf /pbi/dept/bifx/etseng/genomes/hg38/hg38 noalt.fa --cage_peak
~/share/FANTOM/hg38.cage_peak_phaseland2combined_coord.bed -c
"Public_Intronpolis/*count_10.*modified" --polyA_motif_list polyA.list

"polyA.list"

aataaa
attaaa
agtaaa
tataaa
cataaa
gataaa
aatata
aataca
aataga
aaaaag
actaaa
aagaaa
aatgaa
tttaaa
aaaaca

gggsct
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Figure S1. Amino acid sequence alignment and proteins predicted from the transcript isoforms identified
for ANXAI (see Fig. 4¢,d). (a) Amino acid sequence alignments including the isoform identifiers. The
canonical protein and conserved repeat domains rl - r4 are highlighted in yellow. ORFs coding for the
same protein are shown in matching colors. Note: Solid lines connecting protein fragments indicate
contiguous amino acid sequences predicted from the respective transcript isoform. (b) Predicted protein
structure of the canonical ANXA! protein P04083 with repeat domains rl to r4 indicated. (¢) Common
predicted proteins for groups of transcript isoforms, ORFs 2, 3, 12, 13, 14, 23, 26 and the canonical ORF
(C) are listed and shown with the respective color from panel (a). Novel ORFs are indicated.

(A magnified portion of Figure S1a is on the next page.)
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Figure S1a magnified for better readibility.
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T T I
MHSWERLAVLVLLGAAACAAPPRGRILGGREAEAHARPYMASVQLNGAHLCGGVLVAEQWVLSAAHCLEDAADGKVQVLLGAHSLSQI
MHSWERLAVLVLLGAAACAAPPRGRILGGREAEAHARPYMASVQLNGAHLCGGVLVAEQWVLSAAHCLEDAADGKVQVLLGAHSLSQI
MVSLOQLRGGHFCGATLIAPNFVMSAAHCVANVADGKVQVLLGAHSLSQI
MVSLQLRGGHFCGATLIAPNFVMSAAHCVANVNVRAVRVVLGAHNLSRI

MGKLRPGEGRVIITAPCDALTICPHRHSSTGRPPST
MTLGRRLACLFLACVLPALLLGGTALASEIVGGRRARPHAWPFMVSLQLRGGHFCGATLIAPNFVMSAAHCVANVNVRAVRVVLGAHNLSRI
MTLGRRLACLFLACVLPALLLGGTALASEIVGGRRARPHAWPFMVSLOQLRGGHFCGATLIAPNFVMSAAHCVANVNVRAVRVVLGAHNLSRI
MTLGRRLACLFLACVLPALLLGGTALASEIVGGRRARPHAWPFMVSLQLRGGHFCGATLIAPNFVMSAAHCVANVNVRAVRVVLGAHNLSRI

MTLGRRLACLFLACVLPALLLGGTALASEIVGGRRARPHAWPFMVSLQLRGGHFCGATLIAPNFVMSAAHCVANVNVRAVRVVLGAHNLSRI
MTLGRRLAVFSSPVSCRPCCWGHRAGLGDCGGPASAAPRVALHGVPAAARRPLLRRHPDCAQLRHVGRALRGEC---——=-——==———=—————-

Figure S2. Multiple amino acid sequence alignment predicted from transcript isoforms for ELANE and
CFD The alignment is shown in the top panel. The identifiers of the transcript isoforms are included.

For better readibility a magnified portion of the figure is shown as the bottom panel.
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Figure S3. Multiple amino acid sequence alignment (a) and mass spectrometry detected peptides (b) for
HLA-A, -B and -C transcripts. (a) Sequences predicted from transcript isoforms of HLA-A, HLA-B and
HLA-C. The identifiers of the transcript isoforms are included. Canonical amino acid sequences are
highlighted in yellow. (b) Peptide fragments identified by mass spectrometry analysis of tryptic fragments
of proteins extracted from lin-neg bone marrow cells. The spectra are shown in Fig. 5d-f.

For better readibility a magnified portion of Fig S3a is shown in the bottom panel
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Figure S4. Summary of the false discovery rate (FDRs) of the shotgun mass spectrometry of proteins
extracted from bone marrow-derived cells. FDR analysis was performed on the ProteinPilot platform (4,
5). The cutoff for positive peptide identification was set at an FDR < 1%. The graphs and tables represent
the overview of the proteomics analysis of lineage-negative (a) and lineage-positive (b) bone marrow
cells.
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Figure S5. Blast alignment of EEF1AT1 novel transcripts with NCBI EST repository

copied below

Figure S6. Blast alignment of ANXA1 novel transcripts with NCBI EST repository

copied further below
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BLASTN 2.9.0+

Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and
Webb Miller (2000), "A greedy algorithm for aligning DNA
sequences", J Comput Biol 2000; 7(1-2):203-14.

RID: 8PV46HTUO015

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
77,566,966 sequences; 43,200,890,307 total letters
Query= T1-33 [organism=Homo sapiens] eeflal

Length=1638

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BX421307.2 BX421307 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1622 0.0 100%
BX443032.2 BX443032 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1618 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1616 0.0 100%
BX417098.2 BX417098 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1615 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1611 0.0 100%
BX441194.2 BX441194 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1611 0.0 100%
AL541984.3 AL541984 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1609 0.0 100%
BQ049312.1 AGENCOURT 6795094 NIH MGC_85 Homo sapiens cDNA clon... 1607 0.0 100%
BX417528.2 BX417528 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1604 0.0 100%
BM477966.1 AGENCOURT 6482916 NIH MGC_85 Homo sapiens cDNA clon... 1602 0.0 100%
ALIGNMENTS
Query 3 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAAARAGCCAAAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 152
BY794942.2 25 e s 155
DC527884.1 9 158
Query 153 GAACCATTG. TTTGAGAAGGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGAAAT 302
BY794942.2 156 305
DC527884.1 159 308
Query 303 TTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAGACTTTATC. CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAGA 452
BY794942.2 306 455
DC527884.1 309 458
Query 453 602
BY794942.2 456 605
DC527884.1 459 608
Query 603 752
BY794942.2 606 755
DC527884.1 609 758
AL541984.3 1 24
Query 753 902
BX421307.2 27 168
BX443032.2 53 194
BY794942.2 756 768
BY794942.2 871 1012
BX417098.2 16 157
DC527884.1 874 1015
DC527884.1 759 771
BX441194.2 65 206
AL541984.3 140 281
AL541984.3 25 37
BQ049312.1 25 166
BX417528.2 32 173
BM477966.1 9 150
Query 903 1052
BX421307.2 169 318
BX443032.2 195 344
BY794942.2 1013 1163
BX417098.2 158 307
DC527884.1 1016 1165
BX441194.2 207 356
AL541984.3 282 431
BQ049312.1 167 316
BX417528.2 174 323
BM477966.1 151 300




Query 1053 GCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGARAAGATTGATCGCCGTTCTGGTAARRAAGCTGGAAGATGGCCCTARATTCTTGAAGTCTGGTGATGCTGCCAT TGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTC 1202

BX421307.2 319 468
BX443032.2 345 494
BY794942.2 1164 1313
BX417098.2 308 457
DC527884.1 1166 1315
BX441194.2 357 506
AL541984.3 432 581
BQ049312.1 317 466
BX417528.2 324 473
BM477966.1 301 450
Query 1203 1352
BX421307.2 469 . 618
BX443032.2 495 644
BY794942.2 1314 1463
BX417098.2 458 607
DC527884.1 1316 1465
BX441194.2 507 656
AL541984.3 582 731
BQ049312.1 467 616
BX417528.2 474 623
BM477966.1 451 600
Query 1353 1502
BX421307.2 619 768
BX443032.2 645 794
BY794942.2 1464 1613
BX417098.2 608 757
DC527884.1 1466 1615
BX441194.2 657 806
AL541984.3 732 881
BQ049312.1 617 766
BX417528.2 624 773
BM477966.1 601 750
Query 1503 1638
BX421307.2 769 904
BX443032.2 795 930
BY794942.2 1614 1749
BX417098.2 758 892
DC527884.1 1616 1751
BX441194.2 807 941
AL541984.3 882 1018
BQ049312.1 767 901
|
A

BX417528.2 774 907
BM477966.1 751 883
Query= T2-C* [organism=Homo sapiens] eeflal
Length=1742

Score E Max
Sequences producing significant alignments: (Bits) Value ident
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 3193 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 3175 0.0 100%
CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2361 0.0 913
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 99%
€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2050 0.0 933
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 973
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2037 0.0 99%
AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 983
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 98%
BU902062.1 AGENCOURT 10127553 NIH MGC_71 Homo sapiens cDNA clo... 1999 0.0 983
ALIGNMENTS
Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAARACTACCCCTAAARAGCCAARAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 151
DC527884.1 9 e AU e J F B -1
BY794942.2 25 155
CF111220.1 7 151




BX426150.
BU902062.

Query

DC527884.
BY794942.
CF111220.

BX426150

BU902062.

Query

DC527884.
BY794942.

CF111220

C0001006.

BX426150

BU902062.

Query

DC527884.
BY794942.

CF111220

BX426149.
C0001006.
BX418564.
BX426150.
AL567209.

BX440470.
BU902062.

Query

DC527884.
BY794942.

CF111220

BX426149.

C0001006

BX418564.

BX426150

AL567209.
BX440470.

BU902062.

Query

DC527884.
BY794942.

CF111220

BX426149.

C0001006

BX418564.

BX426150

AL567209.

BX440470

BU902062.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.
BX418564.
BX426150.

AL567209.
BX440470.
BU902062.

Query

DC527884.
BY794942.

[

PWhN RN PN WP NN

[ e e S

[SEN)

NN e

Sy

[SESESE RN

S

N

152 BAATGCGGTGGCATCGAC. GAACCATTG. TTTGAGAAGGAGGCTGCTGAGATGGG! GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARAT
159
156
152
127
138

302
309
306
302
1464
277
288

452
459
456
452
1196
1316
1196
427
1145

1128
438

602
609
606
602
1120
1166
1124
577
1090
1124

752
759
756
752
970
1016
980
727
940
982
738

902
909
906
902
820
866
830
877

T..G..G..G..C..A.

790
832
888

1052 AAAATGACCCACCAATGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCARATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAARAGATTG
1059
1056

126
137

301
308
305
301
276
287

451
458
455
451
1317
426
437

601
608
605
601
1121
1167
1125
576
1091

1125
587

751
758
755
751
971
1017
981
726
941
983

901
908
905
901
821
867
831
876
791
833
887

1051
1058
1055
1051
671
717
681
1025

641
683
1037

1201
1208
1206



CF111220.1 1052
BX426149.2 670
€0001006.1 716
BX418564.2 680
BX426150.2 1026
AL567209.3 640
BX440470.1 682
BU902062.1 1038
Query 1202
DC527884.1 1209 ..... R, .
BY794942.2 1207
CF111220.1 1202
BX426149.2 520
€0001006.1 566
BX418564.2 530
AL567209.3 491
BX440470.1 531
Query 1352
DC527884.1 1359
BY794942.2 1357
CF111220.1 1352
BX426149.2 370
€0001006.1 416
BX418564.2 380
AL567209.3 341
BX440470.1 381
Query 1502
DC527884.1 1509
BY794942.2 1507
CF111220.1 1502
BX426149.2 220
€0001006.1 266

BX418564.2 230
AL567209.3 190

BX440470.1 231
Query 1652
DC527884.1 1659
BY794942.2 1657
CF111220.1 1641

BX426149.2 70
C0001006.1 125

BX418564.2 80
AL567209.3 39
BX440470.1 81

Query= T3-23 [organism=Homo sapiens] eeflal
Length=1643

Score E Max
Sequences producing significant alignments: (Bits) Value ident

BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 2468 0.0 100%

1742
1749
1747
1731

H

1201
521
567
531
1140
492
532

1163

1351
1358
1356
1351
371
417
381
342
382

1501
1508
1506
1501
221
267
231
191

1651
1658
1656
1640

81
40



DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 2462 0.0 100%
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 993

BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 973

AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 98%

BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 983

BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1997 0.0 993

AL518238.2 AL518238 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1993 0.0 98%

BX459625.2 BX459625 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1993 0.0 993

BX418589.2 Bx418589 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1980 0.0 283

ALIGNMENTS

Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAAARAGCCAAAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 151
BY794942.2 25 . e e e e e s eieieiiia.. 155
DC527884.1 9 158
Query 152 301
BY794942.2 156 177
BY794942.2 230 366
DC527884.1 159 180
DC527884.1 233 369
Query 302 451
BY794942.2 408 554
BY794942.2 367 376
DC527884.1 411 557
DC527884.1 370 379
BX426149.2 1196 1172
BX418564.2 1196 1170
AL567209.3 1145 1139
Query 452 GCCAGAAGAGATATG TTGTT. ' TCAGCACTTACATTAAGAAAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTGGTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGG 601
BY794942.2 555 704
DC527884.1 558 707
BX426149.2 1171 1022
BX418564.2 1169 1031
AL567209.3 1138 992
BX440470.1 1128 1034
BX420340.1 1117 . R, e e e 1027
AL518238.2 1148 ... s ML O PR SO 2 SO S VRN FE 1028
BX459625.2 1118 1021
BX418589.2 1130 1033
Query 602 751
BY794942.2 705  t.iiniiiinin.. RO . . 854
DC527884.1 708 857
BX426149.2 1021 872
BX418564.2 1030 882
AL567209.3 991 842
BX440470.1 1033 884
BX420340.1 1026 877
AL518238.2 1027 877
BX459625.2 1020 871
BX418589.2 1032 883
Query 752 901
BY794942.2 855 1004
DC527884.1 858 1007




BX426149.

BX418564

AL567209.

BX440470

BX420340.

AL518238

BX459625.
BX418589.

Query

BY794942.

DC527884.
BX426149.

BX418564

AL567209.

BX440470

BX420340.

AL518238

BX459625.

BX418589

Query

BY794942.
DC527884.
BX426149.
BX418564.
AL567209.
BX440470.

BX420340.

AL518238

BX459625.

BX418589

Query

BY794942.

DC527884

BX426149.

BX418564

AL567209.

BX440470

BX420340.
AL518238.
BX459625.
BX418589.

Query

BY794942.
DC527884.

BX426149

BX418564.
AL567209.

BX440470.
BX420340.

AL518238

BX459625.

BX418589

Query

BY794942.
DC527884.
BX426149.
BX418564.
AL567209.

BX440470.
BX420340.
AL518238.

BX459625.

NN PP W N

NN P W N -

NN PR WD N

[SERESENEEEN

[SESESE

WD PN ISR, WD PN

[N

N

1008
721
731
691
733
726
726
720
732

1052 GCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGARAAGATTGATCGCCGTTCTGGTAARAAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGT TCCTGGCAAGCCCATGTGTGTTG

1156
1158
571
581
542
583

576
576
570
582

1202 AGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCT GGCAAGGTCACCAAGTCTGCCCAGARAGCTCAGAAGGCTAAAT

1306
1308
421
431
392
432
426
426
420
432

1352 GAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGT TTAGTAGT. GACTGGTTAATGATAACAATGCATCGTAAAACCTTCAGAAGGAAAGGAG

1456
1458
271
281
242

282
276
276
270
282

1502
1606
1608
121
131
91

CTTGACC TTTGTCACAGAATTTTGAGACCCATTARAAAAGTTAAATG

132
126
126

120

h

722
732
692
734
727
727
721
733

1051
1155

1157
572
582
543
584
577
577
571
583

1201
1305
1307
422
432
393
433

427
427
421
433

1351
1455
1457
272
282
243
283
277
277
271
283

1501
1605
1607
122
132
92

133
127
127
121
133



BXALB589.2 132 1t utte ittt et e e et e e e et e e e e e e e e e e e e e e e e e e e Devereeeennn 1
Query= T4-32 [organism=Homo sapiens] eeflal

Length=1203

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1757 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1749 0.0 100%
AL541984.3 AL541984 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1749 0.0 100%
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1738 0.0 100%
BX420402.2 BX420402 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1736 0.0 100%
BX440308.2 BX440308 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1735 0.0 100%
BX440436.2 BX440436 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1735 0.0 100%
BX325185.1 BX325185 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1733 0.0 100%
BX440303.2 BX440303 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1731 0.0 100%
BX418589.2 BX418589 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1731 0.0 100%
ALIGNMENTS
Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAARACTACCCCTAARAGCCARAATGGGARAAGGAARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 151
BYTOA942.2 25 e e e e e e e e e e e e e e e e e e e e e e e e e e e e 155
1oL T 158
Query 152 BAATGCGGTGGCATCGAC. GAACCATTG. TTTGAGAAGGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACARAATTGGTGGTAT 301
BY794942.2 790 843
BY794942.2 156 261
DC527884.1 793 846
DC527884.1 159 264
AL541984.3 59 112
BX440470.1 948 895
BX420402.2 944 891
BX440308.2 947 894
BX440436.2 950 897
BX325185.1 946 893
BX440303.2 946 893
BX418589.2 947 894
Query 302 451
BY794942.2 844  ..... RO PP 993
DC527884.1 847 996
AL541984.3 113 262
BX440470.1 894 745
BX420402.2 890 741
BX440308.2 893 744
BX440436.2 896 747
BX325185.1 892 743
BX440303.2 892 743
BX418589.2 893 744
Query 452 601
BY794942.2 994 1144
DC527884.1 997 1146
AL541984.3 263 412
BX440470.1 744 595
BX420402.2 740 591
BX440308.2 743 594
BX440436.2 746 597
BX325185.1 742 593
BX440303.2 742 593
BX418589.2 743 594
Query 602 751
BY794942.2 1145 1294
DC527884.1 1147 1296
AL541984.3 413 562
BX440470.1 594 444
BX420402.2 590 441
BX440308.2 593 444
BX440436.2 596 447
BX325185.1 592 443
BX440303.2 592 443
BX418589.2 593 444




Query 752 CATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGAAAGCTCA
BY794942.2 1295
DC527884.1 1297
AL541984.3 563
BX440470.1 443
BX420402.2 440
BX440308.2 443
BX440436.2 446
BX325185.1 442
BX440303.2 442
BX418589.2 443
Query 902 CTGGTTAATGAT. TGCATCGT. CTTCAG
BY794942.2 1445
DC527884.1 1447
AL541984.3 713
BX440470.1 293
BX420402.2 290
BX440308.2 293
BX440436.2 296
BX325185.1 292
BX440303.2 292
BX418589.2 293
Query 1052 AAGGARAGGAGAATGTTTTGTGGACCACtttggttttctttttgcgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGGAAACAACTTGACCAAARAATTTGTCACAGAATTTTGAGACCCATTAAARAAGTTARA
D2 L 1

\

|

T
DC527884.1 1597
AL541984.3 863
BX440470.1 143

|
T

BX420402.2 140
BX440308.2 143

BX440436.2 146

BX325185.1 142

BX440303.2 142

BX418589.2 143

T

Query 1202 TG 1203
BY794942.2 1746 .. 1747
DC527884.1 1748 .. 1749
AL541984.3 1015 .. 1016
Query= T5-24 [organism=Homo sapiens] eeflal
Length=822

Score E
Sequences producing significant alignments: (Bits) Value
CR979370.1 CR979370 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 905

0.0
CD522692.1 AGENCOURT_14354560 NIH_MGC_191 Homo sapiens cDNA cl... 905 0.0

Max
ident

100%
100%

901
1444
1446
712
294
291
294
297
293
293
294

1051
1594
1596
862
144
141
144
147
143
143
144

1201
1745

1747

1014



BU581210.1 in37g0l.x1 Human Fetal Pancreas 1B Homo sapiens cDN... 905 0.0 1003
BU532443.1 AGENCOURT_ 10200888 NIH MGC 126 Homo sapiens cDNA cl... 905 0.0 100%
BU158477.1 AGENCOURT_ 7937274 NIH_MGC_92 Homo sapiens cDNA clon... 905 0.0 1003
BM993568.1 UI-H-DTO-avj-h-01-0-UI.sl NCI_CGAP_DT0 Homo sapiens... 905 0.0 100%
AU147847.1 AU147847 MAMMAL Homo sapiens cDNA clone MAMMA100186... 905 0.0 100%
BE677612.1 7d88f01.x1 Lupski_dorsal_root_ganglion Homo sapiens... 905 0.0 1003
CN389382.1 17000600087635 GRN_PRENEU Homo sapiens cDNA 5', mRN... 904 0.0 100%
CX868104.1 HESC4_26 _D10.bl_A037 NIH MGC 262 Homo sapiens cDNA ... 902 0.0 1003
ALIGNMENTS
Query 333 TGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCAAAGCAGTGGACAAGAAGGCTGCTGG 482
CR979370.1 235 e 384
CD522692.1 74 223
BU581210.1 492 343
BU532443.1 85 234
BU158477.1 256 405
BM993568.1 508 359
AU147847.1 492 343
BE677612.1 501 352
CN389382.1 145 294
Cx868104.1 515 366
Query 483 632
CR979370.1 385 534
CD522692.1 224 373
BU581210.1 342 193
BU532443.1 235 384
BU158477.1 406 555
BM993568.1 358 209
AU147847.1 342 193
BE677612.1 351 202
CN389382.1 295 444
Cx868104.1 365 216
Query 633 782
CR979370.1 535 684
CD522692.1 374 523
BU581210.1 192 43
BU532443.1 385 534
BU158477.1 556 705
BM993568.1 208 59
AU147847.1 192 43
BE677612.1 201 52
CN389382.1 445 594
Cx868104.1 215 66
Query 783
CR979370.1 685
CD522692.1 524
BU581210.1 42
BU532443.1 535
BU158477.1 706
BM993568.1 58
AU147847.1 42
BE677612.1 51
CN389382.1 595
CxX868104.1 65
Query= T6-31 [organism=Homo sapiens] eeflal
Length=1168

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1855 0.0 99%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1847 0.0 99%
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1832 0.0 99%
AL541984.3 AL541984 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1831 0.0 99%
BX418589.2 BX418589 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1829 0.0 99%
BX442182.2 BX442182 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1823 0.0 99%
BX459625.2 BX459625 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1818 0.0 1003
BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDMA... 1816 0.0 99%
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1814 0.0 99%
BX325185.1 BX325185 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1810 0.0 99%
ALIGNMENTS
Query 1 TGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAGAATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACARAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATATGA 150

BY794942.2 723 . 723



BY794942.

DC527884

DC527884.

BX440470

BX418589.

BX442182

BX459625.
BX420340.
BX418564.
BX325185.

Query

BY794942.

BY794942.
DC527884.

DC527884.
BX440470.

AL541984.

BX418589.

BX442182.

BX459625.

BX420340.

BX418564.

BX325185.

Query

BY794942.

DC527884.

BX440470.

AL541984.

BX418589.

BX442182.

BX459625.

PR NNN R RN

SN

-

w

N

N

N

-

N

-

N

-

-

w

N

N

N

571
727

574
1014

1001

1007

1012

1012

301
875

878

GGATGGCAATGCCAGTGGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAARATTGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACT

GGTGTTCTCARACCGGTATGGTGGTCACCTTTGCTCCAGTCAACGTTACAACGAAGTAAAATCTGTCGAAATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGACAATGTGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGT

726

573

1015
1014
1007
1002
1008
1013
1013

300
874

573
877

576
864

863

450
1026



BX420340.

BX418564.

BX325185.

Query

BY794942.

DC527884.

BX440470.

AL541984.

BX418589.

BX442182.

BX459625.

BX420340.

BX418564.

BX325185.

Query

BY794942.
DC527884.
BX440470.

AL541984.
BX418589.
BX442182.
BX459625.
BX420340.
BX418564.
BX325185.

Query

BY794942.
DC527884.

BX440470

AL541984.

BX418589

BX442182.

BX459625

BX420340.
BX418564.

NERDNDDWE PN

N I

-

N I N N N w I I N

-

S

PR W

451
1027

296

703

704

709

601 AGTTTGCTGAGCTGAAGGAARAGATTGATCGCCGTTCTGGTAAAAAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGT TCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTT
1180
1182
559

448
558
551
546
552
557
557

751
1330
1332
408
598
408
401
396
402
407

600
1179

558

750
1329
1331
409

597
409
402
397
403
408
408

900
1479
1481
259
747
259
252
247
253
258



BX325185.1

Query
BY794942
DC527884.
BX440470
AL541984.
BX418589.
BX442182.
BX459625.
BX420340.
BX418564.
BX325185

PR DNNWE RN

Query
BY794942.
DC527884
BX440470.
AL541984.

[RESESEN

BX418589.
BX442182.
BX459625
BX420340.
BX418564.
BX325185.

[SESESENECEN

Query= T7-2

Length=1553

407

901
1480
1482
258
748
258
251
246
252
257
257

1051
1630
1632
108
898

108
101
96

102
107
107

CCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGTAAAAGACTGGTTAATGATAACAATGCATCGTARAACCTTCAGAAGGARAAGGAGAATgttttgtggaccactttggtt
ttcttttttgcgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGG CAACTTGACC. TTTGTCACAGAATTTTGAGACCCATTAAAAAAGTTAAATG 1168
e . . .. . .. . .. . . .. .. .. .. . .. . . .. .. 1747

1749

1016

e e e e

5 [organism=Homo sapiens] eeflal

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 2710 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 2693 0.0 100%
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 99%
€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2050 0.0 933
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 973
CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2034 0.0 92%
AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 283
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 983
BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1997 0.0 993
AL518238.2 AL518238 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1993 0.0 283
ALIGNMENTS
Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAARACTACCCCTAAAAGCCAAAATGGGAAAGGAAAAGACTCATATCACCATTGATATCTCCTTGTGGARATTTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCC
BYT94942.2 277 e e e
BY794942.2 25
DCS27884.1 280 T e e e e e s
DC527884.1 9
€0001006.1 1464
CF111220.1 273 G
Query 152 CAGGACACAGAGACTTTATC CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAGAATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACAC
BY794942.2 345 e
DC527884.1 348 e
€0001006.1 1427 e Co .
CF111220.1 341 e ..GL.Cll G
Query 302 TATGAGG! TTGTTAAGG.
BY794942.2 495
DC527884.1 498
BX426149.2 1196
€0001006.1 1277
BX418564.2 1196
CF111220.1 491
AL567209.3 1145
BX440470.1 1128 - -

|
Cc

BX420340.1 1117 MM e K.-..M
AL518238.2 1148 R..- - M. ETPUN WM VM e

1050
1629
1631
109
897
109
102
97
103
108
108

1091

1086
1087



Query

BY794942.
DC527884.
BX426149.
C0001006.
BX418564.
CF111220.
AL567209.
BX440470.
BX420340.
AL518238.

Query

BY794942.
DC527884.
BX426149.
C0001006.
BX418564.
CF111220.
AL567209.
BX440470.
BX420340.
AL518238.

Query

BY794942.
DC527884.
BX426149.
C0001006.
BX418564.
CF111220.
AL567209.
BX440470.
BX420340.
AL518238.

Query

BY794942.

DC527884.
BX426149.
C0001006.
BX418564.
CF111220.
AL567209.
BX440470.

BX420340.
AL518238.

Query

BY794942.
DC527884.
BX426149.
C0001006.
BX418564.
CF111220.

AL567209

BX440470.
BX420340.
AL518238.

Query

BY794942.
DC527884.
BX426149.
C0001006.
BX418564.
CF111220.
AL567209.

BX440470.
BX420340.

MR WEN RN RN

[ R N Y N ]

DR EWEN RN RN

MR WEN RN RN

[N

-

452
645
648
1081
1127
1088
641
1051
1090
1085
1086

602
795
798
931
977

1098
631
677
641
1091
602
643

636
636

1052
1246
1248
481
527
491
1241
452
492
486
486

1202
1396
1398
331
377
341
1391
302

342
336

TTTCTGGTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGT TCAAGGGATGGAAAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTG

601
794
797
932
978
942
790
902
944
937
937

751
944
947
782
828
792
940
752
794
787
787

901
1094
1097
632
678
642
1090
603
644
637
637

1051
1245

1247
482
528
492
1240
453
493

487
487

1201
1395
1397
332
378
342
1390
303
343
337
337

1351
1545
1547
182
228
192
1540
152

193
187



AL518238.2

Query
BY794942.
DC527884.
BX426149.
€0001006.

BX418564.2
CF111220.1
AL567209.3

BX440470.
BX420340.1
AL518238.2

-

Query
BY794942.
DC527884.
BX426149.
€0001006.

BX418564.
CF111220.

SN

AL567209.3
BX440470.1
BX420340.1
AL518238.2

Query= T8-26

Length=1631

Sequences producing

DC527884.1
AL541952.3
AL559705.3
AL557904.3
AL536241.3
BX459223.2
BX459080.2
BX417904.2
BX417296.2
BX440304.2

ALIGNMENTS

Query
DC527884.
AL541952.
AL559705.
AL557904.
AL536241.
BX459223.
BX459080.
BX417904.
BX417296.
BX440304.

DRORONWWWW e

Query
DC527884.1
AL541952.3
AL559705.3
AL557904.3
AL536241.3
BX459223.2
BX459080.2

336

1352
1546
1548
181
227

191
1541
151

192
186
186

1502
1696
1698
32
86

41
1680

42
36
36

[organism=Homo sapiens] eeflal

DC527884
AL541952
AL559705
AL557904
AL536241
BX459223
BX459080
BX417904
BX417296
BX440304

significant alignments:

chimpanzee skin cDNA library PstA Pan trog..
sapiens PLACENTA Homo sapiens cDNA cl...
(RAMOS CELL LINE)
(JURKAT CELL LINE)
FETAL BRAIN Homo sapiens cDNA...
PLACENTA Homo sapiens cDNA cl..
PLACENTA Homo sapiens cDNA cl..
PLACENTA Homo sapiens cDNA cl..
PLACENTA Homo sapiens cDNA cl..
FETAL BRAIN Homo sapiens cDNA...

Homo
Homo
Homo
Homo
Homo
Homo
Homo
Homo
Homo

AAATGCGGTGGCATCGAC

[ R R R TR

TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCT.

1553
1747
1749

35

1731

e e

Score Max
(Bits) ident
1724 100%
1716 100%
1711 100%
1711 100%
1711 100%
1711 100%
1711 100%
1711 100%
1711 100%
1707 100%
GCCAAAATGGG:

GACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT

TGCTGAGATGGG

GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAARAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARA

187

1501
1695
1697
33
87

42
1679

43
37
37

151
157
139
139
139
139
139
139
139
139
139

301
307
289
289
289
289
289
289



BX417904.
BX417296.
BX440304.

Query
DC527884.
AL541952.
AL559705.
AL557904.
AL536241.
BX459223.
BX459080.
BX417904
BX417296.
BX440304

Query
DC527884.
AL541952
AL559705.
AL557904
AL536241.
BX459223
BX459080.
BX417904
BX417296.
BX440304.

Query
DC527884.
AL541952.
AL559705
AL557904.
AL536241
BX459223.
BX459080
BX417904.
BX417296
BX440304.

Query
DC527884.
AL541952
AL559705.
AL557904.
AL536241.
BX459223.
BX459080.
BX417904.
BX417296
BX440304.

Query
DC527884.
DC527884.
AL541952
AL559705.
AL557904
AL536241.
BX459223
BX459080.
BX417904
BX417296.
BX440304.

Query
DC527884.

Query
DC527884.

Query
DC527884.

Query
DC527884.

Query= T9-28

MO NWWWW MO NWWWW MR ONWW W W NRORONWWW W

MR WWWW e =

SRS

-

-

1

140
140
140

302
308
290
290
290
290
290
290
290
290
290

452
458
440
440
440
440
440
440
440
440
440

602
608
590
590
590
590
590
590
590
590
590

752
758
740
740
740
740
740
740

741

TATGAGG! TTGTT.

GAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAAAATTGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGTATGGTGGTCACC

CTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGT. GACTGGTTAATGATAAC

CTTGAC! TTTGT! TTTTGAGACCCATTAAAAAAGTTARAT

[organism=Homo sapiens] eeflal

1631
1748

289
289
289

451
457
439
439
439
439
439
439
439
439
439

601
607
589
589
589
589
589
589
589
589
589

751
757
739
739
739
739
739
739
739
739
740

901
907
889
889
889
889
889
889
889
889
890

1051
950
1168
935
932
932
932
932
932
932
932
933

1201
1318

1351
1468

1501
1618



Length=1433

Score E Max
Sequences producing significant alignments: (Bits) Value ident
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1969 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1945 0.0 100%
DC629953.1 DC629953 macaque bone marrow cDNA library QbmA Maca... 1941 0.0 263
BX426072.2 BX426072 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1910 0.0 100%
FS580102.1 FS580102 macaque heart cDNA library QhtB Macaca fas... 1906 0.0 993
BX440468.2 BX440468 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1905 0.0 99%
BX440573.2 BX440573 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1903 0.0 100%
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1899 0.0 993
BX402793.2 BX402793 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1899 0.0 993
AL528506.3 AL528506 Homo sapiens NEUROBLASTOMA COT 25-NORMALIZ... 1897 0.0 99%
ALIGNMENTS
Query 1 GACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTA 150
DC527884.1 9 156
BY794942.2 25 153
DC629953.1 1 149
BX426072.2 1 119
FS580102.1 1 149
BX440468.2 1 128
BX440573.2 1 119
BX426150.2 1 124
BX402793.2 6 137
AL528506.3 1 119
Query 151 300
DC527884.1 157 306
BY794942.2 154 303
DC629953.1 150 299
BX426072.2 120 269
FS580102.1 150 299
BX440468.2 129 278
BX440573.2 120 269
BX426150.2 125 274
BX402793.2 138 287
AL528506.3 120 269
Query 301 450
DC527884.1 307 456
BY794942.2 304 453
DC629953.1 300 449
BX426072.2 270 419
FS580102.1 300 449
BX440468.2 279 428
BX440573.2 270 419
BX426150.2 275 424
BX402793.2 288 437
AL528506.3 270 419
Query 451 GAATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGARGAGATAT TTGTT. ' TCAGCACTTACATTAA 600
DC527884.1 457  ..... e e T e e iieeia.... 606
BY794942.2 454 603
DC629953.1 450 599
BX426072.2 420 569
FS580102.1 450 599
BX440468.2 429 578
BX440573.2 420 569
BX426150.2 425 574
BX402793.2 438 587
AL528506.3 420 569
Query 601 750
DC527884.1 607 756
BY794942.2 604 753
DC629953.1 600 749
BX426072.2 570 719
FS580102.1 600 749
BX440468.2 579 727
BX440573.2 570 719
BX426150.2 575 724
BX402793.2 588 737
AL528506.3 570 719
Query 751 900
DC527884.1 757 206
BY794942.2 754 203




DC629953.
BX426072.
Fs580102.
BX440468.
BX440573.
BX426150.
BX402793.
AL528506.

Query

DC527884.
BY794942.
DC629953.
BX426072.

Fs580102.
BX440468.
BX440573.
BX426150.

BX402793.
AL528506.

Query

DC527884.

DC527884.
BY794942.

BY794942.
DC629953.

BX426072.

Fs580102.
BX440468.

BX440573.
BX426150.

BX402793.

AL528506.

Query

DC527884.
BY794942.

Query

DC527884.

BY794942

Query= T10-2

Length=1660

Sequences producing

BY794942
DC527884
BX440470
BX418589

-

N

N

N

-

N

N

N

-

2

.2
.1
.1
.2

750
720
750
728
720
725
738
720

901
907
904
900
870

900
878
870
875

888
870

1051
1057

1386
1054

1384
1046

1021

1049
1027

1018
1024

1037

1019

1201
1516
1514

1351
1666
1664

[organism=Homo sapiens] eeflal

BY794942
DC527884
BX440470
BX418589

AGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGTAAAAGACTGGTTAATGATAACAATGCATCGTAAAACCTTCAGAAGGAAAGGAGAATgt tttgtggaccactttggttttecttttttgegtgtggcagttttaagttattag

TTTTGAGACCCATTAAAAAAGTTAAAT

significant alignments:

Homo sapiens eye Homo sapiens cDNA clone H...
chimpanzee skin cDNA library PstA Pan trog...
Homo sapiens FETAL BRAIN Homo sapiens cDNA...
Homo sapiens FETAL BRAIN Homo sapiens cDNA...

cocoo
cocoo

899
869
899
877
869
874
887
869

1050
1056
1053
1045
1020

1048
1026
1017
1023

1036
1018

1200
1086

1515
1083

1513
1169

1050

1072
1055

1040
1051

1065

1041

1350
1665
1663



BX442182.2 BX442182 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1871 0.0 100%
BX459625.2 BX459625 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1866 0.0 100%
BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1864 0.0 100%
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1862 0.0 993
BX440436.2 BX440436 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1857 0.0 993
AL541984.3 AL541984 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1855 0.0 100%
ALIGNMENTS
Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAAARAGCCAAAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 151
BY794942.2 25 155
DC527884.1 9 158
Query 152 301
BY794942.2 156 306
DC527884.1 159 309
|
G

Query 302 TGAGACAGCAAGTACTATGTGACTATCATTGATGCCCAGGACACAGAGACTTTATC. CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAGAATG 451
o G Y L N S o 458

\ \

| |
DC527884.1 310 461

| |

Cc C
Query 452 GGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATATGAG! TTGTT. T aaaaa 601
BY794942.2 459 . .. . 590
DC527884.1 462 593
Query 602 aaTTGTT. GGAAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAARATT 751
BY794942.2 711 T FE e e iiiiiiiiiia.... 835
DC527884.1 714 838
BX440470.1 1027 203
BX418589.2 1026 902
BX442182.2 1019 895
BX459625.2 1014 890
BX420340.1 1020 896
BX418564.2 1025 901
BX440436.2 1026 205
AL541984.3 1 104
Query 752 901
BY794942.2 836 985
DC527884.1 839 988
BX440470.1 902 753
BX418589.2 901 752
BX442182.2 894 745
BX459625.2 889 740
BX420340.1 895 746
BX418564.2 900 751
BX440436.2 904 755
AL541984.3 105 254
Query 902 1051
BY794942.2 986 1136
DC527884.1 989 1138
BX440470.1 752 603
BX418589.2 751 602
BX442182.2 744 595
BX459625.2 739 590
BX420340.1 745 596
BX418564.2 750 601
BX440436.2 754 605
AL541984.3 255 404
Query 1052 TATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAARAGATTGATCGCCGTTCTGGTARAAAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCT 1201
BY794942.2 1137 1286
DC527884.1 1139 1288
BX440470.1 602 452




BX418589.
BX442182.
BX459625.
BX420340.
BX418564.

BX440436

AL541984.

Query

BY794942.
DC527884.

BX440470

BX418589.

BX442182

BX459625.

BX420340

BX418564.

BX440436

AL541984.

Query

BY794942.
DC527884.
BX440470.
BX418589.
BX442182.

BX459625

BX420340.

BX418564

BX440436.
AL541984.

Query

BY794942.

DC527884.

BX440470.

BX418589.

BX442182.

BX459625.

BX420340.

BX418564.

BX440436.

AL541984.

Query

BY794942.
DC527884.
BX440436.
AL541984.

Query= T11-30

WRNENNN RPN WD NN N

W RPN NN RN

-

-

N

N

N

-

N

N

w

2
1
2
3

601
594
589
595
600
604
405

1202
1287
1289
451
451
444
439
445
450
454
555

1352
1437
1439
301
301
294
289
295
300
304
705

1502
1587

145

154

1652
1738
1740
2

1007

AAAGCTCAGAAGGCTAARATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGT.

GACTGGTTAATGAT.

C

GGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAG

ACCTTCAGAAGGAAAGGAGAATgttttgtggaccactttggttttcttttttgecgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGGAAACAACTTGACCAAARATTTGTACAGAATTTTGAGACCCATTARRAA

1660
1746
1748

[organism=Homo sapiens] eeflal

TGCATCGTARA

1351
1436
1438
302
302
295
290
296
301
305
704

1501
1586
1588
152
152
145
140
146
151
155
854

1651
1737

1739



Length=1164

Score E Max
Sequences producing significant alignments: (Bits) Value ident
AU120002.1 AU120002 HEMBAl Homo sapiens cDNA clone HEMBAL00713... 1356 0.0 993
€J434202.1 CJ434202 macaque brain cDNA library QccE Macaca fas... 1216 0.0 263
CR976939.1 CR976939 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1149 0.0 993
CB138394.1 K-EST0191255 L15CKK1 Homo sapiens cDNA clone L15CKK... 1064 0.0 97%
GR891610.1 CANFLECK JINDO BR_55 A03.abl Jindo brain cDNA libra... 1035 0.0 923
DC519934.1 DC519934 chimpanzee brain cDNA library PccB Pan tro... 996 0.0 973
AU296783.1 AU296783 female adult cerebellum, full-length enric... 996 0.0 97%
CD466199.1 LeukoN2 2 E07.gl A024 Unstimulated peripheral blood... 955 0.0 913
AU144980.1 AU144980 HEMBAl Homo sapiens cDNA clone HEMBA100353... 935 0.0 95%
DA429743.1 DA429743 COLON2 Homo sapiens cDNA clone COLON200583... 926 0.0 973
ALIGNMENTS
Query 3 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAARACTACCCCTAAARAGCCAARAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 152
AU120002.1 2 151
€J434202.1 30 177
CR976939.1 1 33
CB138394.1 1 4
GR891610.1 1 144
DC519934.1 2 151
AU296783.1 2 151
CD466199.1 2 155
DR429743.1 2 151
Query 153 302
AU120002.1 152 301
€J434202.1 178 327
CR976939.1 34 183
CB138394.1 5 154
GR891610.1 145 294
DC519934.1 152 301
AU296783.1 152 301
CD466199.1 156 305
DR429743.1 152 302
|
N

Query 303 TTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAGACTTTATCAAAARACATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGTTCTCAAACCCGGTATGGTGGTCA 452
AU120002.1 302 e e P 445
€J434202.1 328 471
CR976939.1 184 327
CB138394.1 155 319
GR891610.1 295 438
DC519934.1 302 464
AU296783.1 302 464
CD466199.1 306 449
DR429743.1 303 [ 467

AN

[

TT| TT GGAGAC
|

C GCce
Query 453 602
AU120002.1 446 595
€J434202.1 472 621
CR976939.1 328 477




CB138394.
GR891610
DC519934.
AU296783
CD466199.
AU144980
DA429743.

Pl e e

Query
AU120002.
€J434202.

Sy

CR976939.
CB138394.
GR891610
CD466199.

e e

AU144980.

-

Query
AU120002.
€J434202.
CR976939.
CB138394.
AU144980.

e e

Query
AU144980.

-

Query
AU144980.1

Query= T12-29

Length=1240

Sequences producing

BY794942.2
DC527884.1
BX426149.2
BX418564.2
BX459625.2
BX420340.1
BX440470.1
AL518238.2
AL567209.3
BX418589.2

ALIGNMENTS

Query
BY794942.
BY794942.
DC527884.
DC527884.
BX426149.
BX418564.
BX459625.
BX420340
BX440470.

PR NE NN

AL518238.2
AL567209.

w

BX418589.

N

320
439
465
465
450
594
468

603
596
622

478
470
589
600

575

753
746
773
628
620
418

903
263

1053
113

BY794942
DC527884
BX426149
BX418564
BX459625
BX420340
BX440470
AL518238
AL567209
BX418589

1148
1125

1130

TTGCT

[organism=Homo sapiens] eeflal

significant alignments:

Homo sapiens eye Homo sapiens cDNA clone H..
chimpanzee skin cDNA library PstA Pan trog..
sapiens NEUROBLASTOMA Homo sapiens cD..
FETAL BRAIN Homo sapiens cDNA...
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..
NEUROBLASTOMA Homo sapiens cD..
FETAL BRAIN Homo sapiens cDNA...
FETAL BRAIN Homo sapiens cDNA..

Homo
Homo
Homo
Homo
Homo
Homo
Homo
Homo

CTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGT.
WNL.

Score
(Bits)

2141
2135
2091
2025
1988
1984
1980
1978
1975
1962

CTTGACC.

TTTTGAGACCCATTAAAAAAGTTARAT

Max

ident

100%
100%
99%
98%
98%
99%
98%
97%
98%
98%

TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAARACTACCCCTAAAAGCCAAAATGGGAAAGGAAATTGTTAAGGAAGTCAGCACTTACATTAAGARAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTG

469
588
594
594
599
576
558

752
745
772

627
619
736
724

419

902
753
779
640
632
264

1052
114

1081
1046

1084



Query

BY794942.
DC527884.
BX426149.
BX418564.
BX459625.

BX420340.
BX440470.
AL518238.

AL567209.
BX418589.

Query

BY794942.
DC527884.
BX426149.
BX418564.

BX459625

BX420340.
BX440470.
AL518238.
AL567209.
BX418589.

Query

BY794942.
DC527884.
BX426149.
BX418564.
BX459625.
BX420340.
BX440470.
AL518238.
AL567209.
BX418589.

Query

BY794942.

DC527884.
BX426149.
BX418564.
BX459625.
BX420340.
BX440470.

AL518238.
AL567209.
BX418589.

Query

BY794942.
DC527884.

BX426149

BX418564.
BX459625.
BX420340.
BX440470.
AL518238.
AL567209.
BX418589.

Query

BY794942.
DC527884.
BX426149.
BX418564.
BX459625.
BX420340.
BX440470.
AL518238.

NWR PR NN RN

NWR PR NN RN

ISESESRSEN)

N

w

NWR PR NN RN

[ S SIS

N R DD E N

152
651
654
1075
1082
1075

1079
1085
1080

1045
1083

302

1104
625
635
624
630
637

480
486
480
446
486

902
1402
1404
325
335
324
330
336
330

GTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGAAAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGC

301
800
803
926
936
925

931
938
931

896
937

451
950
953
776
786
775
781
788
781
746
787

601
1100
1103
626
636
625
631
638
631
597
637

751
1251

1253
476
486
475
481
487

481
447
487

901
1401
1403
326
336
325
331
337
331
297
337

1051
1551
1553
176
186
175
181
187
181



AL567209.3 296 it e M.oo.o... Y ettt it i ittt eaaeeee ettt et 146

\
|
a
3 LT 1= R T TP 187
Query 1052 T GACTGGTTAATGATAACAATGCATCGTAARACCTTCAGAAGGARAGGAGAATgttttgtggaccactttggttttcttttttgegtgtggcagttttaagttattagtttttaaaatcagtactttttaATGGARACAACTTGAC 1201
BY794942.2 1552 1701
DC527884.1 1554 1703
BX426149.2 175 28
BX418564.2 185 36
BX459625.2 174 25
BX420340.1 180 31
BX440470.1 186 37
AL518238.2 180 31
AL567209.3 145 1
BX418589.2 186 37
Query 1202 ¢ TTTGTCACAGAATTTTGACCCATT. GIT 1240
BY794942.2 1702  tuutitut i ittt 1742
\
GA
DC527884.1 1704  teuuitene et eie it e aneaeanann 1744
\
|
BX426149.2 27 5
BX418564.2 35 PN 1
BX459625.2 24 1
BX420340.1 30 7
BX440470.1 36 1
|
GA
AL518238.2 30  ...... N 6
\
|
N
BX418589.2 36  ....i.iiiiiiiiiiiina.n ) 1
\
|
GA
Query= T13-27 [organism=Homo sapiens] eeflal
Length=1489
Score E Max
Sequences producing significant alignments: (Bits) Value ident
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 2163 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 2134 0.0 100%
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2037 0.0 993
BU902062.1 AGENCOURT_ 10127553 NIH _MGC_71 Homo sapiens cDNA clo... 1997 0.0 983
BX402801.2 BX402801 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1988 0.0 98%
BX402793.2 BX402793 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1973 0.0 98%
BX440468.2 BX440468 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1971 0.0 983
AL513590.3 AL513590 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1967 0.0 973
AL513664.3 AL513664 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1962 0.0 983
AL560156.3 AL560156 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1960 0.0 98%
ALIGNMENTS
Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAARACTACCCCTAAAAGCCAAAATGGGAAAGGARAAGACTCATATCAACAT TGTCGT CATTGGACAC GTAGAT TCGGGCAAGT CCACCACTACTGGCCATCTGATCTATA 151
DC527884.1 9 158
BY794942.2 25 155
BX426150.2 1 126
BU902062.1 1 137
BX402801.2 1 140
BX402793.2 6 139
BX440468.2 1 130
AL513590.3 2 123




BLS13664.3 1 e e e e e e e e e e e e e e e e e e e e 130
BLS60156.3 1 e e e e e e e e e 112
Query 152 BAATGCGGTGGCATCGAC. GAACCATTG. TTTGAGAAGGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGAAAT 301
DC527884.1 159 308
BY794942.2 156 305
BX426150.2 127 276
BU902062.1 138 287
BX402801.2 141 290
BX402793.2 140 289
BX440468.2 131 280
AL513590.3 124 273
AL513664.3 131 280
AL560156.3 113 262
Query 302 451
DC527884.1 309 458
BY794942.2 306 455
BX426150.2 277 426
BU902062.1 288 437
BX402801.2 291 440
BX402793.2 290 439
BX440468.2 281 430
AL513590.3 274 423
AL513664.3 281 430
AL560156.3 263 412
Query 452 ATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGARACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATATGAGG. TTGTT. 601
DC527884.1 459 608
BY794942.2 456 605
BX426150.2 427 576
BU902062.1 438 587
BX402801.2 441 590
BX402793.2 440 589
BX440468.2 431 580
AL513590.3 424 573
AL513664.3 431 580
AL560156.3 413 562
Query 602 751
DC527884.1 609 758
BY794942.2 606 755
BX426150.2 577 726
BU902062.1 588 737
BX402801.2 591 740
BX402793.2 590 739
BX440468.2 581 729
AL513590.3 574 722
AL513664.3 581 730
AL560156.3 563 712
Query 752 901
DC527884.1 759 208
BY794942.2 756 205
BX426150.2 727 876
BU902062.1 738 887
BX402801.2 741 890
BX402793.2 740 889
BX440468.2 730 879
AL513590.3 723 872
AL513664.3 731 880
AL560156.3 713 862
Query 902 1051
DC527884.1 909 1058
BY794942.2 906 1055
BX426150.2 877 1025
BU902062.1 888 1037
BX402801.2 891 1042
BX402793.2 890 1038
BX440468.2 880 1027
AL513590.3 873 1021




AL513664.3 881  .......... Totiiiiiiieea Wt et et e Kt e e e e e Aol 3 [P < S.- 1030
\
|
AL560156.3 863 1013
Query 1052 1201
DC527884.1 1059 1188
DC527884.1 1426 1454
BY794942.2 1056 1186
|
G

BY794942.2 1424 1452
BX426150.2 1026 1140
BU902062.1 1038 1162
BX402801.2 1043 ...W-..BA.......i.ii.aa..n Ko¥oiiiianaannns .. - . 1144
BX402793.2 1039 ... WKR...M-...........eoii.ia... M- ML 1121
BX440468.2 1028 1120
AL513590.3 1022 1151
AL513664.3 1031 . 1127
AL560156.3 1014 Y 1103
Query 1202 AATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGTARAAGACTGGT TAATGATAACAATGCATCGTAARACCTTCAGAAGGARAG 1351
DC527884.1 1455 ..... e .c e P ..., 1604
BY794942.2 1453 1602
Query 1352 GAGAATgttttgtggaccactttggttttcttttttgcgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGGAAACAACTTGACC TTTGTCACAGAATTTTGAGACCCATTAARAAAG 1489
DC527884.1 1605 .............. e e F 1742
BY794942.2 1603 1740
Query— T14-34 [organism=Homo sapiens] eeflal
Length=1467

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BX440539.2 BX440539 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1465 0.0 100%
DR763375.1 HESC4_151_G10.gl_A037 NIH_MGC_262 Homo sapiens cDNA... 1463 0.0 100%
DR763172.1 HESC4_149_£01.g1_A037 NIH MGC_262 Homo sapiens cDNA... 1463 0.0 100%
DR762061.1 HESC4_136_A03.gl_A037 NIH _MGC_262 Homo sapiens cDNA... 1463 0.0 100%
DR158661.1 HESC2_92_H12.gl_A035 NIH_MGC_258 Homo sapiens cDNA ... 1463 0.0 100%
CX870789.1 HESC4_49_D11.gl_A037 NIH MGC_262 Homo sapiens cDNA ... 1463 0.0 100%
BU846433.1 AGENCOURT 10413493 NIH MGC_109 Homo sapiens cDNA cl... 1463 0.0 100%
AU119155.1 AU119155 HEMBAl Homo sapiens cDNA clone HEMBA100515... 1463 0.0 100%
DA738169.1 DA738169 NT2RP4 Homo sapiens cDNA clone NT2RP400261... 1461 0.0 100%
DA418936.1 DA418936 CD34Cl Homo sapiens cDNA clone CD34C100001... 1461 0.0 100%
ALIGNMENTS
Query 1 CTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAARACTACCCCTAAAAGCCARAATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT 150
BX440539.2 40  ...... e e cee.... 189
DR763375.1 6 154
DR763172.1 3 151
DR762061.1 19 167
DR158661.1 11 159
Cx870789.1 7 155
BU846433.1 20 168
AU119155.1 7 155
DA738169.1 4 153
DA418936.1 1 150
Query 151 300
BX440539.2 190 339
DR763375.1 155 304
DR763172.1 152 301
DR762061.1 168 317
DR158661.1 160 309




€x870789.1 156
BU846433.1 169

AU119155.1 156

DA738169.1 154

DA418936.1 151

Query 301

BX440539.2 340

DR763375.1 305

DR763172.1 302

DR762061.1 318

DR158661.1 310

€x870789.1 306

BU846433.1 319

AU119155.1 306

DA738169.1 304

DA418936.1 301

Query 451 AATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGARACAACTAATTGTCGGTGTTAACARAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATAT!
BX440539.2 490

DR763375.1 455

DR763172.1 452

DR762061.1 468

DR158661.1 460 ..
€x870789.1 456

BUB46433.1 469

AU119155.1 456

DA738169.1 454

DA418936.1 451

Query 601 AAAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTGGTTGGAATGGTGACARACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGARAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCT
BXA40539.2 640 4 ettt et et e e e e e e e e T e e e e e e e e e e e e e e e e e
DR763375.1 605

DR763172.1 602

DR762061.1 618

DR158661.1 610

€x870789.1 606

BU846433.1 619

AU119155.1 606

DA738169.1 604

DA418936.1 601

Query 751 TGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGC 797

BX440539.2 789 .i..ii.iiii.on.. e eeaiiiaa... 835

DR763375.1 754 .. 800

DR763172.1 751 L7197

DR762061.1 767 ..o813

DR158661.1 759 .. 805

€x870789.1 755 801

BUB46433.1 768 .. 8l4

AU119155.1 755 .. 801

DA738169.1 754 tueunininainnn. . .. 800

DA418936.1 750 ...... N. 796

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions

Posted date: Feb 24, 2019 1:46 AM
Number of letters in database: 43,200,890,307
Number of sequences in database: 77,566,966

Lambda K H
1.33  0.621 1.12

Gapped

Lambda K H
1.28 0.460  0.850

Matrix: blastn matrix:l -2
Gap Penalties: Existence: 0, Extension: 0
Number of Sequences: 77566966

Number of Hits to DB: 11823009

Number of extensions: 1013502

Number of successful extensions: 1013502
Number of sequences better than 10: 34556
Number of HSP's better than 10 without gapping:
Number of HSP's gapped: 528608

Number of HSP's successfully gapped: 518797
Length of database: 43200890307

a: 0

X1: 13 (25.0 bits)

X2: 32 (59.1 bits)

x3: 54 (99.7 bits)

0

305
318
305
303
300

450
489
454
451
467
459
455
468
455
453
450

600
639
604
601
617
609
605
618
605
603
600

750
788
753
750
766
758
754
767
754
753



S1: 13 (25.1 bits)

BLASTN 2.9.0+
Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and
Webb Miller (2000), "A greedy algorithm for aligning DNA
sequences", J Comput Biol 2000; 7(1-2):203-14.

RID: 8PVG24Dz015

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
77,566,966 sequences; 43,200,890,307 total letters
Query= N1-4 [organism=Homo sapiens] eeflal

Length=1109

Score E Max
Sequences producing significant alignments: (Bits) Value ident
CR982215.1 CR982215 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1456 0.0 100%
BX443032.2 BX443032 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1456 0.0 1003
BX421307.2 BX421307 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1456 0.0 1003
BX353545.2 BX353545 Homo sapiens NEUROBLASTOMA COT 25-NORMALIZ... 1456 0.0 100%
CX167214.1 HESC2_49_Gll.gl _A035 NIH MGC 258 Homo sapiens cDNA ... 1456 0.0 1003
CA771972.1 i093g08.x1 HR85 islet Homo sapiens cDNA clone IMAGE... 1456 0.0 100%
BUB44361.1 AGENCOURT_ 10414634 NIH MGC 109 Homo sapiens cDNA cl... 1456 0.0 1003
BX453401.2 BX453401 Homo sapiens T CELLS (JURKAT CELL LINE) Ho... 1454 0.0 100%
CR996534.1 CR996534 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1452 0.0 100%
BU845975.1 AGENCOURT_10413042 NIH MGC 109 Homo sapiens cDNA cl... 1452 0.0 1003
ALIGNMENTS
Query 322 TTTGAGTGARAGCTCTTCCTGGGGACAATGTGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTTGCTGGTGACAGCARARATGACCCACCAATGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGARA 471
CR982215.1 6 e e e 155
BX443032.2 143 292
BX421307.2 117 266
BX353545.2 22 171
Cx167214.1 788 639
CA771972.1 788 639
BU844361.1 795 646
BX453401.2 17 166
CR996534.1 63 212
BU845975.1 786 637
Query 472 621
CR982215.1 156 305
BX443032.2 293 442
BX421307.2 267 416
BX353545.2 172 321
CxX167214.1 638 489
CA771972.1 638 489
BU844361.1 645 196
BX453401.2 167 316
CR996534.1 213 362
BU845975.1 636 487
Query 622 771
CR982215.1 306 455
BX443032.2 443 592
BX421307.2 417 566
BX353545.2 322 471
Cx167214.1 488 339
CA771972.1 488 339
BU844361.1 495 346
BX453401.2 317 166
CR996534.1 363 512
BU845975.1 486 337
Query 772 921
CR982215.1 456 605
BX443032.2 593 742
BX421307.2 567 716
BX353545.2 472 621
CxX167214.1 338 189
CA771972.1 338 189
BU844361.1 345 196
BX453401.2 467 616
CR996534.1 513 662
BU845975.1 336 187




Query 922 GTTAATGATAACAATGCATCGTAAARACCTTCAGAAGGARAGGAGAATgttttgtggaccactttggttttcttttttgegtgtggcagttttaagttattagtttttaaaatcagtactttttaATGGARACAACTTGACCAAAAATTTG 1071

CR982215.1 606 755
BX443032.2 743 892
BX421307.2 717 866
BX353545.2 622 771
Cx167214.1 188 39
CA771972.1 188 39
BU844361.1 195 16
BX453401.2 617 766
CR996534.1 663 812
BU845975.1 186 37
Query 1072 TCACAGAATTTTGAGACCCATTAAAAAAGTTAAATGAG 1109
CR982215.1 756 .. e L. 793
BX443032.2 893 ... 930
BX421307.2 867 ... 904
BX353545.2 772 ... 809
Cx167214.1 38 o1
CA771972.1 38 o1
BUB44361.1 45 8
BX453401.2 767 .. 803
CR996534.1 813 . 848
BU845975.1 36 . 1
Query= N2-14 [organism=Homo sapiens] eeflal
Length=987
Score E Max

Sequences producing significant alignments: (Bits) Value ident
CN389362.1 17000599951108 GRN_PRENEU Homo sapiens cDNA 5', mRN... 952 0.0 100%
CK843266.1 UI-R-RAl-aad-f-05-0-UI.s10 UI-R-AAl Rattus norvegic... 948 0.0 1003
CK843262.1 UI-R-AAl-aad-c-09-0-UI.s10 UI-R-AAl Rattus norvegic... 948 0.0 1003
CK843256.1 UI-R-RAl-aac-g-06-0-UI.s10 UI-R-AAl Rattus norvegic... 948 0.0 1003
CB373762.1 TgESTzyg83g02.x1 TgME49 3 day invitro bradyzoite To... 948 0.0 1003
BQ883373.1 AGENCOURT_7982297 Lupski_dorsal_root_ganglion Homo ... 948 0.0 100%
BQ788143.1 1148f10.x1 HR85 islet Homo sapiens cDNA clone IMAGE... 948 0.0 100%
BQ787972.1 i145h02.x1 HR85 islet Homo sapiens cDNA clone IMAGE... 948 0.0 1003
BQ787616.1 iml13c06.x1 Human insulinoma Homo sapiens cDNA clone... 948 0.0 100%
BQ787579.1 iml2el0.x1 Human insulinoma Homo sapiens cDNA clone... 948 0.0 1003
ALIGNMENTS
Query 467 GAGAGCATGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGT 616
CN389362.1 26  ..... PP 175

\

|

G
CK843266.1 529 388
CK843262.1 529 388
CK843256.1 529 388
CB373762.1 525 384
BQ883373.1 60 201
BQ788143.1 514 373
BQ787972.1 517 376
BQ787616.1 532 391
BQ787579.1 528 387
Query 617 CATCAARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGARAGCTCAGAAGGCTARATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTC 766
CN389362.1 176 cuvuenenennnn.. T P N eeeeeeeei... 325
CK843266.1 387 238
CK843262.1 387 238
CK843256.1 387 238
CB373762.1 383 234
BQ883373.1 202 351
BQ788143.1 372 223
BQ787972.1 375 226
BQ787616.1 390 241
BQ787579.1 386 237
Query 767 916
CN389362.1 326 475
CK843266.1 237 88
CK843262.1 237 88
CK843256.1 237 88
CB373762.1 233 84
BQ883373.1 352 501
BQ788143.1 222 73
BQ787972.1 225 76
BQ787616.1 240 91




D2 L0 B R ¥ 87

Query 917 ctttttaATGG. CAACTTGACC. TTTGTCACAGAATTTTGAGACCCATTAAARARAGTTAAATGAG 987
CN389362.1 476 546
CK843266.1 87 17
CK843262.1 87 17
CK843256.1 87 17
CB373762.1 83 13
B0883373.1 502 572
BQ788143.1 72 2
BQ787972.1 75 5
BQ787616.1 90 20
BQ787579.1 86 16
Query= N3-8 [organism=Homo sapiens] eeflal
Length=926

Score E Max
Sequences producing significant alignments: (Bits) Value ident
DC635691.1 DC635691 macaque bone marrow cDNA library QbmA Maca... 1504 0.0 263
AT679280.1 tu62£06.x1 NCI_CGAP_Gas4 Homo sapiens cDNA clone IM... 1077 0.0 993
CA431918.1 UI-H-FTO-bhl-c-18-0-UI.sl NCI_CGAP_FTO Homo sapiens... 1075 0.0 993
BU070293.1 iml1h09.x1 Human insulinoma Homo sapiens cDNA clonme... 1075 0.0 993
AI588866.1 tq28e03.x1 NCI_CGAP_Utl Homo sapiens cDNA clone IMA... 1075 0.0 993
AI554314.1 tq05£11.x1 NCI_CGAP_Ut3 Homo sapiens cDNA clone IMA... 1075 0.0 99%
AI336170.1 qt44b04.x1 Soares_fetal lung NbHL19W Homo sapiens c... 1075 0.0 993
CT005089.1 CT005089 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1074 0.0 100%
CR999820.1 CR999820 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1074 0.0 100%
CR999128.1 CR999128 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1074 0.0 100%
ALIGNMENTS
Query 1 CTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAARACTACCCCTAARAAGCCARAATGGGARAGGAARAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCARAGTCCACCACTACTGGCCACCTGATCTAT 150
DC635691.1 1  t..une... S e e e e e e e e et e e e et e et e e e et et e e et et e et et e e e e Teverenn. c 149
Query 151 AAATGCGGTGGCATCGAC, GAACCATTG. TTTGAGAAGGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATTCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGARCGTGGTATCACCATTGATATCTCCTTGTGGARA 300
DC635691.1 150 299
Query 301 450
DC635691.1 300 467
AT679280.1 604 481
Cr431918.1 617 495
BU070293.1 616 494
AT588866.1 599 480
AI554314.1 599 477
AI336170.1 604 482
CT005089.1 94 198
CR999820.1 52 156
CR999128.1 166 270
Query 451 600
DC635691.1 468 617




ATI679280.
CR431918
BU070293.
ATI588866
AT554314.
AI336170
CT005089.
CR999820.
CR999128.

N =l =y

Query
DC635691.
AT679280
CA431918.
BU070293
AI588866.
AI554314
AI336170.
CT005089
CR999820.
CR999128

[

Query
DC635691.
AT679280.
CA431918.
BU070293.
AI588866.
AI554314.
AI336170.
CT005089.
CR999820.
CR999128.

s = B = Ny

Query
DC635691.
AT679280.
CA431918.
BU070293.
AI588866.
AI554314.
AI336170.
CT005089.
CR999820.
CR999128.

N = = N NSy

Query= N4-1

Length=1918

Sequences producing significant alignments:

DC527884.1
BY794942.2
CF111220.1
BX426149.2
C0001006.1
BX418564.2
BX426150.2
AL567209.3
BX440470.1
BU902062.1

ALIGNMENTS

Query
DC527884.
BY794942.
CF111220.

S

BX426150.
BU902062.

SN

Query
DC527884.
BY794942.
CF111220.
BX426150.

[ SRS

480
494
493
479
476
481
199
157
271

601
618
330
344
343
329
326
331
349
307
421

751
768
180
194
193
179

[organism=Homo sapiens] eeflal

DC527884 chimpanzee skin cDNA library PstA Pan trog..
BY794942 Homo sapiens eye Homo sapiens cDNA clone H..
Shultzomica04471 Rat lung airway and parenchyma cDN..
BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD..
0C028 pre-oestrum adult sheep ovary library Ovis ar...
BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA...
BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD..
AL567209 Homo sapiens FETAL BRAIN Homo sapiens cDNA..
BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA...
AGENCOURT_10127553 NIH_MGC_71 Homo sapiens cDNA clo..

180
6
25
B

330
156
153
149
124

Score
(Bits)

3184
3166
2357
2146
2047
2047
2037
2001
1999
1999

GGAGGCTGCTGAGATGGG.

100%
100%
91%
99%
93%
97%
99%
98%
98%
98%

GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGA

331
345
344
330
327
332
348
306
420

750
767
181
195
194
180
177
182
498
456
570

329
155
152
148

123
134

479
305
302
298
273



BU902062.

Query

DC527884.
BY794942.

CF111220

C0001006.
BX426150.
BU902062.

Query

DC527884.

BY794942

CF111220.

BX426149

C0001006.

BX418564

BX426150.
AL567209.

BX440470.
BU902062.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.

BX418564

BX426150.

AL567209

BX440470.

BU902062.

Query

DC527884.
BY794942.

CF111220

BX426149.

C0001006

BX418564.
BX426150.
AL567209.
BX440470.
BU902062.

Query

DC527884.

BY794942

CF111220.

BX426149

C0001006.

BX418564

BX426150.

AL567209.
BX440470.
BU902062.

Query

DC527884.
BY794942.

CF111220.

BX426149

C0001006.

BX418564

BX426150.
AL567209.

N ]

[ N S N S P W N RN N e W N RN PN

NN RN RN e

WD PN

-

Sy

N

135

480
306
303
299
1464
274
285

630
456
453
449
1196
1319
1196
424
1145

1128
435

780
606
603
599
1123
1169
1126
574
1093
1126

930
756
753
749
973
1019
983
724
943
985
735

1080
906
903
899
823
869
833
874

793
835
885

1230
1056
1053

1049
673
719
683
1024
643

GAGACTTTATC.

CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCA

GCAAAAATGACCCACCAATGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAARATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGARRAAGA

629
455
452
448
1320
423
434

779
605
602
598
1124
1170
1127
573
1094

1127
584

929
755
752
748
974
1020
984
723
944
986

1079
905
902
898
824
870
834
873
794
836
884

1229
1055
1052
1048
674
720
684
1023

644
686
1034

1379
1205
1203



BX440470.

BU902062.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.
BX418564.
AL567209.
BX440470.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.
BX418564.
AL567209.

BX440470.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.

BX418564.
AL567209.

BX440470.

Query

DC527884.
BY794942.
CF111220.

BX426149.
C0001006.

BX418564.
AL567209.
BX440470.

Query= N5-2

Length=1718

Sequences producing significant alignments:

DC527884.
BY794942.
CF111220.
BX426149.
BX418564.
AL567209.
BX440470.
BX420340.
AL518238.
BX459625.

-

-

[ e

N I I N SRS I

W

1380
1206
1204
1199
523
569
533
494
534

1530
1356
1354
1349
373
419
383
344

384

1680
1506
1504
1499
223
269

234

1830
1656
1654
1638

[organism=Homo sapiens] eeflal

BX426149
BX418564
AL567209
BX440470
BX420340
AL518238
BX459625

aagttattagtttttaaaatcagtactttttaATGG

DC527884 chimpanzee skin cDNA library PstA Pan trog..
BY794942 Homo sapiens eye Homo sapiens cDNA clone H..
Shultzomica04471 Rat lung airway and parenchyma cDN..
sapiens NEUROBLASTOMA Homo sapiens cD...
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..
NEUROBLASTOMA Homo sapiens cD...
FETAL BRAIN Homo sapiens cDNA..

Homo
Homo
Homo
Homo
Homo
Homo
Homo

GACTGGTTAATGAT.

TTTTGAGACCCATTAAAAAAGTT

Score
(Bits)

3011
2992
2206
2146
2047
2001
1999
1997
1993
1993

TGCATCGTARAACCTTCAGAAGGAAAGGAGAATGt tttgtggaccactttggttttcttttttgegtgtggcagtttt

1918
1744
1742
1726

1163

1529
1355
1353
1348
374
420
384
345
385

1679
1505
1503
1498
224
270
234
194

84
43

85



ALIGNMENTS

Query
DC527884.1
BY794942.2
CF111220.

-

Query
DC527884.

-

BY794942.

N

CF111220.

-

Query
DC527884.

-

BY794942.

N

CF111220.

-

Query
DC527884.
BY794942.
CF111220.
BX426149.
BX418564.
AL567209.

WD PN

BX440470.

-

BX420340.1
AL518238.2
BX459625.2

Query
DC527884.1
BY794942.2
CF111220.1
BX426149.2
BX418564.2
AL567209.3
BX440470.1
BX420340.1
AL518238.2

152
156

302
309

452
483
480
476
1196
1196
1145

1128

1117
1148
1118

602
633
630
626
1096
1102
1066
1102
1099
1101

TTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTG! GCCAAAATGGG. GG.

CTACCCCT.

A TTC

ATAAATGCGGTGGCATCGAC. GAACCATTG: TTTGAGAAGGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTGGATAAACTGAAAGCTGAGCGTGAACGTGTATCACATTGATATCTCCTTGTGGARAAT

T G c

SR Toenn. Bt [ [ Bt Gt [, Covinnn
\ \ \
| | |
c G T

TTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCAGGAACAGAGACTTTATC.

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA o
\ \ \ \ ANEAY \ VOV VAW
| | | | [ | [ N
c c T G TGCT G G A C TATC| TGG
[
2AG C|
|
G

TTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATATGAGG. TTGTTAAGG.

GACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCT

CATGATACAGGGACATCTCAGCTGACTGTGCTGTCCTGATTGTGCTGTGTTGTGAATTTGAGTGGTCCAAGAACCCGAGAGCATGCCC

151
155
152
148

301
308

451
482

601
632
629
625
1097
1103
1067

1103

1100
1102
1095

751
782
779
775
947
957
917
959
952
952



BX459625.2 1094 ....W...-KS....... -.K...... W e i i e et i e, 2 946

\

|

T
Query 752 CAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAAARATTGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCARACCCGGTATGGTGGTCACCTTTGCTCCAGTCAACGTTACAACGG 901
DC527884.1 783 e . . . . .. . .. .. B .. . . .. . .. .. . ce... 932
BY794942.2 780 929
CF111220.1 776 925
BX426149.2 946 797
BX418564.2 956 807
AL567209.3 916 767
BX440470.1 958 809
BX420340.1 951 802
AL518238.2 951 802
BX459625.2 945 796
Query 902 1051
DC527884.1 933 1082
BY794942.2 930 1079
CF111220.1 926 1075
BX426149.2 796 647
BX418564.2 806 657
AL567209.3 766 618
BX440470.1 808 659
BX420340.1 801 652
AL518238.2 801 652
BX459625.2 795 646
Query 1052 1201
DC527884.1 1083 1232
BY794942.2 1080 1230
CF111220.1 1076 1225
BX426149.2 646 497
BX418564.2 656 507
AL567209.3 617 468
BX440470.1 658 508
BX420340.1 651 502
AL518238.2 651 502
BX459625.2 645 496
Query 1202 1351
DC527884.1 1233 A 1382
BY794942.2 1231 1380
CF111220.1 1226 1375
BX426149.2 496 347
BX418564.2 506 357
AL567209.3 467 318
BX440470.1 507 358
BX420340.1 501 352
AL518238.2 501 352
BX459625.2 495 346
Query 1352 TCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGARAGCTCAGAAGGCTAARATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAA 1501
DC527884.1 1383 1532
BY794942.2 1381 1530
CF111220.1 1376 1525
BX426149.2 346 197
BX418564.2 356 207
AL567209.3 317 167
BX440470.1 357 208
BX420340.1 351 202
AL518238.2 351 202
BX459625.2 345 196
Query 1502 TTGGCCATTTAAGTTTAGTAGTARAAGACTGGTTAATGATAACAATGCATCGTAARACCTTCAGAAGGAAAGGAGAATgttttgtggaccactttggttttecttttttgegtgtggecagttttaagttattagtttttaaaatcagtact 1651
DC527884.1 1533 .. .. .. . . .. . .. .. .. .. . .. .. .. . . .. . .. . .. . . .. . .. . .. . .. .. 1682
BY794942.2 1531 1680
CF111220.1 1526 1664
BX426149.2 196 47
BX418564.2 206 57
AL567209.3 166 16




BX440470.1 207 58
BX420340.1 201 52
AL518238.2 201 52
BX459625.2 195 46
Query 1652 ttttaATGGAAACAACTTGACCAAAAATTTGTCACAGAATTTTGAGACCCATTAAAAAAGTTARATG 1718
DC527884.1 1683  neunrnerenn... e e e e e, 1749
BY794942.2 1681 1747
CF111220.1 1665 1731
BX426149.2 46 1
BX418564.2 56 1
AL567209.3 15 1
BX440470.1 57 1
BX420340.1 51 1
AL518238.2 51 1
BX459625.2 45 1
Query= N6-15 [organism=Homo sapiens] eeflal
Length=1144

Score E Max
Sequences producing significant alignments: (Bits) Value ident
CR996534.1 CR996534 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1437 0.0 100%
CR982215.1 CR982215 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1437 0.0 100%
BX453401.2 BX453401 Homo sapiens T CELLS (JURKAT CELL LINE) Ho... 1437 0.0 100%
BX443032.2 BX443032 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1437 0.0 100%
BX421307.2 BX421307 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1437 0.0 100%
BX353545.2 BX353545 Homo sapiens NEUROBLASTOMA COT 25-NORMALIZ... 1437 0.0 100%
CX167214.1 HESC2_ 49 Gll.gl A035 NIH MGC 258 Homo sapiens CDNA ... 1437 0.0 100%
CA771972.1 1093g08.x1 HR85 islet Homo sapiens cDNA clone IMAGE... 1437 0.0 100%
BU845975.1 AGENCOURT 10413042 NIH MGC_109 Homo sapiens cDNA cl... 1437 0.0 100%
BU844361.1 AGENCOURT 10414634 NIH MGC_109 Homo sapiens cDNA cl... 1437 0.0 100%
ALIGNMENTS
Query 357 CTTTAGAGTGAAGCTCTTCCTGGGGACAATGTGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAARAATGACCCACCAATGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTG 506
CR996534.1 62 210
CR982215.1 5 153
BX453401.2 16 164
BX443032.2 142 290
BX421307.2 116 264
BX353545.2 21 169
Cx167214.1 789 641
CA771972.1 789 641
BU845975.1 787 639
BUB44361.1 796 648
Query 507 656
CR996534.1 211 361
CR982215.1 154 304
BX453401.2 165 315

|
Cc

BX443032.2 291 441
BX421307.2 265 415
BX353545.2 170 320




Lo G 7 T 1o 490

\

|

Cc
CA771972.1 640 490
BU845975.1 638 488
BUB44361.1 647 497

|

Cc
Query 657 ATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGT TCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAG 806
CR996534.1 362 .. J F B I B
CR982215.1 305 454
BX453401.2 316 465
BX443032.2 442 591
BX421307.2 416 565
BX353545.2 321 470
CX167214.1 489 340
CA771972.1 489 340
BU845975.1 487 338
BUB44361.1 496 347
Query 807 956
CR996534.1 512 661
CR982215.1 455 604
BX453401.2 466 615
BX443032.2 592 741
BX421307.2 566 715
BX353545.2 471 620
CX167214.1 339 190
CA771972.1 339 190
BU845975.1 337 188
BUB44361.1 346 197
Query 957 1106
CR996534.1 662 811
CR982215.1 605 754
BX453401.2 616 765
BX443032.2 742 891
BX421307.2 716 865
BX353545.2 621 770
CxX167214.1 189 40
CA771972.1 189 40
BU845975.1 187 38
BUB44361.1 196 47
Query 1107 GTCACCAGAATTTTGAGACCCATTAAAARAAGTTARATG 1144
CR996534.1 812 848
CR982215.1 755 791
BX453401.2 766 802
BX443032.2 892 928
BX421307.2 866 902
BX353545.2 771 807
Cx167214.1 39 3
CA771972.1 39 3
BU845975.1 37 1
BU844361.1 46 10
Query= N7-11 [organism=Homo sapiens] eeflal
Length=972

Score E Max

Sequences producing significant alignments: (Bits) Value ident
CT005089.1 CT005089 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR999128.1 CR999128 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR996969.1 CR996969 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR996534.1 CR996534 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR982215.1 CR982215 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR977084.1 CR977084 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR975903.1 CR975903 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
BQ776023.1 UI-H-FHO-bck-1-16-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1201 0.0 100%



BQ775888.1 UI-H-FHO-bcg-0-05-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1201 0.0 100%
BQ775886.1 UI-H-FHO-bcg-0-01-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1201 0.0 100%

ALIGNMENTS

Query 323 GTGATTATCCTGAACCATCCAGGCCAAATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAAARAGATTGATCGCCGTTCTGGTARAAAGCTGGAAGATGGCCCTARATTC 472
CT005089.1 25 ...... e e P 2
CR999128.1 97 246
CR996969.1 130 279
CR996534.1 199 348
CR982215.1 142 291
CR977084.1 88 237
CR975903.1 19 168
BQ776023.1 668 519
BQ775888.1 668 519
BQ775886.1 668 519
Query 473 622
CT005089.1 175 324
CR999128.1 247 396
CR996969.1 280 429
CR996534.1 349 498
CR982215.1 292 441
CR977084.1 238 387
CR975903.1 169 318
BQ776023.1 518 369
BQ775888.1 518 369
BQ775886.1 518 369
Query 623 772
CT005089.1 325 474
CR999128.1 397 546
CR996969.1 430 579
CR996534.1 499 648
CR982215.1 442 591
CR977084.1 388 537
CR975903.1 319 168
BQ776023.1 368 219
BQ775888.1 368 219
BQ775886.1 368 219
Query 773 922
CT005089.1 475 624
CR999128.1 547 696
CR996969.1 580 729
CR996534.1 649 798
CR982215.1 592 741
CR977084.1 538 687
CR975903.1 469 618
BQ776023.1 218 69
BQ775888.1 218 69
BQ775886.1 218 69
Query 923

CT005089.1 625

CR999128.1 697

CR996969.1 730

CR996534.1 799

CR982215.1 742

CR977084.1 688

CR975903.1 619

BQ776023.1 68

BQ775888.1 68

BQ775886.1 68

Query= N8-C* [organism=Homo sapiens] eeflal

Length=1830

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 3155 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 3138 0.0 100%
CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2344 0.0 913
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 99%
€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2050 0.0 933
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 97%
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2032 0.0 993
AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 283
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 98%



BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1997 0.0 99%

ALIGNMENTS
Query 117 CGRAGGTGTCGTGARAACTACCCCTAARAAGCCAAARATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATARATGCGGTGGCATCGACARAAGAACCA 266
BY794942.2 36 182
DC527884.1 39 185
CF111220.1 25 178
BX426150.2 7 153
Query 267 416
BY794942.2 183 332
DC527884.1 186 335
CF111220.1 179 328
€0001006.1 1464 1440
BX426150.2 154 303
Query 417 566
BY794942.2 333 482
DC527884.1 336 485
CF111220.1 329 478
€0001006.1 1439 1290
BX426150.2 304 453
Query 567 716
BY794942.2 483 632
DC527884.1 486 635
CF111220.1 479 628
BX426149.2 1196 1094
€0001006.1 1289 1140
BX418564.2 1196 1100
BX426150.2 454 603
AL567209.3 1145 1064
|
M

BX440470.1 1128 e W -. 1101

\

|

Cc
BX420340.1 1117 MM 1097
Query 717 CATTTGTGCCAATTTCTGGTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGAAAGTCACCCGTAAGGATGGCAATGCCAGT GGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACCACCAA 866
BY794942.2 633  ..iiniiiinin.. e e e e e e e e e e e e e e e e T -
DC527884.1 636 785
CF111220.1 629 778
BX426149.2 1093 944
€0001006.1 1139 990
BX418564.2 1099 954
BX426150.2 604 753
AL567209.3 1063 914
BX440470.1 1100 956
BX420340.1 1096 949
Query 867 1016
BY794942.2 783 932
DC527884.1 786 935
CF111220.1 779 928
BX426149.2 943 794
€0001006.1 989 840
BX418564.2 953 804
BX426150.2 754 203
AL567209.3 913 764
BX440470.1 955 806
BX420340.1 948 799
Query 1017 1166
BY794942.2 933 1082
DC527884.1 936 1085
CF111220.1 929 1078
BX426149.2 793 644
€0001006.1 839 690
BX418564.2 803 654
BX426150.2 904 1050
AL567209.3 763 615

BX440470.1 805 656




BX420340.

Query

BY794942.

DC527884.
CF111220.
BX426149.
C0001006.
BX418564.

BX426150

AL567209.
BX440470.

BX420340.

Query

BY794942.

DC527884

CF111220.

BX426149

C0001006.
BX418564.
AL567209.
BX440470.
BX420340.

Query

BY794942.

DC527884

CF111220.

BX426149

C0001006.

BX418564

AL567209.

BX440470.
BX420340.

Query

BY794942.
DC527884.
CF111220.
BX426149.
C0001006.

BX418564.
AL567209.

BX440470.
BX420340.

Query

BY794942.
DC527884.
CF111220.

BX426149.
C0001006.

BX418564.2
.3
1
1

AL567209

BX440470.
BX420340.

Query= N9-C*

Length=2090

P W N RN e

[ SR ]

WN RN RPN

-

N

-

SRR

= I w

SN

798

1167
1083

1086
1079
643
689
653
1051
614
655

648

1317
1234
1236
1229
493
539
503
464
504
498

1467
1384
1386
1379
343
389
353
314

354
348

1617
1534
1536
1529
193
239

203
163

204
198

1767
1684
1686
1668

43
98

[organism=Homo

taATGG.

C

CTTGACC.

TTTGTC.

sapiens] eeflal

1830
1747
1749
1731

e e

649

1316
1233

1235
1228
494
540
504
1140
465
505

1466
1383
1385
1378
344
390
354
315
355
349

1616
1533
1535
1528
194
240
204
164

205
199

1766
1683
1685
1667
44
99

54
13

55
49



Score E Max

Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 3155 0.0 100%

DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 3138 0.0 100%

CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2344 0.0 913

BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 99%

€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2050 0.0 933

BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 973

BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2034 0.0 993

AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 983

BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 98%

BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1997 0.0 993

ALIGNMENTS

Query 376 TCAAAGGTGTCGTGAAARACTACCCCTAAAAGCCAAAATGGGAARAGGAARAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATARAATGCGGTGGCATCGACARRAGAACC 525
BY794942.2 33 AU FR P K 51
DC527884.1 36 184
CF111220.1 28 177
BX426150.2 3 152
Query 526 675
BY794942.2 182 331
DC527884.1 185 334
CF111220.1 178 327
€0001006.1 1464 1441
BX426150.2 153 302
Query 676 825
BY794942.2 332 481
DC527884.1 335 484
CF111220.1 328 477
€0001006.1 1440 1291
BX426150.2 303 452
Query 826 975
BY794942.2 482 631
DC527884.1 485 634
CF111220.1 478 627
BX426149.2 1196 1095
€0001006.1 1290 1141
BX418564.2 1196 1101
BX426150.2 453 602
AL567209.3 1145 1065
BX440470.1 1128 1102
BX420340.1 1117 1098
Query 976 1125
BY794942.2 632 781
DC527884.1 635 784
CF111220.1 628 777
BX426149.2 1094 945
€0001006.1 1140 991
BX418564.2 1100 955
BX426150.2 603 752
AL567209.3 1064 915
BX440470.1 1101 957
BX420340.1 1097 950
Query 1126 1275
BY794942.2 782 931
DC527884.1 785 934
CF111220.1 778 927
BX426149.2 944 795
€0001006.1 990 841
BX418564.2 954 805
BX426150.2 753 9202
AL567209.3 914 765
BX440470.1 956 807
BX420340.1 949 800




Query 1276 GTARAATCTGTCGAAATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGACAATGTGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAARAAATGACCCACCAATGGAAGCAGCT 1425

BY794942.2 932
DC527884.1 935 1081
CF111220.1 928 1084
BX426149.2 794 1077
C0001006.1 840 645
BX418564.2 804 691
BX426150.2 903 655
1049
AL567209.3 764
BX440470.1 806 616
BX420340.1 799 657
650
Query 1426
BY794942.2 1082 1575
1232
DC527884.1 1085
CF111220.1 1078 1234
BX426149.2 644 1227
C0001006.1 690 495
BX418564.2 654 541
BX426150.2 1050 505
AL567209.3 615 1140
BX440470.1 656 466
506
BX420340.1 649
500
Query 1576
BY794942.2 1233 1725
DC527884.1 1235 1382
CF111220.1 1228 1384
BX426149.2 494 1377
C0001006.1 540 345
BX418564.2 504 391
AL567209.3 465 355
BX440470.1 505 316
BX420340.1 499 356
350
Query 1726
BY794942.2 1383 1875
DC527884.1 1385 1532
CF111220.1 1378 1534
BX426149.2 344 1527
C0001006.1 390 195
BX418564.2 354 241
AL567209.3 315 205
165
BX440470.1 355
BX420340.1 349 206
200
Query 1876
BY794942.2 1533 2025
DC527884.1 1535 1682
CF111220.1 1528 1684
BX426149.2 194 1666
C0001006.1 240 45
100
BX418564.2 204
AL567209.3 164 55
14
BX440470.1 205
BX420340.1 199 56
50
Query 2026 2090

BY794942.2 1683
DC527884. 1685
CF111220. 1667

1747
1749
1731

Sy




BX426149.2 44 1
€0001006.1 99 35
BX418564.2 54 1
AL567209.3 13 1
BX440470.1 55 1
BX420340.1 49 1
Query= N10-C* [organism=Homo sapiens] eeflal
Length=1743

Score E Max
Sequences producing significant alignments: (Bits) Value ident
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 3190 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 3171 0.0 100%
CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2357 0.0 913
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 99%
€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2050 0.0 933
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 973
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2032 0.0 99%
AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2001 0.0 283
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 283
BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1997 0.0 993
ALIGNMENTS
Query 1 TTTTTTCGCAACGGGTTTGCCGCCAGAACACAAGGTGTCGTGAAAACTACCCCTAAAAGCCAAAATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTA
DC527884.1 8
BY794942.2 25
CF111220.1 7
BX426150.2 1
Query 151 TGCTGAGATGGG GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGAA
DC527884.1 157 . CaLlT.
BY794942.2 154 .
CF111220.1 150
BX426150.2 125 . e
Query 301 ATTTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAGACTTTATC.
DC527884.1 307 L..Cal
BY794942.2 304
CF111220.1 300
€0001006.1 1464
BX426150.2 275
Query 451 GAATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGARGAGATAT TTGTT. 'TCAGCACTTACATTAA
DC527884.1 457
BY794942.2 454
CF111220.1 450
BX426149.2 1196
€0001006.1 1318
BX418564.2 1196
BX426150.2 425
AL567209.3 1145

|
M
BX440470.1 1128
Query 601 GAARAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTGGTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGARAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCT
DC527884.1 607
BY794942.2 604
CF111220.1 600
BX426149.2 1122
€0001006.1 1168
BX418564.2 1125
BX426150.2 575
AL567209.3 1092
BX440470.1 1125
|
Cc

BX420340.1 1117 M Me e K.-..M.W...YT...D.. e Tt ettt et T e et et e e e e e e e e e e e

150
156
153
149

300
306
303
299
274

450
456
453
449
1319
424

600
606
603
599
1123
1169
1126
574
1093

1126

750
756
753
749
973
1019
983
724
943
985



Query 751 TGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACARAAT TGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCARACCCGGTATGGTGGTCAC 900

DC527884.1 757 906
BY794942.2 754 903
CF111220.1 750 899
BX426149.2 972 823
C0001006.1 1018 869
BX418564.2 982 833
BX426150.2 725 874
AL567209.3 942 793
BX440470.1 984 835
BX420340.1 977 828
Query 901 1050
DC527884.1 907 1056
BY794942.2 904 1053
CF111220.1 900 .. .. ..WTe. . . . .. .. .. . .. . . .. .. . . . 1049
BX426149.2 822 .. .. .. . . .. . . .. . .. . .. .. . .. . . .. . .. .. 673
C0001006.1 868 e .. ..T..G..G..G.. . . . .. .. .. .. B .. . . .. . .. .. .Gl cee.. 719
BX418564.2 832 e . . .. . . .. . .. .. .. .. B .. . . . . .. .. .. .. . .. 683
BX426150.2 875 1023
AL567209.3 792 643
BX440470.1 834 685
BX420340.1 827 678
Query 1051 1200
DC527884.1 1057 1206
BY794942.2 1054 1204
CF111220.1 1050 ..... .. . .. . .. .. ..G..C..T..T.... . . . .. .. .. . . L.T..AL.G..... 1199
BX426149.2 672 523
C0001006.1 718 569
BX418564.2 682 533
BX426150.2 1024 1140
AL567209.3 642 494
BX440470.1 684 534
BX420340.1 677 528
Query 1201 1350
DC527884.1 1207 1356
BY794942.2 1205 1354
CF111220.1 1200 1349
BX426149.2 522 373
C0001006.1 568 419
BX418564.2 532 383
AL567209.3 493 344
BX440470.1 533 384
BX420340.1 527 378
Query 1351 1500
DC527884.1 1357 1506
BY794942.2 1355 1504
CF111220.1 1350 1499
BX426149.2 372 223
C0001006.1 418 269
BX418564.2 382 233
AL567209.3 343 193
BX440470.1 383 234
BX420340.1 377 228
Query 1501 1650
DC527884.1 1507 1656
BY794942.2 1505 1654
CF111220.1 1500 1638
BX426149.2 222 73

C0001006.1 268 128
BX418564.2 232 83

AL567209.3 192 42




BX440470.
BX420340.

Sy

Query
DC527884.
BY794942.2
CF111220.

-

-

BX426149.2
C0001006.

-

BX418564.2
AL567209.3
BX440470.1
BX420340.1

Query= N11-

Length=1733

Sequences p.

DC527884.1
BY794942.2
CF111220.1
BX426149.2
C0001006.1
BX418564.2
BX426150.2
AL567209.3
BX440470.1
BX420340.1

ALIGNMENTS

Query
DC527884.
BY794942.2
CF111220.

-

=

BX426150.

N

Query
DC527884.
BY794942.
CF111220.
BX426150.

[SES

Query
DC527884.
BY794942.
CF111220.
€0001006.
BX426150.

[N

Query
DC527884.1
BY794942.2
CF111220.1
BX426149.2
€0001006.1
BX418564.2
BX426150.2
AL567209.3

BX440470.

=

Query
DC527884.

-

1651
1657
1655
1639

9 [organism=Homo sapiens] eeflal

roducing significant alignments:

DC527884 chimpanzee skin cDNA library PstA Pan trog...
BY794942 Homo sapiens eye Homo sapiens cDNA clone H...
Shultzomica04471 Rat lung airway and parenchyma cDN...
BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD...
0C028 pre-oestrum adult sheep ovary library Ovis ar...
BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA...
BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD...
AL567209 Homo sapiens FETAL BRAIN Homo sapiens cDNA...
BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA...
BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA...

Score E
(Bits)

3134
3118
2314
2089
1999
1988
1978
1945
1943
1943

e e

99%
99%
91%
98%
92%
96%
98%
97%
98%
98%

2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAARACTACCCCTAAAAGCCAAAATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA

152 BATGCGGTGGCATCGA

TGCTGAGATGGG.

GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARAT

159
156
152
127

302

TTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAGACTTTATC.

..T...

CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAGA

309
306
302
1464
277

452
459
456
452
1196
1316
1196
427
1145

1128

602

ATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAARACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAG!

GAGATAT TTGTT. TCAGCACTTACATTAAGA

AAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTGGTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGARAAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCTTG

151
158
155
151

126

301
308
305
301
276

451
458
455
451
1317
426

601
608
605
601
1121
1167
1125
576
1091

1125

751
758



BY794942.

CF111220

BX426149.

C0001006

BX418564.

BX426150

AL567209.
BX440470.

BX420340.

Query

DC527884.

BY794942.

CF111220.

BX426149.

C0001006.

BX418564.

BX426150.

AL567209.

BX440470.

BX420340.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.
BX418564.
BX426150.

AL567209.
BX440470.
BX420340.

Query

DC527884.
BY794942.

PWRN RN N

-

N I

-

N I N

N

-

[SESESE RN I

Sy

N

606
602
1120
1166
1124
577
1090
1124

1117

752
759

752

970

1016

980

982

902
918
915
911
811
857
821
886

781
823
816

1052
1068
1065

YT .

.D.o...

755
751
971
1017
981
726
941
983

976

901
917

910

824

1051
1067
1064
1060
662
708
672
1034

633
674
667

1201
1217
1215



CF111220.

BX426149

C0001006.

BX418564

BX426150.

AL567209

BX440470.

BX420340.

Query

DC527884.

BY794942

CF111220.

BX426149

C0001006.

BX418564

AL567209.

BX440470

BX420340.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.
BX418564.
AL567209.

BX440470.
BX420340.

Query

DC527884.

BY794942

CF111220.

BX426149

C0001006.

BX418564.
AL567209.

BX440470.
BX420340.

Query

DC527884.
BY794942.
CF111220.

BX426149.
C0001006.

BX418564.
AL567209.
BX440470.
BX420340.

Query= N12-7

Length=1279

Sequences producing

BY794942.2 BY794942
DC527884.1 DC527884
BX440470.1 BX440470

Pwh N e N e

N N

W PN RN e

-

SRS

w

-

SN

SN

2
3
1
1

1061
661
707
671
1035
632
673

1202
1218
1216
1211
511
557
521
482
522
516

1352
1368
1366
1361
361
407
371
332

372
366

1502
1518
1516
1511
211
257

221
181

222
216

1652
1668
1666
1650

[organism=Homo sapiens] eeflal

significant alignments:

Homo sapiens eye Homo sapiens cDNA clone H...
chimpanzee skin cDNA library PstA Pan trog...
Homo sapiens FETAL BRAIN Homo sapiens cDNA...

Score
(Bits)

1905
1897
1879

E
Value

coo
coo

Max
ident

99%

99%
99%

1733
1749
1747
1731

[

1210
512
558
522
1140
483
523

1351
1367
1365
1360
362
408
372
333
373
367

1501
1517
1515
1510
212
258
222
182

223
217

1651
1667
1665
1649
62
117

72
31

73
67



BX442182.2 BX442182 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1873 0.0 993

BX418589.2 BX418589 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1873 0.0 99%

BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1868 0.0 993

BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1866 0.0 993

BX459625.2 BX459625 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1860 0.0 99%

AL517685.3 AL517685 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1845 0.0 983

BX440303.2 Bx440303 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1845 0.0 98%

ALIGNMENTS

Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAARAGCCAARAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 151
BY794942.2 25 . e e e e eeieiaeiieaae.. 155
DC527884.1 9 .. 158
Query 152 TTTGAGAAGGAGCTGCTGAGATGGGAAAGGGCTCCTTCAAGTATGCCTTGGT TCAAGGGATGGARAGT CACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCTTGAGGCTC 301
BY794942.2 689 e e e e 761
BY794942.2 156 243
DCS27884.1 692 e 764
DC527884.1 159 246
BX440470.1 1049 P S T e 97T
BX442182.2 1041 J T e 969
BX418589.2 1048 e KuCa T e, 976
BX418564.2 1046 . e T e .. 975
BX420340.1 1042 . e e 970
BX459625.2 1036 964
AL517685.3 2 J P .. O, 74
BX440303.2 1044 e e F S VB e N 974
Query 302 TGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACARAAT TGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCARACCCGGTATGGTGGTCACCTTTGCTC 451
BY794942.2 911
DC527884.1 914
BX440470.1 827
BX442182.2 819
BX418589.2 826
BX418564.2 825
BX420340.1 820
BX459625.2 814
AL517685.3 224
BX440303.2 825
Query 601
BY794942.2 1061
DC527884.1 1064
BX440470.1 677
BX442182.2 669
BX418589.2 676
BX418564.2 675
BX420340.1 670
BX459625.2 664
AL517685.3 374
BX440303.2 675
Query 751
BY794942.2 1213
DC527884.1 1215
BX440470.1 525
BX442182.2 518
BX418589.2 525
BX418564.2 524




BX420340.

BX459625.

AL517685.

BX440303.

Query

BY794942.

DC527884.

BX440470.

BX442182.

BX418589.

BX418564.

BX420340.

BX459625.

AL517685.

BX440303.

Query

BY794942.

DC527884.

BX440470.

BX442182.

BX418589.

BX418564.

-

N

w

N

N

-

-

N

N

N

-

N

w

N

-

=

N

N

674

752

518

526

902

366

TTCTGGTAAAARAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACA

GTTGCGGTGGGTGTCATCAAAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCAGAAAGCTCAGAAGGCTARATGAATATTATCCCTAATACCTGCCACCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGA

\ \
| |
c c
\ \
| |
c c

524

901
1364

1366

368

676

1051
1516

1518

215



BX420340.

BX459625.

AL517685.

BX440303.

Query

BY794942.

DC527884.

BX440470.

BX442182.

BX418589.

BX418564.

BX420340.

BX459625.

AL517685.

BX440303.

Query

BY794942.

DC527884.

BX440470.

BX442182.

BX418589.

-

N

w

N

N

-

-

N

N

N

-

N

w

N

N

-

-

N

N

361

372

1052
1517

221

221

215

1202
1668

63

ACTGTTTGTTTCAATTGGCCATTTAAGT TTAGTAGT. GACTGGTTAATGATAACAATGCATCGTAAAACCTTCAGAAGGAAAGGAGAATGTTTTGTGGACCACtttggttttectttttgcgtgtggcagttttaagttattagtttt

taaaatcagtactttttaATGGAAACAACTTGACCAAAATTTGTCACAGAATTTGAGACCCATTARAAAAGTTAAATG

1279
1747

1201
1667

1669

71

71

70

59



BXA18564.2 69 Lttt Mewoooinnnnnn, 1
\
|
A

BXA420340.1 B4 ittt Ro.o... 1
\ \
| |
A T

BXA59625.2 58 i e 4
\

AL517685.3 980
BX440303.2 69

Query= N13-10 [organism=Homo sapiens] eeflal

Length=1650

Score E Max
Sequences producing significant alignments: (Bits) Value ident
DC855699.1 DC855699 macaque spleen cDNA library QspA Macaca fa... 1519 0.0 283
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1495 0.0 97%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1465 0.0 973
CR996969.1 CR996969 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1410 0.0 100%
CR996534.1 CR996534 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1410 0.0 100%
CR982215.1 CR982215 RZPD no.9016 Homo sapiens cDNA clone RZPDp... 1410 0.0 100%
BX453401.2 BX453401 Homo sapiens T CELLS (JURKAT CELL LINE) Ho... 1410 0.0 100%
BX443032.2 BX443032 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1410 0.0 100%
BX421307.2 BX421307 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1410 0.0 100%
BX353545.2 BX353545 Homo sapiens NEUROBLASTOMA COT 25-NORMALIZ... 1410 0.0 100%
ALIGNMENTS
Query 2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAARAGCCAARAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA 151
DC855699.1 1 146
DC527884.1 9 158
BY794942.2 25 155
Query 152 301
DC855699.1 147 296
DC527884.1 159 308
BY794942.2 156 305
Query 302 451
DC855699.1 297 451
DC527884.1 309 488
BY794942.2 306 485

TATCATTGATGCCCCAGGACACAGAGACTT

Query 452 CTTACACACTGGGTGTGARACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATATGAGG. TTGTTAAGGAAGTCAGCACTTACATTAAGAARATTGGCTACAACCCCGACACAGTAGCAT 601
DC855699.1 452 e ieeeia.. 601
DC527884.1 489 638
BY794942.2 486 635
Query 602 751
DC855699.1 602 752
DC527884.1 639 789
BY794942.2 636 786




Query

DC855699.
DC527884.
DC527884.
BY794942.

BY794942

CR996969.

CR996534

CR996534.

CR982215

BX453401.

BX443032

BX443032.

BX421307

BX421307.

BX353545.

Query

DC527884.
BY794942.

CR996969.
CR996534.

CR982215

BX453401.

BX443032

BX421307.

BX353545

Query

DC527884.

BY794942

CR996969.

CR996534

CR982215.
BX453401.
BX443032.
BX421307.
BX353545.

Query

DC527884.

BY794942

CR996969.

CR996534

CR982215.

BX453401

BX443032.

BX421307

BX353545.

Query

DC527884.
BY794942.

CR996969

CR996534.
CR982215.
BX453401.
BX443032.
BX421307.
BX353545.

Query

DC527884.
BY794942.

CR996969

CR996534.

CR982215

BX453401.

BX443032

BX421307.
BX353545.

I I I S S e e

[ e I e I N e NN NN e

[ N S

N

[

752 TCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAAAATTGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGTATGGTGGTCACCTTTGCTCCAGTCAACGTTACAATGTGGGCTTC

753
987
790
984
787
17

86

29

166

140
23

31
100
43
54
180
154
59

1052
1151
1149
181
250
193
204
330
304
209

1202 TGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGARAGCTCAGAAG

1301
1299
331
400
343
354
480
454
359

1352 GCTAAATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGT. GACTGGTTAATGATAACAATGCATCGT.

1451
1449
481
550
493
504
630
604
509

1502 ARAGGAGAATgttttgtggaccactttggttttcttttttgcgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGG. CAACTTGACC. TTTGTCACAGAATTTTGAGACCCATTAAAAAAGTTAAATG

1601 .. . . . .. . . ..
1599
631
700
643
654
780
754
659

Query= N14-17 [organism=Homo sapiens] eeflal

901

1000

58

1051
1150
1148

180
249
192
203
329
303
208

1201
1300
1298
330
399
342
353
479
453
358

1351
1450
1448
480
549
492
503
629
603
508

1501
1600
1598
630
699
642
653
779
753
658

1650
1749
1747
779
848
791
802
928
902
807



Length=1118

Sequences p.

BU845975.1
BX421307.2
BX443032.2
BY794942.2
BU192437.1
BX417098.2
DC527884.1
BX441194.2
BQ049312.1
BMA477966.1

ALIGNMENTS

Query
BY794942.
DC527884.

SN

Query
BUB45975.
BX421307.
BX443032.
BY794942.
BY794942.
BU192437.
BX417098.
DC527884 .
DC527884.
BX441194.
BQ049312.
BM477966.

e SRS SO SRS S

Query
BUB45975.
BX421307.
BX443032.
BY794942.
BU192437.
BX417098.
DC527884.
BX441194.
BQ049312.
BM477966.

[ N S S

Query
BU845975.
BX421307.
BX443032.
BY794942.

BU192437.
BX417098.
DC527884.
BX441194.
BQ049312.
BM477966.

[ S S

Query
BU845975.
BX421307.
BX443032.
BY794942.
BU192437.
BX417098.
DC527884.
BX441194.
BQ049312.
BM477966.

[ e O S

Query
BU845975.
BX421307.
BX443032.
BY794942.

SRS

roducing significant alignments:

AGENCOURT_10413042 NIH MGC_109 Homo sapiens cDNA cl...
BX421307 Homo sapiens B CELLS (RAMOS CELL LINE) Hom...
BX443032 Homo sapiens B CELLS (RAMOS CELL LINE) Hom...
BY794942 Homo sapiens eye Homo sapiens cDNA clone H...
AGENCOURT_7938567 NIH_MGC_92 Homo sapiens cDNA clon...
BX417098 Homo sapiens PLACENTA Homo sapiens cDNA cl...
DC527884 chimpanzee skin cDNA library PstA Pan trog...
BX441194 Homo sapiens FETAL BRAIN Homo sapiens cDNA...
AGENCOURT_6795094 NIH MGC 85 Homo sapiens cDNA clon...
AGENCOURT 6482916 NIH MGC_85 Homo sapiens cDNA clon...

2 TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCT.

152 AAATGCGGTGGCATCGAC. GAACCATTG: TTTGAG.

Score
(Bits)

1592
1591
1587
1585
1585
1583
1580
1580
1580
1580

E Max
Value ident

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

GCCAAAATGGG. GG. GACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT

GGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTCARAACCCGGTATGGTGGTCACCTTTGCTCCAGTCAACGTTACAACGGA

867

452
666
237
263
1081

602

413
1232
358
376
1234
425
385
369

752
366
537
563
1382

451
667
236
262
1080
207
225
1083
274
234
218

601
517
386
412
1231

357
375
1233
424
384
368

751
367
536
562
1381
507
525
1383
574
534
518

901
217
686
712
1531



BU192437.
BX417098
DC527884.
BX441194
BQ049312.
BM477966

[ S

Query
BU845975.
BX421307.
BX443032.
BY794942.
BU192437
BX417098.
DC527884
BX441194.
BQ049312
BM477966.

[ N SN S

Query
BUB45975.
BX421307.
BX443032
BY794942.
BU192437
BX417098.
DC527884.
BX441194.
BQ049312.

[ N S RS

BMA477966.1

Query= N15-19

Length=933

508
526
1384
575
535
519

902
216
687
713
1532
658
676
1534
725
685
669

1052
66
837
863
1682
808
826
1684
875
835

818

CTTGACC.

GACTGGTTAATG:

TTTGT!

[organism=Homo sapiens] eeflal

Sequences producing significant alignments:

DC635691.1
BQ005659.1
BM997474.1
CT005089.1
CR999820.1
CR999128.1
CR996969.1
CR996534.1
CR989971.1
CR987376.1

ALIGNMENTS

Query
DC635691.1

Query
DC635691.

-

Query
DC635691.

-

BQ005659.
BM997474.
CT005089.
CR999820
CR999128.
CR996969
CR996534.
CR989971
CR987376.

N Rt

Query
DC635691.
BQ005659.1
BM997474.

-

-

151
150

301
300

451
460
502
502

RZPD
RZPD
RZPD
RZPD
RZPD
RZPD
RZPD

Homo
Homo
Homo
Homo
Homo
Homo
Homo

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

CDNA
CDNA
CDNA
CDNA
CDNA
CcDNA
CDNA

GAACCATTG

clone
clone
clone
clone
clone
clone
clone

TTTGAG.

DC635691 macaque bone marrow cDNA library QbmA Maca...
UI-H-EDO-ayr-i-05-0-UI.sl NCI_CGAP_EDO Homo sapiens...
UI-H-DHO-auqg-1-16-0-UI.sl NCI_CGAP_DHO Homo sapiens...
€T005089
CR999820
CR999128
CR996969
CR996534
CR989971
CR987376

Score
(Bits)

1550
1153
1153
1151
1151
1151
1151
1151
1151
1151

GGAGGCTGCTGAGATGGG.

TGCATCGTAAAACCTTCAGAAGGAAAGGAGAATgttttgtggaccactttggttttettttttgegtgtggeagttttaagttattagtttttaaaatcagtactt

1118

902
928
1747
874
890
1749
939
901

Max

ident

97%

100%
100%
100%
100%
100%
100%
100%
100%
100%

CTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAAAAGCCARAATGGGAAAGGARAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT

GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARA

o RN R RoRoRao)

657
675
1533
724
684
668

1051
67
836
862
1681
807
825
1683
874
834
817

150
149

300
299

450
459

503
503
190
148
262
295
364
220
157

600
609
353
353



CT005089.
CR999820
CR999128.
CR996969
CR996534.
CR989971
CR987376.

Pl e e

Query
DC635691.
BQ005659.
BM997474.
CT005089
CR999820.
CR999128
CR996969.
CR996534
CR989971.
CR987376

N =

Query
DC635691.
BQ005659
BM997474.
CT005089
CR999820.
CR999128.
CR996969.
CR996534.
CR989971.
CR987376.

[

Query
DC635691.
BQ005659.
BM997474
€T005089.
CR999820
CR999128.
CR996969
CR996534.
CR989971
CR987376.

s = B = Ny

Query= N16-18

Length=970

Sequences producing

CR999128.1
CR996969.1
CR996534.1
CR989971.1
CR982215.1
CR977084.1
BX453401.2
BX453399.2
BX443032.2
BX426531.2

ALIGNMENTS

Query
CR999128.
CR996969.
CR996534.
CR989971.
CR982215.
CR977084.
BX453401.
BX453399.
BX443032.
BX426531.

NN NN e e

Query
CR999128.
CR996969.
CR996534.
CR989971.

e e

191
149
263
296
365
221
158

601
610
352
352
341
299
413
446
515
371
308

751
760
202
202
491
449
563
596
665
521
458

901
905
52
52

CR999128
CR996969
CR996534
CR989971
CR982215
CR977084
BX453401
BX453399
BX443032
BX426531

446
221
254
323
179

[organism=Homo sapiens] eeflal

significant alignments:

RZPD
RZPD
RZPD
RZPD
RZPD
RZPD
Homo
Homo
Homo
Homo

no.9017
no.9017
no.9017
no.9017
no.9016
no.9016
sapiens
sapiens

sapiens

Homo
Homo
Homo
Homo
Homo
Homo

T CELLS
T CELLS
sapiens B CELLS
T CELLS

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

cDNA
CDNA
CDNA
CDNA
CDNA
CDNA

929
20

20

673
631
745
778
847
703
640

clone
clone
clone
clone
clone
clone

(JURKAT CELL LINE)
(JURKAT CELL LINE)
(RAMOS CELL LINE)
(JURKAT CELL LINE)

RZEDp.. .

Score
(Bits)

1247
1247
1247
1247
1247
1247
1247
1247
1247
1247

Max

ident

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

TGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAAATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAAAAGATTGATCGCCGTTCTGGTA

340
298
412
445
514
370
307

750
759
203
203
490
448
562
595
664
520
457

900
904
53

53

640
598
712
745
814
670
607

445
220
253
322
178
265
211
276
532
402
221

595
370
403
472
328



CR982215.
CR977084.
BX453401.
BX453399.
BX443032.
BX426531.

NN NN

Query
CR999128.
CR996969.
CR996534.
CR989971.
CR982215.
CR977084.
BX453401.
BX453399.
BX443032.
BX426531.

NN e e

Query
CR999128.
CR996969.
CR996534.
CR989971.
CR982215.
CR977084.
BX453401.
BX453399.
BX443032.
BX426531.

[ SR SRS S Sy

Query
CR999128.
CR996969.
CR996534.
CR989971.
CR982215.
CR977084.
BX453401.
BX453399.
BX443032.
BX426531.

Query= N17-

266
212
277
531
403
222

596
371
404
473
329
416
362
427
381
553
372

746
521
554
623
479
566
512
577
231
703
522

896
671
704
773
629
716
662
727
81

853
672

21 [organism=Homo sapiens] eeflal

Length=1093

Sequences producing significant alignments:

CR442866.1
CR417999.1
CR414363.1
CX758265.1
CT005089.1
CR999128.1
CR996969.1
CR996534.1
CR989971.1
CR982215.1

ALIGNMENTS

Query
CA442866.
CA417999.
CA414363.
CX758265.
CT005089.
CR999128.
CR996969
CR996534.
CR989971
CR982215.

N L = N RS

Query
CA442866.
CA417999.
CR414363
CX758265.
CT005089.

e e

UI-H-DPO-avr-n-20-0-UI.
UI-H-FHO-bcc-k-24-0-UT.
UI-H-EZ0-bas-d-03-0-UI.
AGENCOURT_41351531 NIH MGC_278 Homo sapiens
Homo sapiens
Homo sapiens
Homo sapiens
Homo sapiens
Homo sapiens
Homo sapiens

CT005089
CR999128
CR996969
CR996534
CR989971
CR982215

416

RZPD
RZPD
RZPD
RZPD
RZPD
RZPD

s1 NCI_CGAP Fsl Homo sapiens...
s1 NCI_CGAP FHO Homo sapiens...
s1 NCI_CGAP Chl Homo sapiens...

CDNA
CDNA
CDNA
CDNA
CDNA
cDNA

CDNA cl..
clone RZPDp.
clone RZPDp..
clone RZPDp..
clone RZPDp..
clone RZPDp..
clone RZPDp.

Score
(Bits)

1247
1247
1247
1245
1243
1243
1243
1243
1243
1243

atcagtactttttaATGGAAACAACTTGACCAAAAATTTGTCACAGAATTTTGAGACCCATTAAAAAAGTTARAT

ident

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

TGGGTGTCATCAAAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGAAAGCTCAGAAGGCTAAATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGT

970
745
778
847
703
790
736
801

927
746

AATTTGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAAATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAARAGATTGATCGCCGTTCTG

415
361
426
382
552
371

745
520
553
622
478
565
511
576
232
702
521

895
670
703
772
628
715

565
548
548
550
559
145
217
250
319
175
262

715
398
398
400
409
295



CR999128.1 218 367
CR996969.1 251 400
CR996534.1 320 469
CR989971.1 176 325
CR982215.1 263 412
Query 716 865
CR442866.1 397 248
CR417999.1 397 248
CR414363.1 399 250
CX758265.1 408 259
CT005089.1 296 445
CR999128.1 368 517
CR996969.1 401 550
CR996534.1 470 619
CR989971.1 326 475
CR982215.1 413 562
Query 866 T 1015
CR442866.1 247  ..... RO P o..o98
CR417999.1 247 98
CR414363.1 249 100
CX758265.1 258 109
CT005089.1 446 595
CR999128.1 518 667
CR996969.1 551 700
CR996534.1 620 769
CR989971.1 476 625
CR982215.1 563 712
Query 1016 aaaatcagtactttttaATGGAAACAACTTGACCAAAAATTTGTCACAGAATTTTGAGACCCATTAAAAAAGTTAAAT 1093
CR442866.1 97 e e e e e e e e e e e e 20
CR417999.1 97 20
CR414363.1 99 22
CX758265.1 108 31
CT005089.1 596 673
CR999128.1 668 745
CR996969.1 701 778
CR996534.1 770 847
CR989971.1 626 703
CR982215.1 713 790
Query= N18-C* [organism=Homo sapiens] eeflal
Length=1742
Score E Max

Sequences producing significant alignments: (Bits) Value ident
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 3169 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 3162 0.0 100%
CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2348 0.0 913
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2141 0.0 993
€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2054 0.0 933
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2050 0.0 97%
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2034 0.0 993
AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 983
BU902062.1 AGENCOURT 10127553 NIH MGC_71 Homo sapiens cDNA clo... 1993 0.0 983
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1991 0.0 983
ALIGNMENTS
Query 3 TTTTTCGCACGGGTTTTGCCGCCAGAACACCAGGTGTCGTGAAAACTACCCCTARAAGCCAARATGGGARAGGAARAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT 152
DC527884.1 9 aeiiiiiai... e e e e e e e e e e e e e e e e e e e e e e e 157

\

|

A
BY794942.2 25 154
CF111220.1 5 150
BX426150.2 6 125
BU902062.1 2 136
Query 153 AAATGCGGTGGCATCGAC GAACCATTG: TTTGAGAAGGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGARAGC TGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARA 302
DC527884.1 158  ..... B e B F R e eeeeeaal. 307
BY794942.2 155 304
CF111220.1 151 300
BX426150.2 126 275
BU902062.1 137 286




Query

DC527884.

BY794942

CF111220.

C0001006

BX426150.
BU902062.

Query

DC527884.
BY794942.

CF111220

BX426149.

C0001006

BX418564.

BX426150

AL567209.

BU902062.
BX440470.

Query

DC527884.
BY794942.
CF111220.
BX426149.
C0001006.
BX418564.

BX426150

AL567209.

BU902062

BX440470.

Query

DC527884.

BY794942

CF111220.

BX426149

C0001006.

BX418564

BX426150.
AL567209.
BU902062.
BX440470.

Query

DC527884.
BY794942.

CF111220

BX426149.

C0001006

BX418564.
BX426150.

AL567209.
BU902062.

BX440470.

Query

DC527884.
BY794942.

CF111220.
BX426149.

C0001006

BX418564.

BX426150

AL567209.
BU902062.

PN e

[ N e e S [ N e e S WP NN

[SESESE RN

Pwh N e N e

=

-

-

N

303
308
305
301
1464
276
287

453
458
455
451
1196
1317
1196
426
1145

437
1128

603
608
605
601
1121
1167
1124
576
1091
587
1124

753
758
755
751
971
1017
981
726
941
737
983

903
908
905
901
821
867
831
876

791
887

833

1053
1058
1055

1051
671
717
681
1025
641
1037

TTTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAGACTTTATC. CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAG

TTGTT. ‘TCAGCACTTACATTAAG

AAAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTGGT TGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGARAGTCACCCGTAAGGATGGCAATGCCAGTGGAACCACGCTGCTT

GAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAARATTGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGTATGGTGGTCACC

452
457
454
450
1318
425
436

602
607
604
600
1122
1168
1125
575
1092

586
1125

752
757
754
750
972
1018
982
725
942
736
984

902
907
904
900
822
868
832
875
792
886
834

1052
1057
1054
1050
672
718
682
1024

642
1036

684

1202
1207
1205

1200
522
568
532
1140
493
1163



Cc G T A
J2 3 € O R - 533
\
|
Cc
Query 1203 GATCGCCGTTCTGGTAAAAAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATG 1352
DC527884.1 1208 1357
BY794942.2 1206 1355
CF111220.1 1201 1350
BX426149.2 521 372
C0001006.1 567 418
BX418564.2 531 382
AL567209.3 492 343
BX440470.1 532 383
Query 1353 1502
DC527884.1 1358 1507
BY794942.2 1356 1505
CF111220.1 1351 1500
BX426149.2 371 222
C0001006.1 417 268
BX418564.2 381 232
AL567209.3 342 192
BX440470.1 382 233
Query 1503 1652
DC527884.1 1508 1657
BY794942.2 1506 1655
CF111220.1 1501 1639
BX426149.2 221 72
C0001006.1 267 127
BX418564.2 231 82
AL567209.3 191 41
BX440470.1 232 83
Query 1653 gttattagtttttaaaatcagtactttttaATGG. CAACTTGACC. TTTGTCACAGAATTTGAGACCCATTAAAAARAGTTARAT 1742
LD 1748
\
|
T
BY794942.2 1656 1746
|
CF111220.1 1640 .C. 1730
| |
T o}
BX426149.2 Tl i i e, BT R Gevnnn Go=eiGuvnveennns T. 1
\
|
T
CO001006.1 126  teeieiiitieeieeeanneaneannns B Gttt ittt it it it s T... 36
\
|
A
BX418564.2 81 1
AL567209.3 40 1
BX440470.1 82 1

Query= N19-16 [organism=Homo sapiens] eeflal

Length=1492

Score E Max
Sequences producing significant alignments: (Bits) Value ident



CR996534.
BX421307.
CX167214.
BU845975.
BX443032.
BX412224.
BY794942.

BX441194

BX417098.
BU844361.

[ N

ALIGNMENTS

Query
BY794942

Query
BY794942

Query
BY794942

Query
BY794942

Query

CR996534.
BX421307.

CX167214

BU845975.
BX443032.
BX412224.
BY794942.
BX441194.
BX417098.

BU844361

Query

CR996534.

BX421307

CX167214.

BU845975

BX443032.

BX412224

BY794942.

BX441194.
BX417098.
BU844361.

Query

CR996534.
BX421307.
CX167214.

BU845975

BX443032.

BX412224

BY794942.

BX441194

BX417098.

BU844361

Query

CR996534.

BX421307

CX167214.
BU845975.

[ N e N

NP N e

[ N

2

2

2

2

SRS

SRS

BX443032
BX412224
BY794942
BX441194
BX417098

21
25

171
175

321
325

471
480

621
33

87

818
816
113
818
931
125
76

825

771
127
181
724
722
207
724

1025

219
170
731

921
277
331
574
572
357
574

1176

369
320
581

1071

427
481
424
422

CR996534 RZPD no.9017 Homo sapiens cDNA clone RZPDp..
BX421307 Homo sapiens B CELLS
HESC2_49_G11.gl_A035 NIH MGC_258 Homo sapiens cDNA ..
AGENCOURT 10413042 NIH MGC_109 Homo sapiens cDNA cl..
(RAMOS CELL LINE
PLACENTA Homo sapiens cDNA cl...
eye Homo sapiens cDNA clone H..
FETAL BRAIN Homo sapiens cDNA..
PLACENTA Homo sapiens cDNA cl..
AGENCOURT_ 10414634 NIH MGC_109 Homo sapiens cDNA cl..

Homo
Homo
Homo
Homo
Homo

(RAMOS CELL LINE)

1500
1500
1500
1500
1496
1496
1496
1495
1495
1495

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

CGCCAGAACACAGGTGTCGTGARAACTACCCCTARAAGCCAAARATGGGAAAGGAARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATARATGCGGTGGCATCGACAA

CCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGAAAGCTCAGAAGGCTARATGAATATTATCCCTAATACCT

170
174

320
324

470
479

620
601

770
126
180
725
723
206
725
1024
218
169
732

920
276
330
575
573
356
575
1175

368
319
582

1070
426
480
425
423
506
425
1325
518
469
432

1220
576
630
275
273



BX443032.2 507 656
BX412224.1 424 275
BY794942.2 1326 1475
BX441194.2 519 668
BX417098.2 470 619
BU844361.1 431 282
Query 1221 1370
CR996534.1 577 726
BX421307.2 631 780
Cx167214.1 274 125
BU845975.1 272 123
BX443032.2 657 806
BX412224.1 274 125
BY794942.2 1476 1625
BX441194.2 669 818
BX417098.2 620 769
BU844361.1 281 132
Query 1371 ggttttcttttttgcgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGa. CAACTTGACC. TTTGTCACAGAATTTTGAGACCCATTAAAAARAGTTARAT 1492
CR996534.1 727 847
BX421307.2 781 901
Cx167214.1 124 4
BU845975.1 122 2
BX443032.2 807 927
BX412224.1 124 3
BY794942.2 1626 1746
BX441194.2 819 938
BX417098.2 770 889
BU844361.1 131 11
Query= N20-6 [organism=Homo sapiens] eeflal
Length=1602

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1873 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1866 0.0 100%
BX418589.2 BX418589 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1853 0.0 100%
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1853 0.0 100%
BX442182.2 BX442182 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1849 0.0 100%
AL541984.3 AL541984 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1845 0.0 99%
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1845 0.0 993
BX459625.2 BX459625 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1844 0.0 100%
BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1840 0.0 100%
BX440308.2 Bx440308 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1836 0.0 993
ALIGNMENTS
Query 2 TTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTARAAGCCAARATGGGARAGGAARAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT 151
BY794942.2 25 e J e eieeeeaia.. 154
DC527884.1 8 157
Query 152 TCCTT! TATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARA 301
QY L N S 1 304
DOB27884. 1 158 ettt et ee et et et et e et et e e e e et e e e e e e e e e e et e e e e e e e e e e e Tttt 307
Query 302 TTTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAG! TTTATC CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAG 451
BY794942.2 305 454
DC527884.1 308 457
Query 452 601
BY794942.2 721 745
BY794942.2 455 585
DC527884.1 724 748
DC527884.1 458 588
BX418589.2 1016 992
BX440470.1 1017 993
BX442182.2 1009 985
AL541984.3 1 14
BX418564.2 1015 991
BX459625.2 1004 980
BX420340.1 1010 986
BX440308.2 1014 992

Query 602 ACGCTGCTTGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAARAT TGGTGGTATTGGTACTGT TCCTGT TGGCCGAGTGGAGACTGGTGTTCTCAARACCCGGTATG 751



BY794942.

DC527884

BX418589.

BX440470

BX442182.

AL541984

BX418564.
BX459625.
BX420340.
BX440308.

Query

BY794942.
DC527884.

BX418589

BX440470.

BX442182

AL541984.

BX418564

BX459625.

BX420340

BX440308.

Query

BY794942.

DC527884.
BX418589.
BX440470.

BX442182

AL541984.

BX418564

BX459625.

BX420340

BX440308.

Query

BY794942.
DC527884.

BX418589

BX440470.

BX442182.
AL541984.
BX418564.
BX459625.
BX420340.
BX440308.

Query

BY794942.
DC527884.

BX418589

BX440470.

BX442182

AL541984.

BX418564

BX459625.

BX420340

BX440308.

Query

BY794942.
DC527884.
BX418589.
BX440470.
BX442182.

AL541984

BX418564.

BX459625

BX420340.
BX440308.

Query

BY794942.

NERDNWN RN PN

NN WNEN PN

NN WN RN e

NN WN N PN

RN WN RN RN

[SESESEN]

NN W N

746 895
749 898
991 842
992 843
984 835
15 164
990 841
979 e . . .. .. . .. .. B .. . . .. . .. .. . ..... 830
985 .. AL .. .. .. .. .. . .. . .. .. .. .. .. . ..... 836
991 R 842
752 901
896 1045
899 1048
841 692
842 693
834 685
165 314
840 691
829 680
835 686
841 692
902 1051
1046 1196
1049 1198
691 542
692 543
684 535
315 464
690 541
679 530
685 536
691 542

1052 GAARAAGATTGATCGCCGTTCTGGTAAAAAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGT TGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTT 1201

1197 1346
1199 1348
541 392
542 392
534 385
465 614
540 391
529 380
535 386
541 392

1202 CGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCAAAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGAAAGCTCAGAAGGCTAAATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGT 1351

1347 1496
1349 1498
391 242
391 242
384 235
615 764
390 241
379 230
385 236
391 242

1352 GGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTAGT.
1497
1499
241
241
234
765
240
229
235
241

1502 cagttttaagttattagtttttaaaatcagtactttttaATGG CAACTTGACC. TTTGTCACAGAATTTGAGACCCCATTAAAAAAGTTAARAT 1602
P R R R 1746



DC527884.1 1649 e ettt et et et et et et et e e e e e e e e e LN B 1748

\

|

T
BXALB589.2 91 ettt et et et e e e e e e et et e et B PO 1

\

D
BXAG0AT0.1 91 ettt et et e e e e e e e e e e e et B PO 1

\

|

T
BX442182.2 84 1
AL541984.3 915 1015
BX418564.2 90 1
BX459625.2 79 4
BX420340.1 85 2

|

T
BXA40308.2 91 ettt et e e e e e e e et e e et B U 1
Query= N21-3 [organism=Homo sapiens] eeflal
Length=656

Score E Max

Sequences producing significant alignments: (Bits) Value ident
BX441194.2 BX441194 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1205 0.0 1003
BX417098.2 BX417098 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1205 0.0 1003
CA422292.1 UI-H-FGO-bdg-d-06-0-UI.sl NCI_CGAP_EN1_2 Homo sapie... 1203 0.0 1003
BU628737.1 UI-H-FGO-bdg-k-06-0-UI.sl NCI_CGAP_EN1 2 Homo sapie... 1203 0.0 1003
BU628664.1 UI-H-FGO-bdf-1-02-0-UI.sl NCI_CGAP_EN1 2 Homo sapie... 1203 0.0 1003
CT005089.1 CT005089 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 100%
CR999128.1 CR999128 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 1003
CR996969.1 CR996969 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 1003
CR996534.1 CR996534 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 1003
CR989971.1 CR989971 RZPD no.9017 Homo sapiens cDNA clone RZPDp... 1201 0.0 1003
ALIGNMENTS
Query 1 TGCTCAGGTGATTATCCTGAACCATCCAGGCCARATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGT TTGCTGAGCTGAAGGARAAGATTGATCGCCGTTCTGGTARAAAGCTGGAAGATGGCCC 150
BX441194.2 284 e e J F Ceeeeieee.... 433
BX417098.2 235 384
CA422292.1 678 529
BU628737.1 678 529
BU628664.1 678 529
CT005089.1 18 167
CR999128.1 90 239
CR996969.1 123 272
CR996534.1 192 341
CR989971.1 48 197
Query 151 300
BX441194.2 434 583
BX417098.2 385 534
CA422292.1 528 379
BU628737.1 528 379
BU628664.1 528 379
CT005089.1 168 317
CR999128.1 240 389
CR996969.1 273 422
CR996534.1 342 491
CR989971.1 198 347
Query 301 450
BX441194.2 584 ...... e e ceeeie.. 733
BX417098.2 535 684
CA422292.1 378 229
BU628737.1 378 229
BU628664.1 378 229
CT005089.1 318 467
CR999128.1 390 539
CR996969.1 423 572




CR996534.1
CR989971.

-

Query
BX441194.
BX417098
CA422292.
BU628737.
BU628664.
CT005089.
CR999128.
CR996969.
CR996534
CR989971.

N == NSRS

Query
BX441194.2
BX417098.
CA422292.

[SEN)

BU628737.

-

BU628664 .

-

CT005089.

-

CR999128.1

CR996969.1

CR996534.1

CR989971.1

Query= N22-5

Length=1719

Sequences producing

DC527884.1
BY794942.2
BX426149.2
BX418564.2
BX440470.1
BX418589.2
BX442182.2
BX420340.1
BX459625.2
BX325185.1

ALIGNMENTS

Query
DC527884.1
BY794942.

N

Query
DC527884.1
BY794942.

N

Query
DC527884.

-

492
348

451
734
685
228
228
228
468
540
573
642
498

601
884
835
78

AAGTTTAGTAGT.

AACAACTTGACC.

GACTGGTTAATGAT.

[organism=Homo sapiens] eeflal

DC527884
BY794942
BX426149
BX418564
BX440470
BX418589
BX442182
BX420340
BX459625
BX325185

152
159
156

302
309

significant alignments:

chimpanzee skin cDNA library PstA Pan trog..
eye Homo sapiens cDNA clone H..
NEUROBLASTOMA Homo sapiens cD..

Homo
Homo
Homo
Homo
Homo
Homo
Homo
Homo
Homo

FETAL
FETAL
FETAL
FETAL
FETAL
FETAL

sapiens T CELLS

BRAIN
BRAIN
BRAIN
BRAIN
BRAIN
BRAIN

Homo
Homo
Homo
Homo
Homo
Homo

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

(JURKAT CELL LINE)

Score
(Bits)

3053
3037
2012
1932
1929
1921
1919
1917
1910
1892

GGAGGCTGCTGAGATGGG.

TGCATCGTARAACCTTCAGAAGGAAAGGAGAATgttttgtggaccactttggttttcttttttgcgtgtggcagttttaagttattagtttttaaaatcagtactttttaATGGA

Max

ident

99%
99%
97%
96%
100%
100%
100%
100%
100%
99%

TTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAARACTACCCCTAAAAGCCAAAATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATA

GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGAAAT

641
497

600
883

151
158
155

301
308
305

451
458



BY794942.

Query

DC527884.
BY794942.

BX426149

BX418564.

Query

DC527884.

BY794942.

BX426149.

BX418564.

BX440470.
BX418589.

BX442182

BX420340.

BX459625

BX325185.

Query

DC527884.
BY794942.

BX426149

BX418564.

BX440470

BX418589.

BX442182

BX420340.

BX459625

BX325185.

Query

DC527884.
BY794942.
BX426149.

BX418564

BX440470.

BX418589

BX442182.

BX420340

BX459625.
BX325185.

Query

DC527884.
BY794942.

BX426149.
BX418564.
BX440470.

BX418589.

BX442182

BX420340.

BX459625

BX325185.

Query

DC527884.
BY794942.
BX426149.

PR NN e

PR NN RN NN

PR RN NN

SRS

N N

N

[N

[SEN)

SRS

-

N

306

452
459
456
1196
1196

602
609

606
1120

1124

1052
1051
1041
1045
1039 . .. . . .. . ..
1050 . . .. K..M..
752
780
777
949
959
961
960
953
954
948
959

902
930
927
799
809
811
810
803
804
798
809

1052 CAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAAATAAGCGCCGGCTATGCCCCTGTATTGGATTGCCACACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAARARAGATTGATCGCCGTTCTGGTARARAGC
1080 .....iiiieana. . . .. . .. . .. . . .. . .. . .. .. .. .. B .. . . .. . .. .. .. .. . e
1077

649
659
661

660
653
654
648
659

1202
1230
1228
499

601
608
605
1121
1125

751
779

776

960

962
961
954
955
949
960

901
929
926
800
810
812
811
804
805
799
810

1051
1079
1076
650
660
662
661
654
655
649
660

1201
1229
1227

500
510
511

511
504
505
499
510

1351
1379
1377
350



BX418564.2 509 360
BX440470.1 510 361
BX418589.2 510 361
BX442182.2 503 354
BX420340.1 504 355
BX459625.2 498 349
BX325185.1 509 360
Query 1352 TCATCAAAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGAAAGCTCAGAAGGCTAAATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTT 1501
DC527884.1 1380 1529
BY794942.2 1378 1527
BX426149.2 349 200
BX418564.2 359 210
BX440470.1 360 211
BX418589.2 360 211
BX442182.2 353 204
BX420340.1 354 205
BX459625.2 348 199
BX325185.1 359 210
Query 1502 CAATTGGCCATTTAAGTTTAGTAGT. 1651
DC527884.1 1530 .. e 1679
BY794942.2 1528 .. 1677
BX426149.2 199 .. 50
BX418564.2 209 60
BX440470.1 210 .. 61
BX418589.2 210 .. 61
BX442182.2 203 .. 54
BX420340.1 204 .. 55
BX459625.2 198 49
BX325185.1 209 .. 60
Query 1652 actttttaATGG. CAACTTGACC. TTTGTCACAGAATTTTGAGACCCATTAAARARAGTTAAA 1719
DC527884.1 1680 F L1747
BY794942.2 1678 1745
BX426149.2 49 1
BX418564.2 59 1
BX440470.1 60 1
BX418589.2 60 1
BX442182.2 53 1
BX420340.1 54 1
BX459625.2 48 1
BX325185.1 59 1
Query= N23-12 [organism=Homo sapiens] eeflal
Length=1128

Score E Max
Sequences producing significant alignments: (Bits) Value ident
CD684311.1 EST831 human nasopharynx Homo sapiens cDNA, mRNA se... 1136 0.0 983
CR768893.1 DKFZp468L0412 rl 468 (synonym: phrtl) Pongo abelii ... 1072 0.0 100%
DA037335.1 DA037335 BGGI1l Homo sapiens cDNA clone BGGI1100023... 1072 0.0 100%
DA085397.1 DA085397 BRACE2 Homo sapiens cDNA clone BRACE203976... 1072 0.0 100%
DB247234.1 DB247234 UTERUL Homo sapiens cDNA clone UTERU100011... 1072 0.0 100%
DB246583.1 DB246583 UMVENL Homo sapiens cDNA clone UMVEN100002... 1072 0.0 100%
DB100941.1 DB100941 THYMUl Homo sapiens cDNA clone THYMU100016... 1072 0.0 100%
DB100909.1 DB100909 THYMUL Homo sapiens cDNA clone THYMU100013... 1072 0.0 100%
DB194465.1 DB194465 TRACHL Homo sapiens cDNA clone TRACH100013... 1072 0.0 100%
DB194442.1 DB194442 TRACHL Homo sapiens cDNA clone TRACH100011... 1072 0.0 100%
ALIGNMENTS
Query 1 CTTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGARAACTACCCCTARAAGCCAAAAATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCT 150
CD684311.1 24 169
CR768893.1 2 150
DR037335.1 1 149
DR085397.1 1 149
DB247234.1 1 149
DB246583.1 1 149
DB100941.1 1 149
DB100909.1 1 149
DB194465.1 4 152
DB194442.1 1 149
Query 151 GGAGGCTGCTGAGATGGG! GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGA 300
CD684311.1 170 .. 319
CR768893.1 151 .. 300
DR037335.1 150 .. 299
DA085397.1 150 .. 299




DB247234.
DB246583.
DB100941.
DB100%09.
DB194465.
DB194442.

[

Query
CD684311.
CR768893.
DA037335.
DA085397.
DB247234.
DB246583.
DB100941.
DB100909.
DB194465.
DB194442.

s = B =y

Query
CD684311.
CR768893.
DA037335.
DA085397.
DB247234.
DB246583.
DB100941.
DB100909.
DB194465.
DB194442.

N = = N NSy

Query
CD684311.1

Query= N24-22

Length=1117

Sequences producing significant alignments:

BX421307.2
BX443032.2
BY794942.2
BQO049312.1
BX417098.2
BX441194.2
DC527884.1
AL541984.3
CR984260.1
BX440436.2

ALIGNMENTS

Query
BY794942.2

DC527884.

-

AL541984.
BX440436.2

w

Query
BX421307.
BX443032.
BY794942.
BY794942.

[SESESES]

BQ049312.
BX417098.
BX441194.
DC527884.

150
150
150
150
153
150

301
320
301
300
300
300
300
300
300
303
300

451

BX421307 Homo sapiens B CELLS
BX443032 Homo sapiens B CELLS
BY794942 Homo sapiens eye Homo sapiens cDNA clone H..
AGENCOURT 6795094 NIH_MGC_85 Homo sapiens cDNA clon..
Homo sapiens PLACENTA Homo sapiens cDNA cl..
Homo sapiens FETAL BRAIN Homo sapiens cDNA..
chimpanzee skin cDNA library PstA Pan trog..
Homo sapiens PLACENTA Homo sapiens cDNA cl...
RZPD no.9017 Homo sapiens cDNA clone RZPDp..
Homo sapiens FETAL BRAIN Homo sapiens cDNA..

BX417098
BX441194
DC527884
AL541984
CR984260
BX440436

584

587

1087

151
30
56
874
735

28
19
68
877

[organism=Homo sapiens] eeflal

(RAMOS CELL LINE)
(RAMOS CELL LINE)

AATTTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAG!

Score
(Bits)

1596
1592
1592
1592
1591
1587
1585
1585
1583
1583

AGAATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAG

Max

ident

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

TTGATCGCCGTT

GAAGTCAGCACTTACATTAAGAAAATTGGCTACAACCCCGACACAGTAGCATTTGTGCCAATTTCTGGT TGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGGAAAGTCACCGTAAGGATGGCAATG

CCAGTGGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACCACCAACTCGTCCAACTGACAAGCCTTGCGCCTGCCTCTCCAGGATGTCTACAAAACTTGGTGTTCTCARACCCGGTATGGTGGTCACCTTTGCTCCAGTCAACGTTA

299
299
299
299
302
299

450
469
450
449
449
449
449
449
449
452
449

600
607
584
583
583
583
583
583
583
586
583

150
734

737

1004

300
79

105
923
839

77
68
117
926



DC527884.

AL541984.
AL541984.

CR984260.
BX440436.
BX440436.

Query

BX421307.

BX443032

BY794942.

BQ049312

BX417098.

BX441194

DC527884.

AL541984

CR984260.
BX440436.

Query

BX421307.

BX443032.

BY794942.

BQ049312.

BX417098.

BX441194.

DC527884.

AL541984.

CR984260.

BX440436.

Query

BX421307.
BX443032.

BY794942

BQ049312.

BX417098

BX441194.

DC527884

AL541984.

CR984260

BX440436.

N WE NP NN

N W NN RN

-

w

[SESES

N

N

N

-

N

N

-

w

-

N

738

143

46
866
1003

451
230

1074

219

1077

601
381
407
1226
379
370
419
1228
494
397
515

CAACGGAAGTAAAATCTGTCGAARATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGACAATGTGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAARAATGACCCACCAATGG

GCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGG

842

192
108

95
817
901

450
229
255
1073
227
218
267
1076
342
245
667

600
380

1225

369

1227

750
530
556
1375
528



Query 751 TGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCACCAAGTCTGCCCAGARAGCTCAGAAGGCTARATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGT 900

BX421307.2 531 680
BX443032.2 557 706
BY794942.2 1376 1525
BQ049312.1 529 678
BX417098.2 520 669
BX441194.2 569 718
DC527884.1 1378 1527
AL541984.3 644 793
CR984260.1 547 696
BX440436.2 365 216
Query 901 1050
BX421307.2 681 830
BX443032.2 707 856
BY794942.2 1526 1675
BQ049312.1 679 828
BX417098.2 670 819
BX441194.2 719 868
DC527884.1 1528 1677
AL541984.3 794 943
CR984260.1 697 846
BX440436.2 215 66
Query 1051 gtactttttaATGG. CAACTTGACC. TTTGTCACAGAATTTTGAGACCCATTAAAAAAGTT 1117
BX421307.2 831  ..... RO FE P - X
BX443032.2 857 .. 923
BY794942.2 1676 .. 1742
BQ049312.1 829 896
|
A

BX417098.2 820 885
BX441194.2 869 934
DC527884.1 1678 1744
AL541984.3 944 RPN 1011

|

M
CRIBAZ60.1 84T teee et et et et e e e e Neweenonnnn e 912
BXA40436.2 65  4tetean et et Nt ettt 1

\

|

N
Query= N25-C* [organism=Homo sapiens] eeflal
Length=1832

Score E Max

Sequences producing significant alignments: (Bits) Value ident
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 3147 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 3131 0.0 100%
CF111220.1 Shultzomica04471 Rat lung airway and parenchyma cDN... 2346 0.0 92%
BX426149.2 BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2146 0.0 993
€0001006.1 0C028 pre-oestrum adult sheep ovary library Ovis ar... 2047 0.0 933
BX418564.2 BX418564 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 2047 0.0 973
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2034 0.0 993
AL567209.3 AL567209 Homo sapiens FETAL BRAIN Homo sapiens CDNA... 2001 0.0 98%
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1999 0.0 283
BX420340.1 BX420340 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1997 0.0 993
ALIGNMENTS
Query 124 CGCAGGTGTCGTGAARAACTACCCCTARAAGCCAARATGGGAAAGGARAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATARATGCGGTGGCATCGACARAAGAACCA 273
BY794942.2 35 e R 182
DC527884.1 38 185
CF111220.1 25 178
BX426150.2 6 153
Query 274 TTGAAARATTTGAGAAGGAGGCTGCTGAGATGGGAAAGGGCTCCTTCAAGTATGCCTGGGTCTTGGATARACTGARAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARATTTGAGACCAGCAAGTACTATGTGACTA 423
BY794942.2 183  ...ii.iiii.in.. e e e e e e e e e e e .. 332
DC527884.1 186 335
CF111220.1 179 328
€0001006.1 1464 1440
BX426150.2 154 303




Query 424 TCATTGATGCCCCAGGACACAGAGACTTTATC. CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAGAATGGGCAGACCCGAGAGCATGCCCTTC 573

BY794942.2 333 482
DC527884.1 336 485
CF111220.1 329 478
€0001006.1 1439 1290
BX426150.2 304 453
Query 574 GAGATATGAGG 723
BY794942.2 483 632
DC527884.1 486 635
CF111220.1 479 628
BX426149.2 1196 1094
€0001006.1 1289 1140
BX418564.2 1196 1100
BX426150.2 454 603
AL567209.3 1145 1064
BX440470.1 1128 1101
BX420340.1 1117 1097
Query 724 873
BY794942.2 633 782
DC527884.1 636 785
CF111220.1 629 778
BX426149.2 1093 944
€0001006.1 1139 990
BX418564.2 1099 954
BX426150.2 604 753
AL567209.3 1063 Kutteeneannennn 914
BX440470.1 1100 Retieeeeaannnnen 956
BX420340.1 1096 2 949
Query 874 1023
BY794942.2 783 932
DC527884.1 786 935
CF111220.1 779 928
BX426149.2 943 794
€0001006.1 989 840
BX418564.2 953 804
BX426150.2 754 903
AL567209.3 913 764
BX440470.1 955 806
BX420340.1 948 799
Query 1024 1173
BY794942.2 933 1082
DC527884.1 936 1085
CF111220.1 929 1078
BX426149.2 793 644
€0001006.1 839 690
BX418564.2 803 654
BX426150.2 904 1050
AL567209.3 763 615
BX440470.1 805 656
BX420340.1 798 649
Query 1174 1323
BY794942.2 1083 1233
DC527884.1 1086 1235
CF111220.1 1079 1228
BX426149.2 643 494
€0001006.1 689 540
BX418564.2 653 504
BX426150.2 1051 1140
AL567209.3 614 465
BX440470.1 655 505
BX420340.1 648 499




Query 1324 ATGGCCCTARATTCTTGAAGTCTGGTGATGCTGCCATTGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCA 1473

BY794942.2 1234 1383
DC527884.1 1236 1385
CF111220.1 1229 1378
BX426149.2 493 344
€0001006.1 539 390
BX418564.2 503 354
AL567209.3 464 315
BX440470.1 504 355
BX420340.1 498 349
Query 1474 1623
BY794942.2 1384 1533
DC527884.1 1386 1535
CF111220.1 1379 1528
BX426149.2 343 194
€0001006.1 389 240
BX418564.2 353 204
AL567209.3 314 164
BX440470.1 354 205
BX420340.1 348 199
Query 1624 1773
BY794942.2 1534 1683
DC527884.1 1536 1685
CF111220.1 1529 1667
BX426149.2 193 44
€0001006.1 239 99
BX418564.2 203 54
AL567209.3 163 13
BX440470.1 204 55
BX420340.1 198 49
Query 1774
BY794942.2 1684
DC527884.1 1686
CF111220.1 1668
|

BX426149.2 43 1
€0001006.1 98 40
BX418564.2 53 1
AL567209.3 12 1
BX440470.1 54 1
BX420340.1 48 1
Query= N26-20 [organism=Homo sapiens] eeflal
Length=1067

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BX421307.2 BX421307 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1592 0.0 100%
BX443032.2 BX443032 Homo sapiens B CELLS (RAMOS CELL LINE) Hom... 1589 0.0 100%
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 1589 0.0 100%
BQ049312.1 AGENCOURT 6795094 NIH MGC_85 Homo sapiens cDNA clon... 1589 0.0 100%
BX417098.2 BX417098 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1587 0.0 100%
BX441194.2 BX441194 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1583 0.0 100%
BX440436.2 BX440436 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1583 0.0 100%
BX440470.1 BX440470 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1583 0.0 100%
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 1581 0.0 100%
AL541984.3 AL541984 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1581 0.0 100%
ALIGNMENTS
Query 1 GARAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATAAATGCGGTGGCATCGAC, GAACCATT TTT TGCTGAGATGGGARAGG 150

BYTO4942.2 72 ittt ittt ittt e e e ee e ee e e e e ee e e e e e e e e e e e e e e e e e e e e e e e e e e ae e e e e e ae e 221



DC527884.

Query

BX421307.
BX443032.
BY794942.
BY794942.
BQ049312.
BX417098.
BX441194.
BX440436.
BX440470.
DC527884 .
DC527884.
AL541984.

Query

BX421307.
BX443032.
BY794942.

BQ049312.
BX417098.
BX441194.
BX440436.
BX440470.
DC527884.
AL541984.

Query

BX421307.
BX443032.
BY794942.
BQ049312.
BX417098.
BX441194.
BX440436.
BX440470.

DC527884.
AL541984.

Query

BX421307.
BX443032.
BY794942.
BQ049312.
BX417098.
BX441194.
BX440436.
BX440470.
DC527884.
AL541984.

Query

BX421307.

BX443032.

BY794942.

BQ049312.

BX417098.

BX441194.

WRRPRPODONENN NN

[SESES)

WERNDDN e

[SESECENRSENECEN

w e

N I N N

N

151
30
56
874
222

19

68

866
864
877
225
143

301
128
154
972

126
117
166
768
766
975
241

451
278
304
1123
276
267
316
618
616

601 TTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTTGCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCARAGCAGTGGACAAGAAGGCTGCTGGAGCTGGCAAGGTCA
428
454
1273
426
417
466
468
465
1275
541

751 CCAAGTCTGCCAGAARAGCTCAGAAGGCTAAATGAATATTATCCCTAATACCTGCCACCCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGT TTAGTAGTAAAAGACTGGTTAATGATAAC
Lo T

\
|
o}
B0 Lttt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
\
|
Cc
T2 it ittt e e e e e ee e e e e e e e e e e e e e e e e e e e e e e e e e e et
\
|
Cc
576 ..
|
Cc
567
|
Cc
BBt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e

300
127
153
971
277
125
116
165
769
767
974
280
240

450
2717
303
1122

275
266
315
619
617
1124
390

600
427
453
1272
425
416
465
469
466

1274
540

750
577
603
1422
575
566
615
319
316
1424
690

900
728

1573

717



BX440436.

BX440470.

DC527884.

AL541984.

Query

BX421307.

BX443032

BY794942.

BQ049312

BX417098.
BX441194.
BX440436.

BX440470.
DC527884.
AL541984.

Query

BX421307.
BX443032.

BY794942

BQ049312.

BX417098.
BX441194.
BX440436.
BX440470.
DC527884.
AL541984.

Query= N27-C*

Length=1807

[SESESESECECEN

-

[SESENEN]

2
2
2
1
1
3

12D it e

B0 it et e ee e e e e e e ee e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e,

729
755
1574
727
718
767
167

164
1576
842

1051 GAGACCCATTARARAAG 1067

879
905
1724
877

868
917
16
14
1726
993

895
921
1740
894

1742
1009

[organism=Homo sapiens] eeflal

Sequences producing significant alignments:

BY794942.
DC527884.
CF111220.
BX426149.
C0001006.
BX418564.
BX426150.
AL567209.
BX440470.
BX420340.

2
1
1
2
1
2
2
3
1
1

ALIGNMENTS

Query

BY794942.
DC527884.
CF111220.
BX426150.

Query

BY794942.
DC527884.
CF111220.

[SRSEN)

BY794942 Homo sapiens eye Homo sapiens cDNA clone H..
DC527884 chimpanzee skin cDNA library PstA Pan trog..
Shultzomica04471 Rat lung airway and parenchyma cDN..
BX426149 Homo sapiens NEUROBLASTOMA Homo sapiens cD..
0C028 pre-oestrum adult sheep ovary library Ovis ar...

BX418564 Homo
BX426150 Homo
AL567209 Homo
BX440470 Homo
BX420340 Homo

105 GTGTCGTGAAARACTACCCCTAAAAGCCAAAATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTATAAATGCGGTGGCATCGACAAAAGAACCATTGAA

255 AAATTTGAG

188
191
184

sapiens
sapiens
sapiens
sapiens
sapiens

GGAGGCTGCTGAGATGGG

FETAL BRAIN Homo sapiens cDNA..
NEUROBLASTOMA Homo sapiens cD..
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..
FETAL BRAIN Homo sapiens cDNA..

Score
(Bits)

3134
3116
2331
2143
2041
2041
2028
2001
1993
1991

E
Value

Max
ident

100%
100%
92%
99%
93%
97%
99%
98%
98%
98%

901  AATGCATCGTAAAACCTTCAGAAGGAAAGGAGAATgttttgtggaccactttggttttcttttttgegtgtggcagttttaagttattagtttttaaaatcagtactttttaATG!

TTGACC

TTTGTCACAG.

TTTT

GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGAAATTTGAGACCAGCAAGTACTATGTGACTATCATT

1050
878
904
1723
876
867
916
17

15
1725
992

254
187
190
183
158

404
337
340
333



C0001006.
BX426150.

Query

BY794942.
DC527884.
CF111220.
C0001006.

BX426150

Query

BY794942.

DC527884

CF111220.

BX426149

C0001006.

BX418564

BX426150.
AL567209.

BX440470.

BX420340.

Query

BY794942.
DC527884.

CF111220

BX426149.

C0001006

BX418564.

BX426150

AL567209.

BX440470

BX420340.

Query

BY794942.
DC527884.
CF111220.
BX426149.
C0001006.
BX418564.
BX426150.

AL567209

BX440470.

BX420340

Query

BY794942.

DC527884

CF111220.

BX426149

C0001006.

BX418564

BX426150.

AL567209.
BX440470.
BX420340.

Query

BY794942.

DC527884.

CF111220

BX426149.

C0001006

BX418564.

BX426150

AL567209.
BX440470.

N

SRS

WR N RN PN

PR W N RN N =

PR WNNE N R RN

[SE SRS CESEN

Sy

N

P WR N RN e

1464
159

405
338
341
334
1434
309

555
488
491
484
1196
1284
1196
459
1145

1128

1117

705
638
641
634
1088
1134
1095
609
1058
1096
1091

855
788
791
784
938
984
948
759
908
950
943

1005
938
941
934
788
834
798
909

758
800
793

1155
1088

1091
1084
638
684
648
1055
609
650

TCTGTCGAAATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGACAATGTGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAAAAATGACCCACCAATGGAAGCAGCTGGCTTC

1435
308

554
487
490
483
1285
458

704
637
640
633
1089
1135
1096
608
1059

1097

1092

854
787
790
783
939
985
949
758
909
951
944

1004
937
940
933
789
835
799
908
759
801
794

1154
1087
1090
1083
639
685
649
1054

610
651
644

1304
1238

1240
1233
489
535
499
1140
460
500



BX420340.

Query

BY794942.

DC527884

CF111220.
BX426149.
C0001006.
BX418564.
AL567209.
BX440470.

BX420340

Query

BY794942.

DC527884

CF111220.

BX426149

C0001006.

BX418564

AL567209.

BX440470.
BX420340.

Query

BY794942.
DC527884.

CF111220

BX426149.

C0001006

BX418564.
AL567209.

BX440470.
BX420340.

Query

BY794942.
DC527884.
CF111220.

BX426149.
C0001006.
BX418564.
AL567209.
BX440470.
BX420340.

N S N ]

WN R NE PN

-

]

w

-

2
1
2
3
1
1

1305
1239
1241
1234
488
534
498
459
499
493

1455
1389
1391
1384
338
384
348
309

349
343

1605 TTAAGTTTAGTAGTAAAAGACTGGTTAATGATAACAATGCATCGTAARACCTTCAGAAGGARAGGAGAATgttttgtggaccactttggttttcttttttgegtgtggcagttttaagttattagtttttaaaatcagtactttttaATG

1539 ...
1541
1534
188
234

198
158

199
193
1755 GAAACAACTTGACCAARAAATTTGTCACAGAATTTTTGAGACCCATTAARARAG
1689 .. . . - . N
1691
1673

38
93
48
8

49
43

Query= N28-13 [organism=Homo sapiens] eeflal

Length=1189

Score
Sequences producing significant alignments: (Bits)
DC527884.1 DC527884 chimpanzee skin cDNA library PstA Pan trog... 2182
BY794942.2 BY794942 Homo sapiens eye Homo sapiens cDNA clone H... 2152
BX426150.2 BX426150 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 2037
BU902062.1 AGENCOURT_ 10127553 NIH MGC_71 Homo sapiens cDNA clo... 1999
BX402801.2 BX402801 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1988
AL513590.3 AL513590 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1977
BX402793.2 BX402793 Homo sapiens T CELLS (JURKAT CELL LINE) CO... 1973
BX440468.2 BX440468 Homo sapiens FETAL BRAIN Homo sapiens cDNA... 1971
AL513664.3 AL513664 Homo sapiens NEUROBLASTOMA Homo sapiens cD... 1962
DC852462.1 DC852462 macaque spleen cDNA library QspA Macaca fa... 1960
ALIGNMENTS
Query
DC527884.1

2 CTTTTTCGCAACGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAAAAGCCAAAATGGGAAAGGAAAAGACTCATATCAACATTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGATCTAT
D e e e e e e e e e e e e e e e e ee e e e e e e e e e e e e e e e e e e e e e e e

1807
1740
1742
1724

PRl e
=

1454
1388
1390
1383
339
385
349
310
350
344

1604
1538
1540
1533
189
235
199
159

200
194

1754
1688
1690
1672
39
94

50
44

151



BY794942.

BX426150

BU902062.
BX402801.
AL513590.

BX402793.
BX440468.

AL513664

DC852462.

Query

DC527884.
BY794942.

BX426150

BU902062.

BX402801

AL513590.

BX402793

BX440468.

AL513664

DC852462.

Query

DC527884.
BY794942.
BX426150.

BU902062

BX402801.

AL513590

BX402793.

BX440468

AL513664.

DC852462

Query

DC527884.

BY794942

BX426150.

BU902062

BX402801.
AL513590.
BX402793.
BX440468.
AL513664.
DC852462.

Query

DC527884.
BY794942.

BX426150

BU902062.

BX402801

AL513590.

BX402793

BX440468.

AL513664

DC852462.

Query

DC527884.
BY794942.
BX426150.
BU902062.
BX402801.
AL513590.
BX402793.

BX440468

AL513664.
DC852462.

Query

DC527884.
BY794942.
BX426150.

BU902062.

_wnN WN R NN

WD N WN RN WD WN NN R WD WN RN R PWNWN NN e

WD WN RN

[SESES

-

@

[N

151

302
308
305
276
287
290
273
289
280
280
301

452
458
455
426
437
440
423
439
430
430
451

602
608
605
576
587
590
573
589
580
580
601

752
758
755
726
737
740
722
739
729
730
751

902
908
905
876

AAATGCGGTGGCATCGAC. GGAGGCTGCTGAGATGGG. GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAARAGCTGAGCGTGAACGTGGTATCACCATTGATATCTCCTTGTGGARA

CATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGGTGAATTTGAAGCTGGTATCTCCAAG

AATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACACACTGGGTGTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAG.

154
125
136
139
122

138
129
129
150

301
307
304
275
286
289
272
288
279
279
300

451
457
454
425
436
439
422
438
429
429
450

601
607
604
575
586
589
572
588
579
579
600

751
757
754
725
736
739
721
738
728
729
750

901
907
904
875
886
889
871
888
878
879
900

1051
1057
1054
1024

1036



BXA02801.2 890  tuttiiit et B e e e et e e e e e
AL513590.3 872
BX402793.2 889
BX440468.2 879
AL513664.3 880
DC852462.1 901
Query 1052
DC527884.1 1058
BY794942.2 1055

BX426150.2 1025

BU902062.1 1037
BX402801.2 1042
AL513590.3 1021
BX402793.2 1038
BX440468.2 1027
AL513664.3 1031
DC852462.1 1046

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
Posted date: Feb 24, 2019 1:46 AM

Number of letters in database: 43,200,890,307

Number of sequences in database: 77,566,966

Lambda K H
1.33  0.621 1.12

Gapped

Lambda K H
1.28 0.460  0.850

Matrix: blastn matrix:l -2

Gap Penalties: Existence: 0, Extension: 0
Number of Sequences: 77566966

Number of Hits to DB: 3956718

Number of extensions: 27026

Number of successful extensions: 27026
Number of sequences better than 10: 972
Number of HSP's better than 10 without gapping: 0
Number of HSP's gapped: 23040

Number of HSP's successfully gapped: 22826
Length of database: 43200890307

a: 0

x1: 13 (25.0 bits)

X2: 32 (59.1 bits)

x3: 54 (99.7 bits)

S1: 13 (25.1 bits)

1189
1195
1193

1041

1020
1037
1026
1030



BLASTN 2.9.0+
Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and
Webb Miller (2000), "A greedy algorithm for aligning DNA
sequences", J Comput Biol 2000; 7(1-2):203-14.

RID: 8R733CVH014

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
77,566,966 sequences; 43,200,890,307 total letters
Query= T1-C [organism=Homo sapiens] anxal

Length=1480

Score E Max

Sequences producing significant alignments: (Bits) Value ident
BU508007.1 AGENCOURT_ 10128424 NIH MGC_71 Homo sapiens cDNA clo... 1929 0.0 98%
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1910 0.0 98%
AL544231.3 AL544231 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1905 0.0 98%
DC631365.1 DC631365 macaque bone marrow cDNA library QbmA Maca... 1879 0.0 94%
DC636772.1 DC636772 macaque bone marrow cDNA library QbmA Maca... 1853 0.0 94%
AL541874.3 AL541874 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1853 0.0 99%
BU902298.1 AGENCOURT_10127317 NIH MGC_71 Homo sapiens cDNA clo... 1847 0.0 96%
BX438944.2 BX438944 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1844 0.0 99%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1831 0.0 98%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1825 0.0 97%
ALIGNMENTS
Query 87 AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGCAAGAAGGTAGAGAT. GACACTTTTTC. TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAARATGAAGAGCAGGAATATGTTCAAACTGTGA 236
BU508007.1 1 131
AL544231.3 19 151
DC631365.1 1 149
DC636772.1 1 149
AL541874.3 1 125
BU902298.1 24 164
BX438944.2 1 133
Query 237 AGTCATCCAAAGGTGGTCCCGGATCAGCGGTGAGCCCCTATCCTACCTTCAATCCATCCTCGGATGTCGCTGCCTTGCATAAGGCCATAATGGTTARAGGTGTGGATGAAGCAACCATCATTGACATTCTAACTAAGCGAAACAATGCAC 386
BU508007.1 132 eeeeieao.. 281
AL570428.3 1088 1068
AL544231.3 152 301
DC631365.1 150 299
DC636772.1 150 299
AL541874.3 126 275
BU902298.1 165 314
BX438944.2 134 283
Query 387 GCCCCTGGATG. 536
BU508007.1 282 P, A e 431
AL570428.3 1067 922
AL544231.3 302 451
DC631365.1 300 449
DC636772.1 300 449
AL541874.3 276 425
BU902298.1 315 164
BX438944.2 284  ....i.i.iiiiiiiinininan. e 433
AL576223.3 1050 .. . . . .. eeee s Rl . .D... R . F .. .. 917
AL570884.3 1059 C...Y...W . ..S. ...5 924

|

M
Query 537 CCATGAAGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACTAAC. G TCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAG. TCTGGCC. TCTGGAGATT 686
BU508007.1 432  ..... e JR e 581
AL570428.3 921 772
AL544231.3 452 601
DC631365.1 450 599
DC636772.1 450 599
AL541874.3 426 575
BU902298.1 465 614
BX438944.2 434 583
AL576223.3 916 767




AL570884.

Query

BU508007.
AL570428.

AL544231

DC631365.
DC636772.
AL541874.
BU902298.
BX438944.
AL576223.

AL570884

Query

BU508007.

AL570428

AL544231.

DC631365

DC636772.

AL541874

BU902298.

BX438944

AL576223.
AL570884.

Query

BU508007.

AL570428.
AL544231.
DC631365.

DC636772.

AL541874.
BU902298.

BX438944.

AL576223.
AL570884.

Query

BU508007.

AL570428.
AL544231.
DC631365.

DC636772.

AL541874.
BU902298.

AL576223.
AL570884.

Query

AL570428.
DC631365.

WWN P WE R Www e

WWN P WE R Wwe

w

-

-

-

N

-

w

-

W

-

923

687
582
771
602
600
600
576
615
584
766
773

837
732
621
752
750
750
726
765
734
616
623

987
882

471
901
900

900

876
915

466
473

1137
1033

321
1049
1049

1049

1020
1068

316
323

1287
171
1174

CTTTCTTTGCAGAGAAGCTTCATCAAGCCATGAAAGGTGTTGGAACTCGCC.

WGA...

ATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCA!
AAAAAAAAAAAAAAAAAAAAAAAAAA C ettt ittt et ittt ttieeeeeeseeseeeaeeeoseeaseesseenseenssenneenneennas

GAAGATG'

TATGGTATCTCCCTTTGCCAAG

G....G....

836
731
622
751
749
749
725
764
733
617
624

986
881
472
900
899
899
875
914
883
467
474

1136
1032

322
1048
1048

1048

1019
1067

1030

317
324

1286
1123

172
1102
1173

1174

1029
1152



DC636772.

-

AL576223.3
AL570884.

w

Query
AL570428.
AL576223.
AL570884.

www

Query= T2-2

Length=1065

166
173

1437

ACATGAGAARAGATGTCTATGT

[organism=Homo sapiens] anxal

Sequences producing significant alignments:

BQ228162.1
AL574991.3
AL576223.3
AL570884.3
AL570428.3
AL576603.2
AL575425.3
AL576340.3
BM555842.1
AL553095.3

ALIGNMENTS

Query
B0228162.
AL574991.
AL576223.
AL570884.
AL570428.
AL576603.
AL575425.
AL576340.
BM555842.
AL553095.

WHWWNWWWw W

Query
B0228162.
AL574991.
AL576223.
AL570884.
AL570428.
AL576603.
AL575425.
AL576340.
BM555842.
AL553095.

WHWWNWWWW

Query
B0228162.
AL574991.
AL576223.
AL570884.
AL570428.
AL576603
AL575425.
AL576340.
BM555842.
AL553095.

WP WWNWWWW e

Query
B0228162.
AL574991.
AL576223.
AL570884.

wwwe

AGENCOURT_7258587 NIH_MGC_71 Homo sapiens cDNA clon...

AL574991 Homo
AL576223 Homo
AL570884 Homo
AL570428 Homo
AL576603 Homo
AL575425 Homo
AL576340 Homo
AGENCOURT_6544353 NIH

123
25

911
911
918
916
912
930
915

917

273
174
762
762
769
767
769
780
773
133
768

423
324
612
612
619
617
619
630
623
283
618

573
474
462
462
469

AAAGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATH

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA

 MGC_88 Homo sapiens cDNA clon...
AL553095 Homo sapiens PLACENTA COT 25-NORMALIZED Ho.. .

Q

oT
coT
coT
coT
coT
coT
coT

25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED

Score
(Bits)

1707
1676
1661
1655
1655
1652
1644
1642
1639
1615

Value

coooocoococoo

-

coooocoococoo

E

Max
ident

99%
100%
99%
99%
99%
99%
99%
99%
99%
98%

TCAGAGACATTAACAGGGTCTACAGAGAGG

CTG.

TCTGGCC

G

C

T

CCTC.

CACATCTGGAGATTTTCG

1231

17
23

272
173
763
763
770
768
770
781
774
132
769

422
323
613
613
620
618
620
631
624
282
619

572
473
463
463
470
468
470
481
474
432
469

722
623
313
313
320



AL570428.3 467 318
AL576603.2 469 320
AL575425.3 480 331
AL576340.3 473 324
BM555842.1 433 .. 582
AL553095.3 468 v. 319
Query 723 872
B0228162.1 624 774
AL574991.3 312 163
AL576223.3 312 163
AL570884.3 319 170
AL570428.3 317 168
AL576603.2 319 170
AL575425.3 330 181
AL576340.3 323 174
BM555842.1 583 732
AL553095.3 318 169
Query 873 GGATTACAGTGTAGCTACCTACATGCTGAAARAATATAGCCTTTAAATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT. TGTTTTCCCCAAACCAT. CCCTAT. GTTGTTCTAGT. T. T 1022
BO22B162.1 775 4eee et et et e e e et et et e e et et e e et e e et et e et e e e e e e e e e e e e e e e e e Guvevrnenns 925
\
|
G
AL574991.3 162 13
AL576223.3 162 13
AL570884.3 169 18
AL570428.3 167 18
AL576603.2 169 19
AL575425.3 180 31
AL576340.3 173 23
BM555842.1 733 888
AL553095.3 168 18
|
N
Query 1023 GAGAAAGATGTCTATGTAGCTGAARAATAARAATGACGTC 1060
BO22B162.1 926 4ttt et e e e 965
\ \
| |
G A
AL574991.3 12 1
AL576223.3 12 1
AL570884.3 17 1
AL570428.3 17 1
AL576603.2 18 1
AL575425.3 30 17
AL576340.3 22 5
BM555842.1 889 922
AL553095.3 17 1
Query= T3-20 [organism=Homo sapiens] anxal
Length=1346
Score E Max
Sequences producing significant alignments: (Bits) Value ident
B0228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1607 0.0 993
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1583 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1581 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1580 0.0 100%



AL574991.3
BM555842.1
AL570428.3
AL570884.3
AL575425.3
BE614257.1

ALIGNMENTS

Query
B0228162.
AL576603.
AL576340
AL576223.
AL574991
BM555842.
AL570428
AL570428.
AL570884
AL575425.
AL575425
BE614257.

FPLUWwwwwe wwwh =

Query
B0228162.
AL576603.
AL576340.
AL576223.
AL574991.
BM555842
AL570428.
AL570884
AL575425.
BE614257

FPLwwewwwN =

Query
B0228162.
AL576603.
AL576340
AL576223.
AL574991.
BM555842.
AL570428.
AL570884.
AL575425.
BE614257

FPLWwwewwwN =

Query
B0228162.
AL576603
AL576340.
AL576223
AL574991.
BM555842
AL570428.
AL570884
AL575425.
BE614257

FLwwwEWwwwh e

Query
B0228162.
AL576603.
AL576340.
AL576223.
AL574991.
BM555842.
AL570428
AL570884.
AL575425
BE614257.

FPLwwwEwwwh e

Query
B0228162.

-

AL576603.2
AL576340.
AL576223.3

w

AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AGENCOURT_6544353 NIH_MGC_88 Homo sapiens cDNA clon...
AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
601504294T1 NIH _MGC_71 Homo sapiens cDNA clone IMAG...

324 TCTAACTAAGCG CAATGCACAGCGTCAACAGATCAAAGCAGCATATCTCCAGG.

79
864
868

1576 0.0 100%
1570 0.0 99%
1559 0.0 99%
1555 0.0 99%
1543 0.0 99%
1528 0.0 99%
CAGG: GCCCCTGGATG. CACTGAAG

GCCCTTACAGGTCACCTTGAGGAGGTTGTTTTAGCTCTGCTARARACARAGARATCAGA

624 TCAGATGCCAGGGCCTTGTATGAAGCAGGAG, GGAG GGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTAAGCATGACATGAACARA

244
699
703
692
692
203
697
699
710
712

774
394
549
553
542
542
353
547
549
560
562

924
544
399
403
392
392
503
397
399
410
412

1074 TGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTARATAGGAAAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAARAARATATAGCCTTTAAATCATTTTTATATTATAACTCTGTA

694

623
243
700
704
693
693
202
698
700
711
713

773
393
550
554
543
543
352
548
550
561
563

923
543
400
404
393
393
502
398
400
411
413

1073
693
250
254
243
243
652
248
250
261
263

1223
844

100
104
93



AL574991.
BM555842.
AL570428.
AL570884.
AL575425.
BE614257.

Pwww e w

Query
BQ228162.1

AL576603.2

AL576340.

w

AL576223.3
AL574991.
BM555842.

W

AL570428.
AL570884.

ww

AL575425.
BE614257.

W

Query= T4-1

Length=1226

242
653 .
247
249
260
262
1224 CAATACATGAG. GATGTCTATGTAGCTGAAAATAARATGACGTC 1341
845 965

| | |

G G A
99 1
103 5
92 1
92 1
803 922
97 1
99 1
110 17
112 6

8 [organism=Homo sapiens] anxal

Score E Max
Sequences producing significant alignments: (Bits) Value ident
CB306442.1 UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c... 1295 0.0 100%
CR447733.1 UI-H-EI0-ayf-a-16-0-UI.sl NCI_CGAP_EIO Homo sapiens... 1295 0.0 100%
CR447223.1 UI-H-EI0-ayd-b-19-0-UI.sl NCI_CGAP_EI0 Homo sapiens... 1295 0.0 100%
CR419844.1 UI-H-FHO-bcm-d-16-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1295 0.0 100%
CR417462.1 UI-H-FEO-bbw-c-13-0-UI.sl NCI_CGAP_FEO Homo sapiens... 1295 0.0 100%
CRA415613.1 UI-H-EZ0-bay-p-10-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1295 0.0 100%
CR414702.1 UI-H-EZ0-bar-e-18-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1295 0.0 100%
BU633206.1 UI-H-FL1-bgt-£-12-0-UI.sl NCI_CGAP_FLl Homo sapiens... 1295 0.0 100%
BQ776306.1 UI-H-FHO-bcn-i-12-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1295 0.0 100%
BQ775850.1 UI-H-FHO-bcg-g-15-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1295 0.0 100%
ALIGNMENTS
Query 526 GTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGARATACACCAAGTACAGTAAGCATGACATGAACAAAGTTCTGGACCTGGAGTTGAAAG
CB306442.1 719
CRr447733.1 719
CRr447223.1 719
Cn419844.1 719
Cr417462.1 716
CR415613.1 721
CR414702.1 721
BU633206.1 719
BQ776306.1 719
BQ775850.1 716
Query 676
CB306442.1 569
CR447733.1 569
CRr447223.1 569
Cr419844.1 569
CR417462.1 566
CRA415613.1 571
CA414702.1 571
BU633206.1 569
BQ776306.1 569
BQ775850.1 566

93
802
98
100
111
113

675
570
570
570
570
567
572
572

567



Query 826 TGRATGATATCAARAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGARACCARAGGAGATTATGAGAARATCCTGGTGGCTCTTTGTGGAGGARACTARACATTCCCTTGATGGTCTCAAGCTATGATCA 975

CB306442.1 419 270
CA447733.1 419 270
CA447223.1 419 270
CA419844.1 419 270
CA417462.1 416 267
CA415613.1 421 272
CA414702.1 421 272
BU633206.1 419 270
BQ776306.1 419 270
BQ775850.1 416 267
Query 976 1125
CB306442.1 269 120
CRA447733.1 269 120
CRA447223.1 269 120
CA419844.1 269 120
CA417462.1 266 117
CA415613.1 271 122
CA414702.1 271 122
BU633206.1 269 120
BQ776306.1 269 120
BQ775850.1 266 117
Query 1126 TAAAAATGTTTTCCCCAAACCATAAAACCCTATACAAGTTGTTCTAGTAACAATACATGAGAAAGATGTCTATGTAGCTGAARATARAATGACGTCACAAG 1226
CB306442.1 119  ..... e NP £
CA447733.1 119 19
CA447223.1 119 19
CA419844.1 119 19
cA417462.1 116 16
CA415613.1 121 21
CA414702.1 121 21
BU633206.1 119 19
BQ776306.1 119 19
BQ775850.1 116 16
Query— T5-22 [organism—Homo sapiens] anxal
Length=1238

Score E Max
Sequences producing significant alignments: (Bits) Value ident
CA446942.1 UI-H-EDO-aya-g-19-0-UI.sl NCI_CGAP_EDO Homo sapiens... 1260 0.0 100%
CA442733.1 UI-H-DPO-avr-a-19-0-UI.sl NCI_CGAP_Fsl Homo sapiens... 1260 0.0 100%
CA419750.1 UI-H-FHO-bcm-0-09-0-UI.sl NCI_CGAP FHO Homo sapiens... 1260 0.0 100%
CA418232.1 UI-H-FHO-bcf-0-06-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1260 0.0 100%
CA418210.1 UI-H-FHO-bcf-i-22-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1260 0.0 100%
BU615320.1 UI-H-FHO-bcj-e-10-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1260 0.0 100%
BQ774950.1 UI-H-FHO-bcd-n-16-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1260 0.0 100%
BQ774641.1 UI-H-FHO-bcc-1-13-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1260 0.0 100%
BQ774017.1 UI-H-FHO-bce-a-18-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1260 0.0 100%
BQ773942.1 UI-H-FHO-bce-c-05-0-UI.sl NCI_CGAP FHO Homo sapiens... 1260 0.0 100%
ALIGNMENTS
Query 557 GAGAARAGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGARATACACCAAGTACAGTAAGCATGACATGAACARAGTTCTGGACCTGGAGTTGARAGGTGACATTGAGAAA 706
CRA446942.1 705 556
CA442733.1 705 556
CA419750.1 705 556
CA418232.1 705 556
CA418210.1 702 553
BU615320.1 705 556
BQ774950.1 705 556
BQ774641.1 705 556
BQ774017.1 702 553
BQ773942.1 705 556
Query 707 856
CRA446942.1 555 406
CA442733.1 555 406
CA419750.1 555 406
CA418232.1 555 406
CA418210.1 552 403
BU615320.1 555 406
BQ774950.1 555 406
BQ774641.1 555 406
BQ774017.1 552 403
BQ773942.1 555 406

Query 857 GCATTCTATCAGARAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGAAACCARAGGAGATTATGAGARAATCCTGGTGGCTCTTTGTGGAGGARACTARACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTA 1006



CR446942.
CR442733.
CR419750.
CR418232.
CR418210.
BU615320.
BQ774950.
BQ774641.
BQ774017.
BQ773942.

N = = N S E S

Query
CRA46942.
CR442733.
CR419750.
CR418232.
CR418210.
BU615320.
BQ774950.
BQ774641.
BQ774017.
BQ773942.

N = = WS

Query
CR446942.
CR442733.
CR419750.
CR418232.
CR418210.
BU615320.
BQ774950.
BQ774641.
BQ774017.
BQ773942.

N =

Query= T6-1

Length=2854

Sequences p.

AL544959.3
BX438944.2
AL551427.3
AL540651.3
AL551980.3
AL544231.3
AL541874.3
BU902298.1
BU508007.1
AL553114.3

ALIGNMENTS

Query
AL544959.
BX438944.
AL551427.
AL540651.
AL551980.
AL544231.
AL541874.
BU902298.

FPLowwwwhw

BU508007.

-

AL553114.3

Query
AL544959.
BX438944.
AL551427.
AL540651.
AL551980.
AL544231.
AL541874.

WWwWwWwwN W

405
405
405
405
402
405
405
405
402
405

1007 TATATTTTCATCCTATAAGCTTARATAGGAAAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAAAAATATAGCCTTTAAATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTTAAAARATGTTTTCC

255
255
255
255
252
255
255
255
252
255

1157 CCARACCATAARACCCTATACAAGTTGTTCTAGTAACAATACATGAGAAAGATGTCTATGTAGCTGAAAATAAAATGACGTC 1238

105
105
105
105
102
105
105
105
102
105

4 [organism=Homo sapiens] anxal

roducing

AL544959
BX438944
AL551427
AL540651
AL551980
AL544231
AL541874

significant alignments:

Homo
Homo
Homo
Homo
Homo
Homo
Homo

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA

COT 25-NORMALIZED
Homo sapiens CDNA
COT 25-NORMALIZED
Homo sapiens cDNA
COT 25-NORMALIZED
COT 25-NORMALIZED
Homo sapiens CDNA

cl...

AGENCOURT_10127317 NIH_MGC_71 Homo sapiens cDNA clo...
AGENCOURT_10128424 NIH_MGC_71 Homo sapiens cDNA clo...
AL553114 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...

151
143
134
136
152
153
152
126

Score
(Bits)

1701
1698
1696
1692
1687
1685
1683
1683
1681
1677

E Max
Value ident

100%
100%
100%
100%
100%
100%
100%
99%

100%
99%

coooocoocoocoo
coooococoococoo

GACACTTTTTC.

24
24
24

TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAAAATGAAGAGCAGGAATATGTTCAAACTGTGA

256
256
256
256
253
256
256
256
253
256

1156
106
106

150
142
133
135
151
152
151
125
164

256

300
292
283
285
301
302
301
275



BU902298.
BU508007.
AL553114.

Query

AL544959.
BX438944.
AL551427.
AL540651.
AL551980.
AL544231.
AL541874.

BU902298

BU508007.

AL553114

Query

AL544959.

BX438944

AL551427.

AL540651

AL551980.

AL544231

AL541874.

BU902298

BU508007.
AL553114.

Query

AL544959.
BX438944.

AL551427

AL540651.

AL551980

AL544231.

AL541874

BU902298.

BU508007

AL553114.

Query

AL544959.

BX438944.
AL551427.
AL540651.
AL551980.
AL544231.
AL541874.
BU902298.

BU508007

AL553114.

Query

AL544959.
BX438944.

AL551427

AL540651.

AL551980

AL544231.

AL541874

BU902298.

BU508007

AL553114.

Query
Query
Query
Query
Query
Query
Query

Query

WHRPWWWWw W W WRRPWOWWWWN W

WHRPOWWWWN W

WHERPOWWWwWN

WREPWWWWWwN W

w e

165
132
257

301
293
284
286
302
303
302
276
315
282
407

451
443
434
436
452
453
452
426
465
432
557

601
593
584
586
602
603
602
576
615
582
707

751
743

734
736
752
753
752
726
765
732
857

901
894
884
886
902
903
901
876
915
882
1004

1051

1201

1351

1501

1651

1801

1951

2101

TCTGGC

TTATTTGTAG. GAACAG. CCTCATGTTGTTTGAAAATCTCACATTTAATATCTTCCCATTAATGAGAAT

CATTGTTCTATTTGATG. GAGGTAATACACTACTTCTCAGAAT. CTTCTGTTAGATTCGGTGCtttttt tACAGATGAGAT TGTARAGTGAGCTGTAAGTGATTTACGGCTCACTTGTGATTTGCTTAAAACATGTGTCACCACGG

AAGGTGATGTACTTTCTTTTTAACGTGTAATTTTAGTGGCCTACTTCCTCTAAGGT TGTGAGTTTTATAATCTCCCACTTTATGAGTCTGATTTGTTGTTTTATTAT TCTGTCTTTTATGCCACAGATTAATAGT TGAAACTTTGARATG
TCATTCTATGATTAAGGATGTAGAATGATGTATT TGAGATCAACTATGTCACTTTAACTTTACTGTCTGACATGCATGGTATTATACAAGGTACCTCTTCTATTCTGACATTTTGAGCCCACARATGAATAGTTATGAAGTTATCTTCCT
TTTTCTTTGCAGCTCCAARATAAGGAGGTTTTCagagagagagagaBAGARAGATCTAACtatttgaataatatgaaggaatattttgaatatatatgaataatttgaataatatgaaatgataGACATGCTAGGTACTGCTCTGTAGTG

GTTAGCATAGTTGCTGCCCCTTTCTGCCATAGTCTAGTGTGATATTTCGTTGGGTAATGATGAATACCTGGTGCCATGGAAGAGAAAAGTGGACATATACTCCAGACTTTGGARATCCAGGTAGCATTGCTGTCAGCTARATARCACCTG

AAGTTTAAATAGAAATGAGCAGATGAGGGCAAGAGTGGAAGAGATGGGATAAAGCAAGGGTGGTCCAAGAGGAAGAAGTAACCCACACACAGGCTTGAAGGC GGTAACATAACCTTCTCAAGACAGTAAGTATAGAGTGATGGTGC
ACACTGGAAGAGATGGTAGAATTAGGCAGGATATTGTAAGCCTTGAAARAGAATTAGGCAGGATATCGGAAGCCCTGATTAGATTCTATCCTAAGAGCAACAGAAGATCACTGACAGTGTTTTAATAGATAGACTAGTTTATTAGATTTG

CAGTTTAGAAGTTCCLEEtttEGTAATTATTGGACAGTGTAGAGACCGGATGGTGAGAGATGAGT TAGGAAGT TGTGACAGCTCTCTATACCTACCGCTAATGTAGAGGATTATTTATTTTCATTTCATTACCATTCGTGTAAGgtgtgt

314
281
406

450
442
433
435
451
452
451
425
464
431
556

600
592
583
585
601
602
601
575
614
581
706

750
742
733
735
751
752
751
725
764
731
856

900
893

883
885
901
902
900
875
914
881
1003

1050
929
919
921
937
938
936
911
950
916
1036

1200

1350

1500

1650

1800

1950

2100

2250



Query
BX438944.
AL544231.
AL541874.
BU508007.

Query
BX438944.2

AL544231.3
AL541874.
BU508007.

W

Query
AL544231.3
BU508007.

=

Query= T7-3

Length=2231

2251
919
936
911
916

2401
927

944
919
924

2551
1087
1077

gtgtgtgtgtgtgtgtgtgtgtgtgt ATAGCTAGTTTCTCTATAG TTATAT! T. TTCACTTTAAATTCATGTTTTAATGAGAGTATTTCTGAATATGAGACACTTACCCTCATTTATTTTGGCCAGGGTGTTGG
. K. ..

AACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAAT
Rociiiiiinaan. St ittt et it e i e e e e

GATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGAAACCAAAGGAGATTATGAGAAAATCCTGGT
D 4 W..KI Y...

....... R-. D-.Y.......

GGCTCTTTGTGGAGGAARACTAAACATTCCCTTGATGGTCTCAA 2593
AAAAAAA K-...R.... 1102
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA C.o.ovv.Cun. 1123

[organism=Homo sapiens] anxal

Score E Max
Sequences producing significant alignments: (Bits) Value ident
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1849 0.0 99%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1810 0.0 98%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1807 0.0 98%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1792 0.0 97%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1788 0.0 98%
AL553095.3 AL553095 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1762 0.0 97%
BX417009.2 BX417009 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1748 0.0 993
B0228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1731 0.0 993
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1729 0.0 97%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1655 0.0 99%
ALIGNMENTS
Query 13 TCAGAGAAGAATTTCTCTTTAGTTCTTTG T T, TTTTT TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAAAATGAAGAGCAGGAATATGTTCAAACTGTGAAGTCATCCAAAG
S 10T 1=
Query 163 GTGGTCCCGGATCAGCGGTGAGCCCCTATCCTACCTTCAATCCATCCTCGGATGTCGCTGCCTTGCATAAGGCCATAATGGTTAAAGGTGTGGATGAAGCAACCATCATTGACATTCTAACTAAGCGARACAATGCACAGCGTCAACAGA
S 1oL S - 5
Query 313 TCAAAGCAGCATATCTCCAGGAAACAGGAAGGTAAGTTAGAGTGGTAAATTTAGATATTTAATTTCAGCATAGTTATACTTAACCATGGATTCGGAAGCACAGTTACCTAGTTCTTTAAGGTTCTAACCACTGTTTTCTCATTACATCTA
BX417009.2 301 e .. ..

|
A

Query 463 TGATTGGGAT TGCAGTGTTTATCCACTTTGTTGCAATTTAATCAATTTTATCAAATTTCCTATTTTTATACATTAGTCATCTTGGTGTATATTGTTTGCAGATGTGGTGCTCTGGGGACARATTTTTAATTTGAACGTARACATCGAGAT
BXAL7009.2 852 4ttt ettt et et e e e et e e et e e e et e e et e e et e e et e e e et e e e e e e e e e e e e e
Query 613 TGCTGCTGTCAATAARAGAATATGGTCTGATTGAAATGTACTAATATTTAAACTGAACTGTTTAATGCCTAAATTTTATATATAATTCTACTTT. TAAGCCTTATGTCTTTTATACCAAATATGAGTAGTTTTCTAAAGCAATGARA
BXAL7009.2 602 4t ee ettt et et e et e et e e e e et et e e et et e e et et e et e e et e e et et e e e e et e e e et e e e e e e e
Query 763 TTAGAAARACTATATAATTTCAGTATCTGATTATACTGCTTGTTATTTGAGAAGTAC. CCTCi GATTGG. CATGAATATATTATTTTAAAAGTAATTTTACTTCTGTTTTCTGTTAGCACACAGTCCTCTGTGTTTTGATCTTTG
I Lo L= e -
Query 913 TGATTTCTCCCCTGTGTATAAGATTACTAACCCTATGCTTTAAGAAGTTATTGATGAATTCAGTAAATTTTATTTTAATCCCTCTAGATCT TAAGATAATGTTTC. TATTTGGTACACTTTGTATGTGAAGGGAAGAAGC
BX417009.2 902  ........ BN e e e P e -
Query 1063
AL570428.3 1026
AL574991.3 1017
AL576223.3 1018
AL570884.3 1030
AL575425.3 1037
AL553095.3 1020
AL576340.3 1011

2400
926
943
918
923

2550
1030

1086
1029
1075

162
150

312
300

462
451

612
601

762
751

912
901

1062
969

1212
997
990
988
999

1010
994
987



Query

AL570428.

AL574991

AL576223.

AL570884

AL575425.
AL553095.
B0228162.
AL576340.
AL576603.

Query

AL570428.

AL574991

AL576223.

AL570884

AL575425.

AL553095

B0228162.

AL576340

AL576603.

Query

AL570428.
AL574991.
AL576223.
AL570884.
AL575425.
AL553095.
B0228162.

AL576340

AL576603.

Query

AL570428.
AL574991.

AL576223

AL570884.

AL575425

AL553095.

B0228162

AL576340.

AL576603

Query

AL570428.
AL574991.
AL576223.
AL570884.
AL575425.
AL553095.

B0228162

AL576340.

AL576603

Query

AL570428.

AL574991

AL576223.

AL570884

AL575425.

AL553095

B0228162.

AL576340.
AL576603.

Query

AL570428.
AL574991.

AL576223

AL570884.

AL575425.
AL553095.

NWEWWwWwwww NWRWWwWwWwww NWEWWwwwww NWEWWwWwwww NWHWWWwwww

Pwwwwww

w

1213 CAGGTCACCTTGAGGAGGTTGTTTTAGCTCTGCTARARACTCCAGCGCAATTTGATGCTGATGAACTTCGTGCTGCCATGAAGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACTAACAAAGAAATCAGAG 1362

996 M 847
989 842
987 842
998 849
1009 860
993 848
12 94
986 R I I I R LR 853
917 - 849
1363 ACATTAACAGGGTCTACAGAGAGG. CCTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATT 1512
846 .R 697
841 692
841 692
848 699
859 710
847 698
95 244
852 703
848 699
1513 CAGATGCCAGGGCCTTGTATGAAG! GTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGARATACACCAAGTACAGTAAGCATGACATGAACARAG 1662
696 547
691 542
691 542
698 549
709 560
697 548
245 394
702 553
698 549

1663 TTCTGGACCTGGAGTTGAAAGGTGACATTGAGARATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCARACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGARAGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGG 1812

546 397
541 392
541 392
548 399
559 410
547 398
395 544
552 403
548 399

1813 TTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGAAACCAAAGGAGATTATGAGAARATCCTGGTGGCTCTTTGTGGAGGAAACTARACATTCCCTT 1962

396 L.l . . .. . . .T 247
391 242
391 242
398 249
409 260
397 248
545 694
402 253
398 249

1963 GATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAAATAGGAAAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAAARAATATAGCCTTTARATCATTTTTATATTATAACTCTGTAT 2112

246 97
241 92
241 92
248 99
259 110
247 98
695 845
252 103
248 99
2113 AATAGAGATAAGTCCATTTTTTAARAARATGTTTTCCCCAAACCAT, CCCTAT. GTTGTTCTAGT. T, T TGTCTATGTAGCTGAAAATAAAATGACGTC 2229

96 1

91 1

91 1

98 1

109 17

97 1




BO228162.1 846 ittt Gat et ittt ittt i it e et e 965
\ \ \
| | |
G G A
AL576340.3 102 ittt it et e e e e e e e et ee e e 5
\
|
N
AL5T6603.2 98 ittt ea e B e 1
\
|
o}

Query= T9-9 [organism=Homo sapiens] anxal

Length=2698

Score E Max
Sequences producing significant alignments: (Bits) Value ident
AL553114.3 AL553114 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1604 0.0 100%
AL544959.3 AL544959 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1594 0.0 1003
BM458053.1 AGENCOURT_ 6411336 NIH MGC_71 Homo sapiens cDNA clon... 1589 0.0 99%
BX438944.2 BX438944 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1587 0.0 1003
AL551427.3 AL551427 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1585 0.0 1003
BU902298.1 AGENCOURT_10127317 NIH MGC_71 Homo sapiens cDNA clo... 1585 0.0 1003
AL544231.3 AL544231 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1581 0.0 100%
AL540651.3 AL540651 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1581 0.0 1003
AL553679.3 AL553679 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1578 0.0 99%
AL553164.3 AL553164 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1576 0.0 100%
ALIGNMENTS
Query 1 AGTGTGAAATCTTCAGCAGAAGAATTTCTCTTTAGTTCTTTGCAAGAAGGTAGAGAT. GACACTTTTTC. TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGARAATGAAGAGCAGGAATATGTTCARACTGTG 150
AL553114.3 107 O, RN PO 1-1:
AL544959.3 1 141
BM458053.1 11 159
BX438944.2 1 132
AL551427.3 4 134
BU902298.1 24 163
AL544231.3 19 150
AL540651.3 19 150
AL553679.3 1 141
AL553164.3 22 151
Query 151 300
AL553114.3 256 405
AL544959.3 142 291
BM458053.1 160 309
BX438944.2 133 282
AL551427.3 135 284
BU902298.1 164 313
AL544231.3 151 300
AL540651.3 151 300
AL553679.3 142 291
AL553164.3 152 301
Query 301 450
AL553114.3 406 . . . 555
AL544959.3 292 441
BM458053.1 310 459
BX438944.2 283 . . 432
AL551427.3 285 434
BU902298.1 314 463
AL544231.3 301 . . 450
AL540651.3 301 450
AL553679.3 292 440
AL553164.3 302 . . 451
Query 451 TCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCCARAGACATAACCTCAGACACATCTGGAGAT 600
AL553114.3 556 705
AL544959.3 442 591
BM458053.1 460 609
BX438944.2 433 582
AL551427.3 435 584
BU902298.1 464 613
AL544231.3 451 600




AL540651.
AL553679.
AL553164.

Query

AL553114.
AL544959.
BM458053.

BX438944

AL551427.

BU902298

AL544231.

AL540651

AL553679.

AL553164

Query

AL553114.
AL544959.

BM458053.

BX438944.
AL551427.
BU902298.

AL544231

AL540651.
AL553679.

AL553164.

Query
Query
Query
Query
Query
Query
Query
Query

Query

AL544959.
BX438944.

AL551427

BU902298.

AL544231

AL540651.
AL553164.

Query

AL544959.
BX438944.

AL551427.
BU902298.

AL544231.

Query

BU902298.

AL544231.

WWWWE WN - W

WWwwewN

WWwWwR W W

ww
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W
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451
441
452

601
706
592
610
583
585
614
601
601
591
602

751
856
742

W

TB0 e i et ittt ittt ittt ittt et et e et e e e

733
735
764
751
751
741

901 AGTTTTCTAACTAGAAATTGTATTTTCARAGCTATCCTATACTTaacaagaacaacagcaacaaaaccaataaaagaaaacaaaaaacaaTCAGAAGTAGTGCATCTGTTTCAATTGAAGCAACGTARAAGATTGGCAAAGTACTATAAC
1051 CTTAATAACAATAGATATTATTCCCCTTTTCAARAATAGAGAGAGATAGACTATACTTATTGAGCACCTACTTATATCAAACAATGTACCAGGCTGGGCACACCACAGAGGCAATTCAGAATGGTCACTGAGAGCATGGGATCTGGRATA
1201 AATGTAACATCTGGATAAATGTAACTTCAAGTCCTGGTCTACTGCTTGTTAATTGTACAATCTTGGGCAGGTCCAGGAGAGTCTGATTCAGTGGGTCCGAGTTGGCCTCTARARATCGGTACTTTTTAAAGATCTCCCAGGTTATTCAGA
1351 CAACCATCAGGGTTGGGGAACCTATGTTCTCAAGCAGTGTTTCTCATTCATGACTATGCACTTGAATCCCCTGGAAAGCTTGTTAARATGCAGATTCTGATTCCCCAGGTCTGGGGTGGAGCTTAGATTCTGCTTTTCTAACAAGCTCCC

1501 CATTGATGCCAATGCTGTTGGTCCATAGATCTCGACAAGATGAAGAACACTATGAACTGGAATGTGCTAGTATTATTTGGGTTCTGTTTTATATTTAAGCCCATCCTATCCCAGAGttttttecttcatttattcatttatttttacttat

1651 ttgtttGTGCAACTCTTACTTTAGACACAGAGGTACATGTGCACGTTTGTTCCATGGGTGTTCTGCACTCAGGCAGTGAGCATAGTACCCAATAAGTAGTTTTTTGACCAATGCCCCTTCTCTCCCTGCCCTCTCTAGTAGTCTGCAGTG

1801 TCTGTTGTTCATAGGGTGTTCTTTTTARATGTTCTTATAGTAACAT, T. GTATTTACATAGGCTTGAACACCTAGTGGCTTCTCCACTCCCAAGGAGAATATATGTTGGATAGCGCARACTACTGAAGTTGCTCTTGAGATGTATT

1951 TAAGGTAAT, aaaTTGATCGTCAGGG GAATATTCAAAACCACCATCTAGAGAGTCACAAATACCTTCTCAGAAGTTAACTGCCCTATATTGGGAGATGAGAGGTGAAGAATGATGATGAGGGATAGAACACTGTTGGCARRAAT

2101 TCTATATTTCCTGTTTCTTTCATATGGATATTTCATTTTTTCATGGTAAATACATCAACTAAAATTTTCTTCTCTAACAGTGAAGTGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGARAGGTGTTGGAAC
869 R . LML M

859
861
894
877
877
877

2251 TCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGARACCAAAGGAGATTATGAGARAATCCTGGTGGC
940
930

947

2401 TCTTTGTGGAGGARACTAAACATTCCCTTGA 2431
1118 ... F O 1152

1102

600
590
601

750
855
741
759
732
734
763
750
750
740
751

900
981
869

889

859
861
890
877
877
869

1050
1200
1350
1500
1650
1800
1950
2100
2250
939
929
930
960
946
937
936
2400

983
1030

1038
1116

1089



Query= T10-C* [organism=Homo sapiens] anxal

Length=1518

Score E Max
Sequences producing significant alignments: (Bits) Value ident
AL542692.3 AL542692 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1914 0.0 98%
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1910 0.0 98%
BU508007.1 AGENCOURT_ 10128424 NIH MGC_71 Homo sapiens cDNA clo... 1858 0.0 98%
AL544231.3 AL544231 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1834 0.0 98%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1831 0.0 98%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1825 0.0 97%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1810 0.0 98%
AL541874.3 AL541874 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1792 0.0 99%
DC631365.1 DC631365 macaque bone marrow cDNA library QbmA Maca... 1788 0.0 94%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1788 0.0 98%
ALIGNMENTS
Query 1 AGTGTGARATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGCAAGAAGGTAGAGATARAGAGTCTTGTTATGTCGCCCAGGATGGAGTGTAGTGGTACAATCTCGGCTCACTGCAGCCTCCGCCTCTTCCTGGGTTCAAGTGATTCTCCT 150
AL542692.3 19 151
BU508007.1 1 41
AL544231.3 19 62
AL541874.3 1 36
DC631365.1 1 60
Query 151 300
AL542692.3 152 301
BU508007.1 36 160

|
N

AL544231.3 57 180
AL541874.3 31 154
DC631365.1 55 A A 178
Query 301 450
AL542692.3 302 451
AL570428.3 1088 1041
BU508007.1 161 310
AL544231.3 181 330
AL576223.3 1050 1030
AL570884.3 1059 1045
AL541874.3 155 304
DC631365.1 179 328
Query 451 600
AL542692.3 452 B e . P P PO 601
AL570428.3 1040 893
BU508007.1 311 460
AL544231.3 331 480
AL576223.3 1029 888
AL570884.3 1044 895
AL574991.3 1017 888
AL541874.3 305 454
DC631365.1 329 478
AL575425.3 1037 206
Query 601 750
AL542692.3 602 751
AL570428.3 892 743
BU508007.1 461 610
AL544231.3 481 630
AL576223.3 887 738
AL570884.3 894 745
AL574991.3 887 738
AL541874.3 455 604
DC631365.1 479 . F e 628
AL575425.3 905  ..... e R e Reeenan. J F F O -1
Query 751 GGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG! GGGGACAGACGTAARACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGA 900
AL542692.3 752  .eeiiiininnn.n. P N P [ X
AL570428.3 742 593
BU508007.1 611 760
AL544231.3 631 780
AL576223.3 737 588
AL570884.3 744 595




Query 1051 ATGAAAGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGARACCAAAGGAGATTAT

AL574991.3 737
AL541874.3 605
DC631365.1 629
AL575425.3 755
Query 901
AL542692.3 902
AL570428.3 592
BU508007.1 761
AL544231.3 781
AL576223.3 587
AL570884.3 594
AL574991.3 587
AL541874.3 755
DC631365.1 779
AL575425.3 605
AL542692.3 1053 G. M- ..S.-
AL570428.3 442

BU508007.1 910

AL544231.3 930
AL576223.3 437
AL570884.3 444
AL574991.3 437
AL541874.3 905
DC631365.1 929
AL575425.3 455
Query 1201
AL570428.3 292
BU508007.1 1062
AL544231.3 1075
AL576223.3 287
AL570884.3 294
AL574991.3 287
DC631365.1 1071
AL575425.3 305
Query 1351
AL570428.3 142
AL576223.3 137
AL570884.3 144
AL574991.3 137
DC631365.1 1197

AL575425.3 155
Query= T11-16 [organism=Homo sapiens] anxal

Length=1927

Sequences producing significant alignments:

BX417009.2 BX417009 Homo sapiens PLACENTA Homo sapiens cDNA cl...
AU134300.1 AU134300 OVARC1 Homo sapiens cDNA clone OVARC100168...
AU138502.1 AU138502 PLACEl Homo sapiens cDNA clone PLACE100869...
CA421424.1 UI-H-EZ1-bbb-c-06-0-UI.sl NCI_CGAP_Ch2 Homo sapiens...
AI764962.1 wh57a06.x1 NCI_CGAP_Kidll Homo sapiens cDNA clone I...
BF107418.1 601824036F1 NIH _MGC_79 Homo sapiens cDNA clone IMAG...

Score
(Bits)

1753
1450
1315
1284
1205
1064

99%
99%
98%
100%
97%
98%

588
754
778
606

1050
1052

443
909
929
438
445
438
904
928
456

1200
1111
293

1061

1074
288
295
288
1029
1070

306

1350
143
1123

1102
138
145
138
1196

156



DB013065.1 DB013065 TESOP2 Homo sapiens cDNA clone TESOP200154... 1040 0.0 100%
DB328492.1 DB328492 PLACE6 Homo sapiens cDNA clone PLACE600972... 948 0.0 100%
BG231632.1 naf37c05.x1 Soares NPBMC Homo sapiens cDNA clone IM... 942 0.0 100%
BU674442.1 UI-CF-DUO-aab-j-09-0-UI.sl UI-CF-DUO Homo sapiens c... 935 0.0 100%
ALIGNMENTS
Query 1 AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGC. CTTTTTC. 150
BX417009.2 1 . el 138
AU134300.1 1 150
AU138502.1 1 150
BF107418.1 1 133
Query 151 300
BX417009.2 139 288
AU134300.1 151 300
AU138502.1 151 300
BF107418.1 134 283
Query 301 450
BX417009.2 289 438
AU134300.1 301 450
AU138502.1 301 450
BF107418.1 284 433
Query 451 600
BX417009.2 439 588
AU134300.1 451 600
AU138502.1 451 600
BF107418.1 434 579
DBE013065.1 1 62
Query 601 TARACATCGAGATTGCTGCTGTCAATAAAGAATATGGTCTGATTGAAATGTACTAATATTTARAACTGAACTGTTTAATGCCTAAATTTTATATATAATTCTACTTT. 750
BX417009.2 589 e e e e e e e e e e e e e e e e e e 738
AU134300.1 601 749
AU138502.1 601 760
| | |
G G C
|
T

BF107418.1 580  .T..AT........... TG..G....C.... 610
DBE013065.1 63 213

|

T
Query 751 TARAGCAATGAAATTAGAAAACTATATAATTTCAGTATCTGATTATACTGCTTGTTATTTGAGAAGTAC, CCTCi GATTGG. CATGAATATATTATTTTAARAGTAATTTTACTTCTGTTTTCTGTTAGCACACAGTCCTCTGT 900
BX417009.2 739 .. et FE 888
AU134300.1 750 798
AU138502.1 761 770
DB013065.1 214 363
Query 901 GTTTTGATCTTTGTGATTTCTCCCCTGTGTATAAGATTACTAACCCTATGCTTTAAGAAGTTATTGATGAATTCAGTAAATTTTATTTTAATCCCTCTAGATCTGGAAGGGT.: TAATGTTT! TATTTGGTACACTTTGTATGT 1050
BX417009.2 889 .. B e m W e .. 969
DBE013065.1 364 513
Query 1051 1200
DB013065.1 514 567
Query 1201 1350
cr421424.1 727 605
AI764962.1 731 586

|
G

Query 1351 CAAAGAAATCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCC. GACATAACCTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGA 1500
Cr421424.1 604 .. e F e . i 455
AI764962.1 585  .C.G. .. 437
DB328492.1 528 443
BG231632.1 525 443
BU674442.1 536 455
Query 1501 AGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG, 1650
Cr421424.1 454 .. e .. 305
AI764962.1 436 .. 287
DB328492.1 442 .. 293
BG231632.1 442 .. 293




BU674442.1 454

Query 1651 1800
CR421424.1 304 155
ATI764962.1 286 137
DB328492.1 292 143
BG231632.1 292 143
BU674442.1 304 155
Query 1801 ATCATATTTAATACATTTTGTGACTTGGGCATGTGGAACATAATTTTGTTATTTTCACTGCTTTTACTCCCCTARAAGATTTGGAATATGTGTGGG: GACATGCATAACA C. TGARATT 1927

CR421424.1 154 . .. . .. .. .. .. B .. . . .. . cee.. 28

AI764962.1 136 10

DB328492.1 142 16

BG231632.1 142 16

BU674442.1 154 28

Query= T12-2 [organism=Homo sapiens] anxal

Length=1027

Score E Max
Sequences producing significant alignments: (Bits) Value ident
CB306442.1 UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c... 1279 0.0 100%
CR447733.1 UI-H-EI0-ayf-a-16-0-UI.sl NCI_CGAP_EI0 Homo sapiens... 1279 0.0 100%
CR447223.1 UI-H-EI0-ayd-b-19-0-UI.sl NCI_CGAP_EIO Homo sapiens... 1279 0.0 100%
CR422748.1 UI-H-FLO-bdr-g-09-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1279 0.0 100%
CR419844.1 UI-H-FHO-bcm-d-16-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1279 0.0 100%
CR417462.1 UI-H-FEO-bbw-c-13-0-UI.sl NCI_CGAP_FEO Homo sapiens... 1279 0.0 100%
CRA415613.1 UI-H-EZ0-bay-p-10-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1279 0.0 100%
CR414702.1 UI-H-EZ0-bar-e-18-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1279 0.0 100%
BU633206.1 UI-H-FLl-bgt-£-12-0-UI.sl NCI_CGAP_FLl Homo sapiens... 1279 0.0 100%
BQ776306.1 UI-H-FHO-bcn-i-12-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1279 0.0 100%
ALIGNMENTS
Query 330 CAGG GACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGARATACACCAAGTACAGTAAGCATGACATGAACARAGTTCTGGACCTGGAGTTGARAGGTG 479
CB306442.1 716 ..G. FE i O e ieeeeaea.. 567
CRr447733.1 716 ..G. 567
CRr447223.1 716 ..G. 567
Cr422748.1 718 ..G. 569
Cr419844.1 716 ..G. 567
cr417462.1 713 ..G. 564
CR415613.1 718 ..G. 569
CRr414702.1 718 ..G. 569
BU633206.1 716 ..G. 567
BQ776306.1 716 .G. 567
Query 480 ACATTGAGARATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCARACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGARAGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGA 629
CB306442.1 566  teevnenninen.. e e P F N S i
CR447733.1 566 417
CR447223.1 566 417
CR422748.1 568 419
CRr419844.1 566 417
CR417462.1 563 414
CR415613.1 568 419
CR414702.1 568 419
BU633206.1 566 417
BQ776306.1 566 417
Query 630 779
CB306442.1 416 267
CR447733.1 416 267
CR447223.1 416 267
CRr422748.1 418 269
Cn419844.1 416 267
Cr417462.1 413 264
CR415613.1 418 269
Cr414702.1 418 269
BU633206.1 416 267
BQ776306.1 416 267
Query 780 929
CB306442.1 266 117
CR447733.1 266 117
CR447223.1 266 117
CR422748.1 268 119
Cr419844.1 266 117
CR417462.1 263 114
CR415613.1 268 119
CR414702.1 268 119




BU633206.1
BQ776306.

-

Query
CB306442.
CR447733
CR447223.
CR422748.
CR419844.
CR417462.
CR415613.
CR414702.
BU633206
BQ776306.

N = =y

Query= T13-

Length=1277

266
266

930 AAATGTTTTCCCCAAACCAT.

116
116
116
118
116
113
118
118
116
116

CCCTATAC

10 [organism=Homo sapiens] anxal

Sequences producing significant alignments:

BQ228162.1
AL574991.3
BM555842.1
AL576603.2
AL576223.3
AL570428.3
AL570884.3
AL576340.3
AL575425.3
AL553095.3

ALIGNMENTS

Query
B0228162.
AL574991.
BM555842
AL576603.
AL576223
AL570428.
AL570884
AL576340.
AL575425
AL553095.

WWWwWwWwWwN = W

Query
B0228162.
AL574991.
BM555842.
AL576603
AL576223.
AL570428
AL570884.
AL576340
AL575425.
AL553095

WWWWWwWwN =W

Query
B0228162.
AL574991
BM555842.
AL576603
AL576223.
AL570428.
AL570884.
AL576340.
AL575425.
AL553095.

WWWWWWN P W e

Query
B0228162.
AL574991.
BM555842
AL576603.
AL576223
AL570428.
AL570884
AL576340.
AL575425

WWWWwWwN P W

AGENCOURT_7258587 NIH_MGC_71 Homo sapiens cDNA clon...
AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AGENCOURT_6544353 NIH_MGC_88 Homo sapiens cDNA clon...

AL576603
AL576223
AL570428
AL570884
AL576340
AL575425
AL553095

Homo
Homo
Homo
Homo
Homo
Homo
Homo

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA

coT
coT
coT
oT
coT
coT
coT

Q

c 1027
19
19
19
21
19
16
21
21
19
19
Score E Max
(Bits) Value ident
1679 0.0 993
1648 0.0 100%
1639 0.0 993
25-NORMALIZED Ho 1635 0.0 99%
25-NORMALIZED Ho 1633 0.0 99%
25-NORMALIZED Ho 1631 0.0 99%
25-NORMALIZED Ho 1628 0.0 99%
25-NORMALIZED Ho 1624 0.0 99%
25-NORMALIZED Ho 1615 0.0 99%
25-NORMALIZED Ho 1587 0.0 98%
C. TCAG: CATTAACAGGGTCT: CTG: TCTGGCC. G. CCTC. C.

351 GATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACT.

501
190
746
149
753
746
751
753
757
764
752

651
340
596
299
603
596
601
603
607
614
602

801
490
446
449
453
446
451
453
457
464

TCTGGAGATTTTCGGAACGCTTTGCTTTCT

117
117

500
189
747
148
754
747
752
754
758
765
753

650
339
597
298
604
597
602
604
608
615
603

800
489
447
448
454
447
452
454
458
465
453

950
639
297
598
304
297
302
304
308
315



AL553095.

Query

B0228162.

AL574991.

BM555842

AL576603.

AL576223

AL570428.

AL570884

AL576340.

AL575425

AL553095.

Query

B0228162.

AL574991.
BM555842.

AL576603.

AL576223.
AL570428.
AL570884.

AL576340.

AL575425.
AL553095.

Query

B0228162.

BM555842.
AL576603.
AL570428.
AL570884.
AL576340.
AL553095.

Query= T14-11

Length=1348

Sequences producing

AL570428.3
AL576223.3
AL570884.3
AL574991.3
.3
3
1
1
3
2

AL575425

AL553095.
FS581262.
B0228162.
AL576340.
AL576603.

WWWWWWN W

w

-

N

w

w

w

w

-

1
2
3
3
3
3

ALIGNMENTS

Query
FS581262

.1

452

951
640

296
599
303
296
301
303
307
314
302

1101
791

146
749

146
151
153

157

164
152

1251
943

9
2
1
1
6
1

TAGCTGAAAATAAAATGACGTC

AL570428 Homo
AL576223 Homo
AL570884 Homo
AL574991 Homo
AL575425 Homo
AL553095 Homo

FsS581262

sapiens
sapiens
sapiens
sapiens
sapiens
sapiens

PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA
PLACENTA

1272
965

9.
1
1
1
5
1

[organism=Homo sapiens] anxal

significant alignments:

coT
coT
coT
coT
coT
oT

Q

25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED
25-NORMALIZED

macaque heart cDNA library QhtB Macaca fas...

AGENCOURT_7258587 NIH_MGC_71 Homo sapiens cDNA clon...
AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...

1
1

AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGC.

ACCTACATGCTGAAAAATATAGCCTTTAAATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT. TGTTTTCCCCAAACCAT. CCCTATACAAGTTGTTCTAGTAACAATACATGAG. GATGTCTATG

Score E Max
(Bits) Value ident

1908
1831
1825
1810
1788
1762
1742
1731
1729
1655

98%
98%
97%
98%
98%
97%
96%
99%
97%
99%

cooooooooo
cooooooooo

GGTAGAGATATAAGACACTTTTTC. TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAAAATGAAGAGCAGGAATATGTTCAARACTGTG

1100
790

147
748
154
147
152
154
158
165
153

1250
942

150



Query

AL570428.
AL576223.
AL570884.

AL574991.
AL575425.
AL553095.
Fs581262.

AL576340

Query

AL570428.

AL576223

AL570884.

AL574991

AL575425.

AL553095

Fs581262.

B0228162

AL576340.

AL576603

Query

AL570428.
AL576223.
AL570884.
AL574991.

AL575425

AL553095.

FsS581262

B0228162.

AL576340

AL576603.

Query

AL570428.
AL576223.

AL570884

AL574991.

AL575425

AL553095.

FsS581262

B0228162.
AL576340.
AL576603.

Query

AL570428.

AL576223

AL570884.

AL574991

AL575425.

AL553095

Fs581262.

B0228162

AL576340.

AL576603

Query

AL570428.

AL576223

AL570884.
AL574991.
AL575425.
AL553095.
FS581262.
B0228162.

AL576340

AL576603.

Query

AL570428.
AL576223.

AL570884

AL574991.

AL575425

AL553095.

FsS581262

DNWEPWWWwWwww NWHEPRWWWwww NWRRFEWWWwWwWww NWEFPWWWwWwww NWEPWWWwww

Pwwwwww

ww

W Wwww

151 AAGTCATCCAAAGGTGGTCCCGGATCAGCGGTGAGCCCCTATCCTACCTTCAAATCCATCATTTGAACATTGATCCTAACTAACTAAGCGAAACAATGCACAGCGTCAACAGATCAAAGCAGCATATCTCCAGGARACAGGARAAGCCCCT
1087 P R T. -.A..-
1050
1059

M.

219
728
724

751
572
567
574
567
585
573
746
369
578
574

901
422
417
424
417
435
423
896
519
428
424

1051 TTGTGGAGGAAACTAAACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAARATAGGAAAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAARAATATAGCCTTTAA
272
267
274
267
285
273
1039

300

1022
1012
1025

368
579
575

900
423
418
425
418
436
424
895
518
429
425

1050
273
268
275
268
286
274
1038
668
279
275

1200
123
118
125
118
136
124
1072



B0228162.

-

AL576340.3
AL576603.

N

Query
AL570428.
AL576223.
AL570884.

www

AL574991.3
AL575425.
AL553095.3

w

-

B0228162.

AL576340.

w

AL576603.

N

Query= T15-

BB 0 it ee e e e e e e ee e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e,

278
274

1201 ATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTTAAAAATGTTTTCCCCAAACCAT.

122 L. . T. . .
117
124

117
135
123

L2 e e e e e e e e e e e e

5 [organism=Homo sapiens] anxal

Length=1206

Sequences producing significant alignments:

BQ228162.1
AL576603.2
AL576340.3
AL576223.3
AL574991.3
BM555842.1
AL570428.3
BE614257.1
AL570884.3
BU857810.1

ALIGNMENTS

Query
B0228162.
AL576603.
AL576340.
AL576223.
AL574991.
BM555842.
AL570428.
BE614257.

PWwkWwwwN e

AL570884.
BU857810.

W

Query
B0228162.
AL576603.
AL576340.
AL576223.
AL574991.
BM555842.
AL570428.
BE614257.
AL570884.
BU857810.

PWwkRWweWwwwh e

Query

AGENCOURT_7258587 NIH_MGC_71 Homo sapiens cDNA clon..

AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...

AGENCOURT_6544353 NIH_MGC_88 Homo sapiens cDNA clon..
AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho.
601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG..
AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho.
AGENCOURT_10474308 NIH_MGC_107 Homo sapiens cDNA cl..

360 ACTGAAGAGAGATCTGGCCAARAGACATAACCTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGC

510
270
673
677
666
666
229
671
686
673
117

660 CATTGAGAAATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGAAAGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAA

Score
(Bits)

1531
1507
1506
1504
1500
1495
1487
1483
1480
1478

Max

ident

99%
100%
100%
100%
100%
99%
99%
99%
99%
100%

509
269
674
678
667
667
228
672
687

674
116

659
419
524
528
517
517
378
522
537
524
266

809



B0228162.1 420 569
AL576603.2 523 374
AL576340.3 527 378
AL576223.3 516 367
AL574991.3 516 367
BM555842.1 379 528
AL570428.3 521 372
BE614257.1 536 387
AL570884.3 523 374
BU857810.1 267 416
Query 810 959
B0228162.1 570 PP PP e 719
AL576603.2 373 224
AL576340.3 377 228
AL576223.3 366 217
AL574991.3 366 217
BM555842.1 529 678
AL570428.3 371 222
BE614257.1 386 237
AL570884.3 373 224
BU857810.1 417 566
Query 960 1109
B0228162.1 720 870
AL576603.2 223 74
AL576340.3 227 78
AL576223.3 216 67
AL574991.3 216 67
BM555842.1 679 828
AL570428.3 221 72
BE614257.1 236 87
AL570884.3 223 74
BU857810.1 567 716
Query 1110 AATGTTTTCCCCAAACCATAAAACCCTATACAAGTTGTTCTAGTAACAATACATGAGAAAGATGTCTATGTAGCTGARAATARRATGACGTC 1201
BO228162.1 871 .ttt < 965
\ \ \
| | |
G G A
AL576603.2 73 ittt et Bt 1
\
|
C
AL576340.3 77 5
AL576223.3 66 1
AL574991.3 66 1
BM555842.1 829 922
AL570428.3 71 1
BE614257.1 86 6
|
T
AL570884.3 73 CRI. Ve Moo Nee Wi AL, 1
| |
N N
BUBS7810.1  T17T  teetuninet et ee e et e e e e et N e e e 808
Query= T16-12 [organism=Homo sapiens] anxal
Length=1094
Score E Max
Sequences producing significant alignments: (Bits) Value ident
AL553114.3 AL553114 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1441 0.0 100%
CX870542.1 HESC4_46_FO03.gl_A037 NIH MGC_262 Homo sapiens cDNA ... 1441 0.0 100%
BQ953713.1 AGENCOURT 8786826 NIH MGC_43 Homo sapiens cDNA clon... 1432 0.0 100%
BM458053.1 AGENCOURT 6411336 NIH _MGC_71 Homo sapiens cDNA clon... 1430 0.0 100%
AL544959.3 AL544959 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1426 0.0 100%
AU117349.1 AU117349 HEMBAl Homo sapiens cDNA clone HEMBA100120... 1426 0.0 100%



AL553679.3
BQ962441.1
BU902298.1
EB387180.1

ALIGNMENTS

Query
AL553114.
€x870542.
BQ953713.
BM458053.
AL544959.
AU117349.
AL553679.
BQ962441.
BU902298.

PR WP WwEP P W

EB387180.1

Query
AL553114.
€x870542.
BQ953713.
BM458053.
AL544959.
AU117349.
AL553679.
BQ962441.
BU902298.
EB387180.

PRRWREWRER R W

Query
AL553114.
CX870542.
BQ953713.
BM458053.
AL544959
AU117349.
AL553679.
BQ962441.
BU902298.
EB387180.

PRRPWRWRE R

Query
AL553114.
CX870542.
BQ953713.
BM458053.
AL544959.
AU117349.
AL553679.
BQ962441.
BU902298.
EB387180.

PR WP Wwe e e

Query
AL553114.
€x870542.
BQ953713.
BM458053
AL544959.
AU117349
AL553679.
BQ962441.
BU902298.
EB387180.

PR ORWe R e W

Query
AL553114.3
CxX870542.1
BQ953713.1
BM458053.1

AL544959.
AU117349.
AL553679.
BQ962441.

AL553679 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1419
AGENCOURT_10056322 NIH_MGC_71 Homo sapiens cDNA clo... 1419
AGENCOURT_10127317 NIH_MGC_71 Homo sapiens cDNA clo... 1417
nbj26d10.yl Human optic nerve. Unnormalized (nbj) H... 1415

1
107
29

151
257
179
146
161
143
151
143
139
165
137

301
407
329
296
311
293
301
293
289
315
287

451
557
479
446
461
443
451
442
439
465
437

601
707
629
596
611
593
601
592
589
615
587

751
857
779
746
761

743
751
742
739

100%
100%
100%
100%

cocoo
cococo

T

AGTCATCCAAAGGTGGTCCCGGATCAGCGGTGAGCCCCTATCCTACCTTCAATCCATCCTCGGATGTCGCTGCCTTGCATAAGGCCATAATGGTTARAAGGTGTGGATGAAGCAACCATCATTGACATTCTAACTAAGCGARACAATGCAC

150
256
178
145
160
142
150
142
138
164

136

300
406
328
295
310
292
300
292
288
314
286

450
556
478
445
460
442
450
441
438
464
436

600
706
628
595
610
592
600
591
588
614
586

750
856
778
745
760
742
750
741
738
764
736



BU902298.1 765 ce. 794
EB387180.1 737 ... 766
Query= T17-2 [organism=Homo sapiens] anxal
Length=1103

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BU857810.1 AGENCOURT 10474308 NIH MGC 107 Homo sapiens cDNA cl... 1386 0.0 99%
CN386790.1 17000599887650 GRN_PRENEU Homo sapiens cDNA 5', mRN... 1378 0.0 100%
B0228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1376 0.0 993
CR447733.1 UI-H-EI0-ayf-a-16-0-UI.sl NCI_CGAP_EIO Homo sapiens... 1371 0.0 100%
CR423056.1 UI-H-FLO-bdk-£-10-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1365 0.0 100%
BE614257.1 601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG... 1358 0.0 99%
BQ776006.1 UI-H-FHO-bck-h-18-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1356 0.0 100%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1352 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1351 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1349 0.0 100%
ALIGNMENTS
Query 346 CCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGC. AAAGGG GTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTT 495
BU857810.1 51 e F F .. 200
CN386790.1 18 167
B0228162.1 204 353
CR447733.1 765 632
CR423056.1 767 634
BE614257.1 752 603
BQ776006.1 765 632
AL576603.2 739 590
AL576340.3 743 594
AL576223.3 732 583
Query 496 645
BU857810.1 201 350
CN386790.1 168 317
B0228162.1 354 503
CRr447733.1 631 482
CR423056.1 633 484
BE614257.1 602 453
BQ776006.1 631 482
AL576603.2 589 440
AL576340.3 593 444
AL576223.3 582 433
Query 646 795
BU857810.1 351 500
CN386790.1 318 467
B0228162.1 504 653
CR447733.1 481 332
CR423056.1 483 334
BE614257.1 452 303
BQ776006.1 481 332
AL576603.2 439 290
AL576340.3 443 294
AL576223.3 432 283
Query 796 945
BU857810.1 501 650
CN386790.1 468 617
B0228162.1 654 804
CR447733.1 331 182
CR423056.1 333 184
BE614257.1 302 153
BQ776006.1 331 182
AL576603.2 289 140
AL576340.3 293 144
AL576223.3 282 133
Query 946 AAATATAGCCTTTAAATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTTAAAAATGTTTTCCCCAARACCAT. CCCTAT. GTTGTTCTAGT. T T TGTCTATGTAGCTGAAAATAARA 1095
BU857810.1 651 800
CN386790.1 618 766
B0228162.1 805 957




G G A
CA447733.1 181 32
CA423056.1 183 34
BE614257.1 152 6
BQ776006.1 181 32
AL576603.2 139 1
|
Cc
AL576340.3 143 5
|
N
BLS5T6223.3 132 et ettt et e e e e et et e e e e e e e e e et et e e et = 1
Query 1096 ATGACGTC 1103
BU857810.1 801 c.... 808
BQ228162.1 958 965
CA447733.1 31 24
CA423056.1 33 cee.. 26
BQ776006.1 31  ........ 24
Query= T18-19 [organism=Homo sapiens] anxal
Length=1170
Score E Max
Sequences producing significant alignments: (Bits) Value ident
CA447733.1 UI-H-EIO-ayf-a-16-0-UI.sl NCI_CGAP_EI0 Homo sapiens... 1319 0.0 1003
CB306442.1 UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c... 1315 0.0 100%
CA418062.1 UI-H-FHO-bcc-j-24-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1315 0.0 1003
BQ776006.1 UI-H-FHO-bck-h-18-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1315 0.0 1003
CA423056.1 UI-H-FLO-bdk-f-10-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1314 0.0 1003
CA418210.1 UI-H-FHO-bcf-i-22-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1312 0.0 1003
CA443862.1 UI-H-DPO-avg-a-20-0-UI.sl NCI_CGAP Fsl Homo sapiens... 1310 0.0 100%
BQ774641.1 UI-H-FHO-bcc-1-13-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1308 0.0 1003
CA447223.1 UI-H-EIO-ayd-b-19-0-UI.sl NCI_CGAP_EI0 Homo sapiens... 1303 0.0 100%
BQ775843.1 UI-H-FHO-bcg-e-23-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1301 0.0 1003
ALIGNMENTS
Query 457 AGGGCCTTGTATGAAGCAGGAG GGAG! GGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTAAGCATGACATGAACARAGTTCTGGAC 606
CA447733.1 732 583
CB306442.1 732 583
CA418062.1 732 583
BQ776006.1 732 583
CA423056.1 734 585
CA418210.1 728 580
CA443862.1 732 583
BQ774641.1 729 583
CA447223.1 723 583
BQ775843.1 721 580
Query 607 CTGGAGTTGARAGGTGACATTGAGAAATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGARAGGTGTTGGAACTCGCCATARGGCATTGATCAGGATTATGGTTTCCCGT 756
CA447733.1 582  .i.ininii.... T PPN ceeeee... 433
CB306442.1 582 433
CA418062.1 582 433
BQ776006.1 582 433
CA423056.1 584 435
CA418210.1 579 430
CA443862.1 582 433
BQ774641.1 582 433
CA447223.1 582 433
BQ775843.1 579 430
Query 757 906
CA447733.1 432 283
CB306442.1 432 283
CA418062.1 432 283
BQ776006.1 432 283
CA423056.1 434 285
CA418210.1 429 280
CA443862.1 432 283
BQ774641.1 432 283
CA447223.1 432 283




BQ775843.1

Query
CR447733.
CB306442.
CR418062
BQ776006.
CR423056.
CR418210.
CR443862.
BQ774641.
CR447223.
BQ775843

s = N = N ey

Query
CR447733.
CB306442
CR418062.
BQ776006
CR423056.
CR418210
CR443862.
BQ774641
CR447223.
BQ775843.

N = = N NSy

Query= T19-

Length=1210

429

907
282
282
282
282
284
279
282
282
282
279

1057
132
132
132
132
134
129
132
132
132
129

TAAGTCCATTTTTTAAAAATGTTTTCCCCAAACCAT.

TGAG TGTCTATGTAGCTGAAAATAAAATGACGTCACAAG

6 [organism=Homo sapiens] anxal

Sequences producing significant alignments:

CR447733.1
CR423056.1
BQ776006.1
BU857810.1
CB306442.1
CR418062.1
BM981135.1
CN386790.1
CR418210.1
CR443862.1

ALIGNMENTS

Query
CA447733.
CA423056.
BQ776006.1

Sy

BU857810.
CB306442.
CR418062.
BM981135.
CN386790.
CR418210.
CR443862.

O

Query
CR447733.
CR423056.
BQ776006.
BU857810.
CB306442.
CR418062.
BM981135.
CN386790.
CR418210.
CR443862.

[

Query
CR447733.
CR423056.
BQ776006.
BU857810.

e e

UI-H-EIO-ayf-a-16-0-UI.sl NCI_CGAP_EI0 Homo
UI-H-FLO-bdk-f-10-0-UI.sl NCI_CGAP_FLO Homo
UI-H-FHO-bck-h-18-0-UI.sl NCI_CGAP_FHO Homo
AGENCOURT_10474308 NIH_MGC_107 Homo sapiens

UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c...
UI-H-FHO-bcc-3-24-0-UI.sl NCI_CGAP_FHO Homo sapiens...
UI-CF-ENl-adg-a-11-0-UI.sl UI-CF-EN1 Homo sapiens c...
17000599887650 GRN_PRENEU Homo sapiens cDNA 5', mRN...
UI-H-FHO-bcf-i-22-0-UI.sl NCI_CGAP_FHO Homo sapiens...
UI-H-DPO-avg-a-20-0-UI.sl NCI_CGAP Fsl Homo sapiens...

472
758
760
758

622
608
610
608
224
608
608
608
191
605
608

772
458
460
458
374

ATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG.

AGCATGACATGAACAAAGTTCTGGACCTGGAGTTGARAGGTGACATTGAGAAATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGARAAGGTGTTGGAACTCGCCATAAGG

Score E Max
(Bits) Value ident
sapiens... 1360 0.0 100%
sapiens... 1354 0.0 100%
sapiens... 1345 0.0 99%
CDNA cl... 1336 0.0 993
1330 0.0 100%
1330 0.0 100%
1330 0.0 99%
1328 0.0 100%
1328 0.0 100%
1327 0.0 99%
GG GGGGAC

GACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTA

1170
19
19
19
19

1056
133
133
133
133
135
130
133
133
133
130

621
609
611
609

223
609
609
609
190
606
609

771
459
461
459
373
459
459
459
340
456
459

921
309
311
309
523



CB306442.1 458 309
CR418062.1 458 309
BM981135.1 458 309
CN386790.1 341 490
CR418210.1 455 306
CR443862.1 458 309
Query 922 1071
CR447733.1 308 158
|
Cc
CR423056.1 310 160
BQ776006.1 308 158
|
Cc
BUBSTBL0.1 524 ittt ittt ittt ittt it i et P Novowwnonn 674
\
|
o}
L0 2 0 158
\
|
Cc
L0 <0 0 158
\
|
Cc
D2 N 1 0 158
\
|
o}
L0 L B P 641
\
|
o}
L0 < 0 155
\
|
o}
L0 3y 0 158
\
|
Cc
Query 1072 ATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTTAAAAATGTTTTCCCCAAACCAT: CCCTATACAAGTTGTTCTAGTAACAATACATGAG. GATGTCTATGTAGCTGAAAATAAAATGACGTCACAAG 1210
CR447733.1 157 . .. .. . . . . . .. .. .. . . .. e.. 19
CR423056.1 159 21
BQ776006.1 157 19
BU857810.1 675 808
CB306442.1 157 19
CR418062.1 157 19
BM981135.1 157 19
CN386790.1 642 766
CR418210.1 154 16
CR443862.1 157 19

Query= T21-11 [organism=Homo sapiens] anxal

Length=989

Score E Max
Sequences producing significant alignments: (Bits) value ident
CA447733.1 UI-H-EIO-ayf-a-16-0-UI.sl NCI_CGAP_EIO Homo sapiens... 1369 0.0 100%
CA423056.1 UI-H-FLO-bdk-£-10-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1363 0.0 100%
BU857810.1 AGENCOURT_10474308 NIH MGC_107 Homo sapiens cDNA cl... 1354 0.0 99%
BQ776006.1 UI-H-FHO-bck-h-18-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1354 0.0 100%
CN386790.1 17000599887650 GRN_PRENEU Homo sapiens cDNA 5', mRN... 1349 0.0 100%
B0228162.1 AGENCOURT_7258587 NIH_MGC_71 Homo sapiens cDNA clon... 1345 0.0 99%
BM981135.1 UI-CF-ENl-adg-a-11-0-UI.sl UI-CF-ENl Homo sapiens c... 1338 0.0 99%
BE614257.1 601504294T1 NIH_MGC_71 Homo sapiens cDNA clone IMAG... 1328 0.0 99%
CB306442.1 UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-ENl Homo sapiens c... 1327 0.0 100%
CA418062.1 UI-H-FHO-bcc-j-24-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1327 0.0 100%

ALIGNMENTS



Query 249 GGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG.

GACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAG

CR447733.1 765
CR423056.1 767
BU857810.1 67
BQ776006.1 765
CN386790.1 34
B0228162.1 220
BM981135.1 760
BE614257.1 736
CB306442.1 744
Cr418062.1 744
Query 399
CR447733.1 615
CR423056.1 617
BU857810.1 217
BQ776006.1 615
CN386790.1 184
B0228162.1 370
BM981135.1 615
BE614257.1 586
CB306442.1 615
CR418062.1 615
Query 549
CR447733.1 465
CR423056.1 467
BU857810.1 367
BQ776006.1 465
CN386790.1 334
B0228162.1 520
BM981135.1 465
BE614257.1 436
CB306442.1 465
Cr418062.1 465
Query 699
CR447733.1 315
CR423056.1 317
BU857810.1 517
BQ776006.1 315
CN386790.1 484
B0228162.1 670
BM981135.1 315
BE614257.1 286
CB306442.1 315
Cr418062.1 315
Query 849 TCATTTTTATATTATAACTCTGTATAATAGAGAT.
CR447733.1 165
CR423056.1 167
BU857810.1 667
BQ776006.1 165
CN386790.1 634
B0228162.1 821

BM981135.1 165
BE614257.

-
-
w
o

CB306442.1 165
CR418062.1 165

Query= T22-21 [organism=Homo sapiens] anxal

Length=1084

Sequences producing significant alignments:

CB306442.1 UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c...
CA447733.1 UI-H-EIO-ayf-a-16-0-UI.sl NCI_CGAP_EI(Q Homo sapiens...

Score
(Bits)

1288
1288

Value

oo

oo

ident

100%
100%

25
25

398
616
618
216
616

183
369
616
587
616
616

548
466
468
366
466
333
519
466
437
466
466

698
316
318
516
316
483
669
316
287
316
316

848
166
168
666
166
633
820

166
137
166
166



CR447223.1 UI-H-EI0-ayd-b-19-0-UI.sl NCI_CGAP_EI0 Homo sapiens... 1288 0.0 100%

CR422748.1 UI-H-FLO-bdr-g-09-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1288 0.0 100%

CR419844.1 UI-H-FHO-bcm-d-16-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1288 0.0 100%

CR417462.1 UI-H-FEO-bbw-c-13-0-UI.sl NCI_CGAP_FEO Homo sapiens... 1288 0.0 100%

CR415613.1 UI-H-EZ0-bay-p-10-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1288 0.0 100%

CR414702.1 UI-H-EZ0-bar-e-18-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1288 0.0 100%

BU633206.1 UI-H-FL1-bgt-£-12-0-UI.sl NCI_CGAP_FLl Homo sapiens... 1288 0.0 100%

BQ776306.1 UI-H-FHO-bcn-i-12-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1288 0.0 100%

ALIGNMENTS

Query 388 AGGAGAAAGGAGARAGGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTAAGCATGACATGAACAAAGTTCTGGACCTGGAGTTGARAGGTGA 537
CB306442.1 715 566
CRr447733.1 715 566
CR447223.1 715 566
cRr422748.1 717 568
Cn419844.1 715 566
Cr417462.1 712 563
CR415613.1 717 568
CR414702.1 717 568
BU633206.1 715 566
BQ776306.1 715 566
Query 538 687
CB306442.1 565 416
CR447733.1 565 416
CR447223.1 565 416
CR422748.1 567 418
Cr419844.1 565 416
CR417462.1 562 413
CR415613.1 567 418
CR414702.1 567 418
BU633206.1 565 416
BQ776306.1 565 416
Query 688 837
CB306442.1 415 266
CR447733.1 415 266
CRr447223.1 415 266
CRr422748.1 417 268
Cr419844.1 415 266
CR417462.1 412 263
CR415613.1 417 268
Cr414702.1 417 268
BU633206.1 415 266
BQ776306.1 415 266
Query 838 987
CB306442.1 265 116
CR447733.1 265 116
CR447223.1 265 116
CRr422748.1 267 118
Cr419844.1 265 116
CR417462.1 262 113
CR415613.1 267 118
CR414702.1 267 118
BU633206.1 265 116
BQ776306.1 265 116
Query 988 1084

CB306442.1 115 19

CRr447733.1 115 19

CRr447223.1 115 19

CRr422748.1 117 21

Cr419844.1 115 19

Cr417462.1 112 16

CR415613.1 117 21

CA414702.1 117 21

BU633206.1 115 19

BQ776306.1 115 19

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
Posted date: Feb 24, 2019 1:46 AM

Number of letters in database: 43,200,890,307

Number of sequences in database: 77,566,966

Lambda K H
1.33  0.621 1.12

Gapped

Lambda K H

1.28 0.460 0.850
Matrix: blastn matrix:1 -2



Gap Penalties: Existence: 0, Extension: 0

Number of Sequences: 77566966

Number of Hits to DB: 3240899

Number of extensions: 1347

Number of successful extensions: 1347

Number of sequences better than 10: 64

Number of HSP's better than 10 without gapping: 0
Number of HSP's gapped: 1343

Number of HSP's successfully gapped: 1343

Length of database: 43200890307

x1: 13 (25.0 bits)
X2: 32 (59.1 bits)

x3: 54 (99.7 bits)

S1: 13 (25.1 bits)

BLASTN 2.9.0+

Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and
Webb Miller (2000), "A greedy algorithm for aligning DNA
sequences", J Comput Biol 2000; 7(1-2):203-14.

RID: 8RBRB7KCO015

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
77,566,966 sequences; 43,200,890,307 total letters
Query= N1-C [organism=Homo sapiens] anxal

Length=1485

Score E
Sequences producing significant alignments: (Bits) Value
BU508007.1 AGENCOURT_ 10128424 NIH MGC_71 Homo sapiens cDNA clo... 1929 0.0
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1910 0.0
AL544231.3 AL544231 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1905 0.0
DC631365.1 DC631365 macaque bone marrow cDNA library QbmA Maca... 1879 0.0
DC636772.1 DC636772 macaque bone marrow cDNA library QbmA Maca... 1853 0.0
AL541874.3 AL541874 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1853 0.0
BU902298.1 AGENCOURT_10127317 NIH MGC_71 Homo sapiens cDNA clo... 1847 0.0
BX438944.2 BX438944 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1844 0.0
AL553114.3 AL553114 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1842 0.0
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1831 0.0
ALIGNMENTS
Query 2
BU508007.1 1
AL544231.3 19
DC631365.1 1
DC636772.1 1
AL541874.3 1
BU902298.1 24
BX438944.2 1
AL553114.3 17
Query 152
BU508007.1 41
AL544231.3 62
DC631365.1 60
DC636772.1 60
AL541874.3 36
BU902298.1 74

BX438944.2 44

AL553114.3 167
Query 302
BU508007.1 192
AL570428.3 1088
AL544231.3 212
DC631365.1 210
DC636772.1 210
AL541874.3 186
BU902298.1 225
BX438944.2 194

Max
ident

98%
98%
98%
94%
94%
99%
96%
99%
99%
98%

AAACAGAAGGCAGCCAATTACTAACTTCTGGTTGCTAGGTGTGGCTTCCTTTAAAATCCTATAAAATCAGAAGCCCAAGTCTCCACTGCCAGTGTGARAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGCAAGAAGGTAGAGATAARG

211
209
209
185
224

193
316

451
341
1011
361
359
359
335
374
343



AL553114.
AL576223.

Query

BU508007.
AL570428.
AL544231.
DC631365.

DC636772

AL541874.

BU902298

BX438944.

AL553114

AL576223.

Query

BU508007.
AL570428.

AL544231

DC631365.

DC636772

AL541874.

BU902298

BX438944.
AL553114.
AL576223.

Query

BU508007.

AL570428

AL544231.

DC631365

DC636772.

AL541874

BU902298.

BX438944

AL553114.

AL576223

Query

BU508007.

AL570428

AL544231.
DC631365.
DC636772.

AL541874.
BU902298.

BX438944

AL553114.
AL576223.

Query

BU508007.

AL570428.
AL544231.
DC631365.

DC636772.

AL541874.
BU902298.

BX438944.

AL576223.

WWNPWE R Ww e WWN R WEE WW e

WWN P WE R Www e
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w

-

W

N

w

452
342
1010
362
360
360
336
375
344
467
1001

602
492
861
512
510
510
486
525
494
617
856

752
642
711
662
660
660
636
675
644
767
706

902
792
561
812
810
810

786
825
794
917
556

1052
941

411
961
960

936
975

R

TGAAGARAGCCCTTACAGGTCACCTTGAGGAGGTTGTTTTAGCTCTGCTAAAAACTCCAGCGCAATTTGATGCTGATGAACTTCGTGCTGCCATGAAGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACTA

.WR.

CTGAAGAGAGATCTGGCC

TGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGAAACCAAAGGAGATTATGAGAAAATCCTGGTGGCTCTTTGTGGAGGAA

466
1002

601
491
862
511
509
509
485
524
493
616
857

751
641
712
661
659
659
635
674
643
766
707

901
791
562
811
809
809
785
824
793
916
557

1051
940
412
960
959
959

935
974
943
1035
407

1201
1093

262
1102
1096

1099

1029
1132

1030



Query 1202 ACTAAACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAAATAGGAAAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAAAARATATAGCCTTTAAATCATTTTTAT 1351
BU508007.1 1094 «envunrnen.nn Cuvnnn Covinn 1123

\ \ \

| | |

A T AG
AL570428.3 261 112
DC631365.1 1097 1216
DC636772.1 1100 1229
BU902298.1 1133 1152
AL576223.3 256 107
Query 1352 ATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT. TGTTTTCCCCAAACCAT. CCCTATACAAGTTGTTCTAGTAACAATACATGAG. GATGTCTATGT 1462
AL570428.3 111  uenereenennnn. Tt e et et et et e et et et e e et et e e e et et e et et e e e et e e et e 1
DC636772.1 1230 .. 1231
BL576223.3 106 wuetetaene et e e et e e e e Bt et e e e e e e e 1
Query= N2-26 [organism=Homo sapiens] anxal
Length=988

Score E Max

Sequences producing significant alignments: (Bits) Value ident
CR447733.1 UI-H-EI0-ayf-a-16-0-UI.sl NCI_CGAP_EIO Homo sapiens... 1349 0.0 993
CR423056.1 UI-H-FLO-bdk-£-10-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1343 0.0 993
BQ776006.1 UI-H-FHO-bck-h-18-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1334 0.0 99%
BU857810.1 AGENCOURT 10474308 NIH MGC_107 Homo sapiens cDNA cl... 1330 0.0 993
CN386790.1 17000599887650 GRN_PRENEU Homo sapiens cDNA 5', mRN... 1323 0.0 993
B0228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1321 0.0 993
BM981135.1 UI-CF-ENl-adg-a-11-0-UI.sl UI-CF-EN1 Homo sapiens c... 1317 0.0 99%
CB306442.1 UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c... 1306 0.0 99%
CR418062.1 UI-H-FHO-bcc-j-24-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1306 0.0 993
CR418210.1 UI-H-FHO-bcf-1i-22-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1303 0.0 993
ALIGNMENTS
Query 249 GGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG. GGAG. GACGTARACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAG 398
CR447733.1 765 616
CR423056.1 767 618
BQ776006.1 765 616
BU857810.1 67 216
CN386790.1 34 183
B0228162.1 220 369
BM981135.1 760 616
CB306442.1 744 616
Cr418062.1 744 616
C418210.1 740 613
Query 399 548
CR447733.1 615 466
CR423056.1 617 468
BQ776006.1 615 466
BU857810.1 217 366
CN386790.1 184 333
B0228162.1 370 519
BM981135.1 615 466
CB306442.1 615 466
CR418062.1 615 466
Cr418210.1 612 463
Query 549 698
CR447733.1 465 315
CR423056.1 467 317




D210 Y0 315
\
|
Cc
D210 2 o - o 517
\
|
Cc
L0 L 1 484
\
|
Cc
BQ228162.1 520 670
BM981135.1 465 315
CB306442.1 465 315
CR418062.1 465 315
CR418210.1 462 312
|
Cc
Query 699 GTGGAGGAAACTAAACATTCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAAATAGGARAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAAARAATATAGCCTTTARATC 848
[0 B B R 164
\
|
o}
CR423056.1 316 166
BQ776006.1 314 164
BU857810.1 518 668
CN386790.1 485 635
BQ228162.1 671 822
BM981135.1 314 164
CB306442.1 314 164
CR418062.1 314 164
CR418210.1 311 161
|
o}
Query 849 ATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT. TGTTTTCCCAAACCATARAACCTATACAAGTTGTTCTAGTAACAATACATGAGARAGATGTCTATGTAGCTGARRATARAATGACGTCAC 988
[0 B B R s 3 P 22
\ \
| |
Cc Cc
L0 0 L s I 3 P Guvenniie s 24



BQ776006.1 163 22
BU857810.1 669 808
CN386790.1 636 766
B0228162.1 823 965
BM981135.1 163 22

o} Cc
CB306442.1 163 22
Cr418062.1 163 22
CR418210.1 160 19

| |

Cc Cc
Query= N3-26 [organism=Homo sapiens] anxal
Length=1311

Score E Max

Sequences producing significant alignments: (Bits) Value ident
BE614257.1 601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG... 1303 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1299 0.0 100%
CN386790.1 17000599887650 GRN_PRENEU Homo sapiens cDNA 5', mRN... 1297 0.0 100%
CR447733.1 UI-H-EI0-ayf-a-16-0-UI.sl NCI_CGAP_EIO Homo sapiens... 1297 0.0 100%
CR423056.1 UI-H-FLO-bdk-£-10-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1297 0.0 100%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1295 0.0 100%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1295 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1290 0.0 100%
BE620646.1 601483620T1 NIH MGC_69 Homo sapiens cDNA clone IMAG... 1290 0.0 993
BU857810.1 AGENCOURT 10474308 NIH MGC 107 Homo sapiens cDNA cl... 1288 0.0 99%
ALIGNMENTS
Query 306 CAACAGATCAAAGCAGCATATCTCCAGG CAGG: GCCCTGGATG. CACTGAAG: GCCCTTACAGGTCACCTTGAGGAGGTTGTTTTAGCTCTGCTAAAAACTCCAGCGCAATTTGATGCTGATGAACTTCGTGCTGCCATGA 455
AL576223.3 1050 ...... W “Riam Y im e s CT VRt et - -.D AU P - .. 911
AL574991.3 986 - 911
AL576603.2 917 914
AL576340.3 1011 e B < O N s R - 917
Query 456 AGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACTAAC. G. TCAGAGACATTAACAGGGTCTAC. TGAAGAGAGATCTGGCC. GACATAACCTCAGATCGGAGGCTAGTGCATCTGA 605
AL576223.3 910 781
CN386790.1 28 29
AL574991.3 910 781
AL576603.2 913 788
AL576340.3 916 792
BE620646.1 748 743
BU857810.1 61 62
Query 606 755
BE614257.1 739 591
AL576223.3 719 571
CN386790.1 30 179
CR447733.1 765 620
CR423056.1 767 622
AL574991.3 719 571
AL576603.2 726 578
AL576340.3 730 582
BE620646.1 742 591




BU857810.1 63 212
Query 756 205
BE614257.1 590 441
AL576223.3 570 421
CN386790.1 180 329
CR447733.1 619 470
CR423056.1 621 472
AL574991.3 570 421
AL576603.2 577 428
AL576340.3 581 432
BE620646.1 590 441
BU857810.1 213 362
Query 906 1055
BE614257.1 440 291
AL576223.3 420 271
CN386790.1 330 479
CR447733.1 469 320
CR423056.1 471 322
AL574991.3 420 271
AL576603.2 427 278
AL576340.3 431 282
BE620646.1 440 291
BU857810.1 363 512
Query 1056 TCTTTGTGGAGGAARACTAAACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAAATAGGARAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAAARATATAGCCTT 1205
BE614257.1 290 141
AL576223.3 270 121
CN386790.1 480 629
CR447733.1 319 170
CR423056.1 321 172
AL574991.3 270 121
AL576603.2 277 128
AL576340.3 281 132
BE620646.1 290 140
BU857810.1 513 662
Query 1206 TAAATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT. 1311
BE614257.1 140 35
AL576223.3 120 15
CN386790.1 630 735
CRr447733.1 169 64
CR423056.1 171 66
AL574991.3 120 15
AL576603.2 127 26
AL576340.3 131 25
BE620646.1 139 34
BU857810.1 663 768
Query= N4-23 [organism=Homo sapiens] anxal
Length=1119

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BU857810.1 AGENCOURT 10474308 NIH MGC_107 Homo sapiens cDNA cl... 1387 0.0 993
CN386790.1 17000599887650 GRN_PRENEU Homo sapiens cDNA 5', mRN... 1384 0.0 100%
B0228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1378 0.0 993
CR447733.1 UI-H-EI0-ayf-a-16-0-UI.sl NCI_CGAP_EI0 Homo sapiens... 1367 0.0 100%
BE614257.1 601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG... 1363 0.0 993
CR423056.1 UI-H-FLO-bdk-£-10-0-UI.sl NCI_CGAP_FLO Homo sapiens... 1362 0.0 100%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1358 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1356 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1354 0.0 100%
BQ776006.1 UI-H-FHO-bck-h-18-0-UI.sl NCI_CGAP_FHO Homo sapiens... 1352 0.0 100%
ALIGNMENTS
Query 361 TGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG! GGGGACAGACGTAARACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGT 510
BU857810.1 48 197
CN386790.1 15 164




B0228162.

CR447733

BE614257.
CR423056.
AL576603.
AL576340.
AL576223.
BQ776006.

Query

BU857810.

CN386790

B0228162.

CR447733

BE614257.

CR423056

AL576603.

AL576340

AL576223.

BQ776006

Query

BU857810.
CN386790.
B0228162.
CR447733.

BE614257

CR423056.

AL576603

AL576340.

AL576223

BQ776006.

Query

BU857810.
CN386790.
B0228162.

CR447733.
BE614257.
CR423056.
AL576603.
AL576340.

AL576223

BQ776006.

Query

BU857810.
CN386790.
B0228162.

CR447733.
BE614257.

CR423056.
AL576603.

AL576340.

AL576223.
BQ776006.

Query

BU857810.

CN386790

B0228162.

CR447733

CR423056.
BQ776006.

[

P WWN e e

P WwWwN R e e

R

el e e

e e

e

-

N

w

=

201
765
755
767
742
746
735
765

511 GTTTCAGAAATACACCAAGTACAGTAAGCATGACATGAACAAAGTTCTGGACCTGGAGTTGARAGGTGACATTGAGARATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCAT

198
165
351
634
605
636
592
596
585
634

661
348
315
501
484
455
486
442
446
435
484

811
498
465
651

334
305
336
292
296
285
334

961 GAAAAATATAGCCTTTAAATCATTTTTATATTATAACTCTGTAT.
N.

648
615
802

184
155

186
142

135
184

1111 AAAATGACG 1119

798 806
765 766
955 963
34 26
36 28
34 26

TAGAGAT:

GTCCATTTTTT.

TGTTTTCCCCAAACCATAAAACCCTATACAAGTTGTTCTAGTAACAATACATGAGAAAGATGTCTATGTAGCTGARAAAT

N

350
635
606
637
593
597
586
635

660
347
314
500
485
456
487
443
447
436
485

810
497
464
650
335
306
337
293
297
286
335

960
647
614
801

185
156
187
143
147
136
185

1110
797
764
954

35



Query= N5-24

Length=1006

[organism=Homo sapiens] anxal

Sequences producing significant alignments:

CB306442.1
CR447733.1
CR447223.1
CR422748.1
CR419844.1
CR417462.1
CR415613.1
CR414702.1
BU676462.1
BU633206.1

ALIGNMENTS

Query
CB306442.
CA447733
CA447223.
CA422748.
CA419844.
CA417462.
CA415613.
CA414702.
BU676462
BU633206.

s = B B =y

Query
CB306442.
CA447733.
CA447223
CA422748.
CA419844
CA417462.
CA415613
CA414702.
BU676462
BU633206.

N L = N =

Query
CB306442.
CA447733.
CA447223.
CA422748.
CA419844.
Ca417462
CA415613.
CA414702
BU676462.
BU633206

N = = WS

Query
CB306442.
CA447733
CA447223.
CA422748
CA419844.
Ca417462
CA415613.
CA414702.
BU676462.
BU633206.

L

Query
CB306442.
CA447733.
CA447223
CA422748.
CA419844
CA417462.
CA415613
CA414702.
BU676462
BU633206.

[

UI-CF-ENl-aej-e-15-0-UI.sl UI-CF-EN1 Homo sapiens c...
UI-H-EIO-ayf-a-16-0-UI.
UI-H-EIO-ayd-b-19-0-UI.
UI-H-FLO-bdr-g-09-0-UI.
UI-H-FHO-bcm-d-16-0-UI.
UI-H-FEO-bbw-c-13-0-UI.
UI-H-EZ0-bay-p-10-0-UI.
UI-H-EZ0-bar-e-18-0-UI.
UI-CF-DUl-aai-b-16-0-UI.sl UI-CF-DUl Homo sapiens c...
UI-H-FL1-bgt-£f-12-0-UI.sl NCI_CGAP FL1 Homo sapiens...

315 AAAGGAGARAGGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTAAGCATGACATGAACAAAGTTCTGGACCTGGAGT TGAAAGGTGACATTG

TI0 e
710
710
712
710
707
712
712
707
710

465
560
560
560
562
560
557
562
562
557
560

615
410
410
410
412
410
407
412
412
407
410

765 AATTATATATTTTCATCCTATAAGCTTAARATAGGAAAGTTTCTTCAACAGGATTACAGTGTAGCTACCTACATGCTGAAAAATATAGCCTTTARATCATTTTTATAT TATAACTCTGTAT.

260
260
260
262
260
257
262
262
257
260

915
110
110
110
112
110
107
112
112
107
110

sl
sl
sl
sl
sl
sl
sl

NCI_CGAP_EIO
NCI_CGAP_EIO
NCI_CGAP_FLO
NCI_CGAP_FHO
NCI_CGAP_FEO
NCI_CGAP_Chl
NCI_CGAP_Chl

Homo
Homo
Homo
Homo
Homo
Homo
Homo

sapiens...
sapiens...
sapiens...
sapiens...
sapiens...
sapiens...
sapiens...

Score
(Bits)

1279
1279
1279
1279
1279
1279
1279
1279
1279
1279

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

1006

19

464
561
561
561
563
561
558
563
563
558
561

614
411
411
411
413
411
408
413
413
408
411

764
261
261
261
263
261
258
263
263
258
261

914
111
111
111
113
111
108
113
113
108
111



Query= N6-25 [organism=Homo sapiens] anxal

Length=1042

Score E Max
Sequences producing significant alignments: (Bits) Value ident
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1363 0.0 100%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1360 0.0 99%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1360 0.0 100%
BE614257.1 601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG... 1360 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1354 0.0 99%
BU857810.1 AGENCOURT 10474308 NIH MGC_107 Homo sapiens cDNA cl... 1352 0.0 993
BQ228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1352 0.0 993
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1339 0.0 99%
BU596129.1 AGENCOURT 8906716 NIH MGC_142 Homo sapiens cDNA clo... 1339 0.0 993
BQ954100.1 AGENCOURT 8869366 NIH MGC_71 Homo sapiens cDNA clon... 1339 0.0 99%
ALIGNMENTS
Query 298 AACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGARGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAGAAAGGAGARAGGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACC 447
AL576223.3 761 612
AL574991.3 761 612
AL576603.2 768 619
BE614257.1 780 632
AL576340.3 772 623
BU857810.1 22 171
B0228162.1 175 324
AL570884.3 768 619
BU596129.1 6 155
BQ954100.1 24 173
Query 448 597
AL576223.3 611 462
AL574991.3 611 462
AL576603.2 618 469
BE614257.1 631 482
AL576340.3 622 473
BU857810.1 172 321
B0228162.1 325 474
AL570884.3 618 469
BU596129.1 156 305
BQ954100.1 174 323
Query 598 747
AL576223.3 461 311
AL574991.3 461 311
AL576603.2 468 318
|
Cc
BE614257.1 481 331
AL576340.3 472 322
BU857810.1 322 472
B0228162.1 475 625
|
Cc
B T TG B 318
\
|
Cc
LT 1= T L 456
\



D210 o 0
Query 748 TGGATGAAACCAAAGGAGATTATGAGAAAATCCTGGTGGCTCTTTGTGGAGGAAACTAAACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTARAATAGGAAAGTTTCTTCAACAGG
AL576223.3 310 .. . .. .. B .. . . .. . .. .. . e
AL574991.3 310

AL576603.2 317

BE614257.1 330

AL576340.3 321

BU857810.1 473

BQ228162.1 626

AL570884.3 317

BU596129.1 457

BQ954100.1 475

Query 898 1042
AL576223.3 160 15
AL574991.3 160 15
AL576603.2 167 26
BE614257.1 180 35
AL576340.3 171 25
BU857810.1 623 768
BQ228162.1 777 923
AL570884.3 167 21
BU596129.1 607 753
BQ954100.1 625 771

Query= N7-12 [organism=Homo sapiens] anxal

Length=1094

Sequences producing significant alignments:

BQ962441.
BU902298.

AGENCOURT_10056322 NIH_MGC_71 Homo sapiens cDNA clo..
AGENCOURT_10127317 NIH_MGC_71 Homo sapiens cDNA clo.

AL553114.3 AL553114 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
CX870542.1 HESC4_46_F03.gl_A037 NIH MGC_262 Homo sapiens cDNA ..
BQ953713.1 AGENCOURT_8786826 NIH_MGC_43 Homo sapiens cDNA clon..
BM458053.1 AGENCOURT_ 6411336 NIH MGC_71 Homo sapiens cDNA clon..
AL544959.3 AL544959 Homo sapiens PLACENTA COT 25-NORMALIZED Ho.
AU117349.1 AU117349 HEMBAl Homo sapiens cDNA clone HEMBA100120.
AL553679.3 AL553679 Homo sapiens PLACENTA COT 25-NORMALIZED Ho.

1

1

1

EB387180.

ALIGNMENTS

nbj26d10.yl Human optic nerve. Unnormalized (nbj) H..

Score
(Bits)

1441
1441
1432
1430
1426
1426
1419
1419
1417
1415

Max

ident

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

897
161
161
168
181
172
622
776

168
606
624



Query 1 AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGT TCTTTGCAAGAAGGTAGAGATAAAGACACTTTTTCAAAAATGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAAAATGAAGAGCAGGAATATGTTCARACTGTGA 150

AL553114.3 107 256
€x870542.1 29 178
BQ953713.1 1 145
BM458053.1 11 160
AL544959.3 1 142
AU117349.1 1 150
AL553679.3 1 142
BQ962441.1 1 138
BU902298.1 24 164
EB387180.1 1 136
Query 151 300
AL553114.3 257 406
€x870542.1 179 328
BQ953713.1 146 295
BM458053.1 161 310
AL544959.3 143 292
AU117349.1 151 300
AL553679.3 143 292
BQ962441.1 139 288
BU902298.1 165 314
EB387180.1 137 286
Query 301 450
AL553114.3 407 556
€x870542.1 329 478
BQ953713.1 296 445
BM458053.1 311 460
AL544959.3 293 442
AU117349.1 301 450
AL553679.3 293 441
BQ962441.1 289 438
BU902298.1 315 464
EB387180.1 287 436
Query 451 600
AL553114.3 557 706
€x870542.1 479 628
BQ953713.1 446 595
BM458053.1 461 610
AL544959.3 443 592
AU117349.1 451 600
AL553679.3 442 591
BQ962441.1 439 588
BU902298.1 465 614
EB387180.1 437 586
Query 601 750
AL553114.3 707 856
€x870542.1 629 778
BQ953713.1 596 745
BM458053.1 611 760
AL544959.3 593 742
AU117349.1 601 750
AL553679.3 592 741
BQ962441.1 589 738
BU902298.1 615 e 764
EB387180.1 587 .. 736
Query 751 780

AL553114.3 857 886

€x870542.1 779 808

BQ953713.1 746 775

BM458053.1 761 791

AL544959.3 743 772

AU117349.1 751 777

AL553679.3 742 771

BQ962441.1 739 768

BU902298.1 765 794

EB387180.1 737 766

Query= N8-23 [organism=Homo sapiens] anxal

Length=1377



Score E Max

Sequences producing significant alignments: (Bits) Value ident
BU508007.1 AGENCOURT 10128424 NIH MGC_71 Homo sapiens cDNA clo... 1820 0.0 96%

AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1803 0.0 97%

AL544231.3 AL544231 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1796 0.0 96%

DC631365.1 DC631365 macaque bone marrow cDNA library QbmA Maca... 1768 0.0 933

DC636772.1 DC636772 macaque bone marrow cDNA library QbmA Maca... 1744 0.0 923

AL541874.3 AL541874 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1742 0.0 97%

BU902298.1 AGENCOURT 10127317 NIH MGC_71 Homo sapiens cDNA clo... 1736 0.0 953

BX438944.2 BX438944 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1735 0.0 973

AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1722 0.0 96%

AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1720 0.0 96%

ALIGNMENTS

Query 1 AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGCAAGAAGGTAGAGAT. GACACTTTTT TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAARATGAAGAGCAGGAATATGTTCAAACTGTGA 150
BU508007.1 1 131
AL544231.3 19 151
DC631365.1 1 149
DC636772.1 1 149
AL541874.3 1 125
BU902298.1 24 164
BX438944.2 1 133
Query 151 300
BU508007.1 132 281
AL570428.3 1088 1068
AL544231.3 152 301
DC631365.1 150 299
DC636772.1 150 299
AL541874.3 126 275
BU902298.1 165 314
BX438944.2 134 283
Query 301 450
BU508007.1 282 432
AL570428.3 1067 921
AL544231.3 302 452
DC631365.1 300 450
DC636772.1 300 450
AL541874.3 276 426
BU902298.1 315 465
BX438944.2 284 434
AL576223.3 1050 916
AL570884.3 1059 923




Query

BU508007.
AL570428.
AL544231.
DC631365.
DC636772.

AL541874

BU902298.

BX438944

AL576223.
AL570884.

Query

BU508007.

AL570428.

AL544231.

DC631365.

DC636772.

AL541874.

BU902298.

BX438944.

AL576223.

WWNPWE R Ww e

w

w

-

-

w

-

N

w

451
433
920
453
451
451
427
466
435
915
922

601
583

770

603

601

601

CATGAAGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATC.

TCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCCAAAGACATAACCTCAGACACATCTGGAGATTT

600
582
771
602
600
600
576
615
584
766
773

750
748

605

768

766

766



AL570884.

Query

BU508007.

AL570428

AL544231.

DC631365

DC636772.

AL541874

BU902298.

BX438944

AL576223.
AL570884.

Query

BU508007.

AL570428.
AL544231.
DC631365.

DC636772.

AL541874.
BU902298.

BX438944.

AL576223.
AL570884.

Query

BU508007.

AL570428.
AL544231.
DC631365.

DC636772.

BU902298.

AL576223.
AL570884.

Query

AL570428.
DC631365.

WWN P WEPWwe

3

W

-

N

-

-

-

-

w

772

751
749
604
769
767
767
743
782
751
599
606

901
899

454
918
917

893
932

449
456

1051
1050 C....GA...T..TA....

304
1064
1062

1062

1086

299
306

1201
154 e . . ..
1186

TTG|

900
898
455
917
916
916
892
931
900
450
457

1050
1049

305
1063
1061

1061

1029
1085

1030

300
307

1200
1123

155
1102
1185

1188

1152

150
157

1350

5
1216



DC636772.1

AL576223.3
AL570884.3

Query
AL570428.3
AL570884.3
Query= N9-8

Length=1237

1189

149
156

ATGT 1354
.1

[organism=Homo sapiens] anxal

Sequences producing significant alignments:

BQ228162.1
AL576603.2
AL576340.3
AL576223.3
AL574991.3
BM555842.1
AL570428.3
AL570884.3
BE614257.1
AL575425.3

ALIGNMENTS

Query
B0228162.
AL576603.
AL576340
AL576223.
AL574991
BM555842.
AL570428
AL570884.
BE614257.

PLwwPwwwN e

AL575425.

w

Query
B0228162.
AL576603.
AL576340
AL576223.
AL574991
BM555842.
AL570428
AL570884.
BE614257
AL575425.

WHWWEWWwWwN -

Query
B0228162.
AL576603.
AL576340.
AL576223.
AL574991.
BM555842
AL570428.
AL570884
BE614257.
AL575425

WP WWEWWwN P

Query
B0228162.
AL576603
AL576340.
AL576223.

wwn e

AGENCOURT_7258587 NIH MGC_ 71 Homo sapiens cDNA clon...
AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AGENCOURT_6544353 NIH MGC_ 88 Homo sapiens cDNA clon...
AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...
601504294T1 NIH _MGC_71 Homo sapiens cDNA clone IMAG...
AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...

376
115
828
832
821
821

826
828
854

839

526
250
693
697
686
686
209
691
693
706
704

676
400
543
547
536
536
359
541
543
556
554

826
550
393
397
386

ACAGGTCACCTT!

TCTGGC!

Score
(Bits)

1541
1517
1515
1513
1509
1504
1496
1489
1487
1480

E Max
Value ident

99%
100%
100%
100%
100%
99%
99%
99%
98%
99%

cooooocooooo
cooooooooo

TCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGAT

1231

525
249
694
698
687
687
208
692
694
707

705

675
399
544
548
537
537
358
542
544
557
555

825
549
394
398
387
387
508
392
394
407
405

975
699
244
248
237



AL574991.3 386
BM555842.1 509
AL570428.3 391
AL570884.3 393
BE614257.1 406
AL575425.3 404
Query 976
BQ228162.1 700
AL576603.2 243
AL576340.3 247
AL576223.3 236
AL574991.3 236
BM555842.1 659
AL570428.3 241
AL570884.3 243
BE614257.1 256
AL575425.3 254
Query 1126 AGATAAGTCCATTTTTTAAAAATGTTTTCCCCAAACCATAAAACCCTATACAAGTTGTTCTAGTAACAATACATGAGAAAGATGTCTATGTAGCTGAAAATAAAATGACGTC 1237
BO22B162.1 851 ettt et et et e e e e e et et et e e e e e e e e e et et B et e e e e e e e e e e et 965
\ \ \
| | |
A
AL576603.2 93 1
AL576340.3 97 5
AL576223.3 86 1
AL574991.3 86 1
BM555842.1 809 922
AL570428.3 91 1
AL570884.3 93 1
| |
N N
BEGL4257 .1 106 et et et et et et e e e e e e et et et e e e e e e e e et et e e e TR et 6
\
|
T
BLST5425.3 104 et ettt ettt e e e e et e e e e e e e e e e e e Newewenenennn [P 17
Query= N10-2 [organism=Homo sapiens] anxal
Length=927
Score E Max
Sequences producing significant alignments: (Bits) Value ident
BQ228162.1 AGENCOURT_ 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1594 0.0 99%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1576 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1574 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1572 0.0 100%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1568 0.0 100%
BM555842.1 AGENCOURT_ 6544353 NIH_MGC_88 Homo sapiens cDNA clon... 1568 0.0 99%
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1552 0.0 99%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1548 0.0 99%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1535 0.0 99%
BE614257.1 601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG... 1528 0.0 99%
ALIGNMENTS
Query 43 AAGAAATCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCCARAAGACATAACCTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAG
BQ228162.1 83 e
AL576603.2 860
AL576340.3 864
AL576223.3 853
AL574991.3 853
BM555842.1 42
AL570428.3 858
AL570884.3 860

237
658
242
244
257
255

1125
850

192
232
711
715
704
704
191
709
711



AL575425.
BE614257.

Query

B0228162.

AL576603

AL576340.

AL576223

AL574991.

BM555842

AL570428.

AL570884

AL575425.

BE614257

Query

B0228162.

AL576603

AL576340.

AL576223

AL574991.
BM555842.
AL570428.
AL570884.
AL575425.
BE614257.

Query

B0228162.
AL576603.

AL576340

AL576223.

AL574991

BM555842.

AL570428

AL570884.

AL575425

BE614257.

Query

B0228162.

AL576603.

AL576340

AL576223.

AL574991

BM555842.

AL570428

AL570884.

AL575425

BE614257.

Query

B0228162.

AL576603.

AL576340.

AL576223.
AL574991.
BM555842.

AL570428.
AL570884.

AL575425.

FPLwwewwwN = FPwwwkewwwh e

FPLwwwEWwwwh e

FPLwwwEwwwh

N

w

W

w

w

871
871

193
233
710
714
703
703
192
708
710
721
723

343
383
560
564
553
553
342
558
560
571
573

493
533
410
414
403
403
492
408
410
421
423

643
683

260
264
253
253
642
258
260
271
273

793
834

114

103
103
792

108
110

ACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAGI GGAG. GGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGARATACACCAAGTACAGTAAGCATG

TCAGGATTATGGTTTCCCGTTCTGAARATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGAAACCAAAGGAGATTATGAGARAATCCTGGTGGCTCTTTGTGGAGGARAACT

TCCATTTTTT. TGTTTTCCCCAAACCAT. CCCTATACAAGTTGTTCTAGTAACAATACATGAG GATGTCTATGTAGCTGAAAATAAAAATGACGTC 922
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA Gttt it e i e e e e i AT L. 965
\ \
| |
G G
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA A e i e 1
\
|
Cc
5

925

722
724

342
382
561
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Query= N11-16 [organism=Homo sapiens] anxal
Length=1930
Score E Max
Sequences producing significant alignments: (Bits) Value ident
BX417009.2 BX417009 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1748 0.0 993
AU134300.1 AU134300 OVARC1 Homo sapiens cDNA clone OVARC100168... 1443 0.0 993
AU138502.1 AU138502 PLACEl Homo sapiens cDNA clone PLACE100869... 1310 0.0 983
CR421424.1 UI-H-EZ1-bbb-c-06-0-UI.sl NCI_CGAP_Ch2 Homo sapiens... 1286 0.0 100%
AI764962.1 wh57a06.x1 NCI_CGAP_Kidll Homo sapiens cDNA clone I... 1206 0.0 97%
BF107418.1 601824036F1 NIH MGC_79 Homo sapiens cDNA clone IMAG... 1057 0.0 283
DB013065.1 DB013065 TESOP2 Homo sapiens cDNA clone TESOP200154... 1040 0.0 100%
DB328492.1 DB328492 PLACE6 Homo sapiens cDNA clone PLACE600972... 950 0.0 100%
BG231632.1 naf37c05.x1 Soares NPBMC Homo sapiens cDNA clone IM... 944 0.0 100%
BU674442.1 UI-CF-DUO-aab-j-09-0-UI.sl UI-CF-DUO Homo sapiens c... 937 0.0 100%
ALIGNMENTS
Query 1 AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGC. GGTAGAGAT. GACACTTTTTC TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGARAATGAAGAGCAGGAATATGTTCARACTGTGAA 150
BXAL7009.2 1 et e e e e e e e e e e e e e 139
\
|
G
AU134300.1 1 151
AU138502.1 1 151
BF107418.1 1 134
|
G
Query 151 GTCATCCARAGGTGGTCCCGGATCAGCGGTGAGCCCCTATCCTACCTTCAATCCATCCTCGGATGTCGCTGCCTTGCATAAGGCCATAATGGT TARAGGTGTGGATGAAGCAACCATCATTGACATTCTAACTAAGCGARACAATGCACA 300
BX417009.2 140 289
AU134300.1 152 301
AU138502.1 152 301
BF107418.1 135 284
Query 301 450
BX417009.2 290 439
AU134300.1 302 451
AU138502.1 302 451
BF107418.1 285 434
Query 451 600
BX417009.2 440 589
AU134300.1 452 601
AU138502.1 452 601
BF107418.1 435 580
DBE013065.1 1 63
Query 601 AAACATCGAGATTGCTGCTGTCAATAAAGAATATGGTCTGATTGAAATGTACTAATATTTAAACTGAACTGTTTAATGCCTAAATTTTATATATAATTCTACTTT. TAAGCCTTATGTCTTTTATACCARATATGAGTAGTTTTCT 750
BX417009.2 590 739
AU134300.1 602 750
AU138502.1 602 761
BF107418.1 581 610
DBE013065.1 64 214
|
T
Query 751 AAAGCAATGAAATTAGAAAACTATATAATTTCAGTATCTGATTATACTGCTTGTTATTTGAGAAGTAC CCTC GATTGG CATGRATATATTATTTTAARAAGTAATTTTACTTCTGTTTTCTGTTAGCACACAGTCCTCTGTG 900
BX417009.2 740 889
AU134300.1 751 798
AU138502.1 762 770




G

L L L I 364
Query 901 TTTTGATCTTTGTGATTTCTCCCCTGTGTATAAGATTACTAACCCTATGCTTTAAGAAGTTATTGATGAATTCAGTARATTTTATTTTAATCCCTCTAGATCTGGAAGGGTAAGATAATGTTTC. TATTTGGTACACTTTGTATGTG 1050
BX417009.2 890 e . . .. . .. .. . “.. . - . 969
L L 1 514
Query 1051 AAGGGAAGAAGCTCTAAAAGATGGTTGGGTTTAGGGATGAGTTGTACGATGACCTAAAGTCAGGTAATATCACATTTTTTAACCTAGCATGTTACTTATTGGAAGTCCTGATTCTAATCtttttttttGTAGCCCCTGGATGARACACTG 1200
DBO13065.1 515  tutiitiit ittt it ittt e 567
Query 1201 AAGAAAGCCCTTACAGGTCACCTTGAGGAGGTTGTTTTAGCTCTGCTAAAAACTCCAGCGCAATTTGATGCTGATGAACTTCGTGCTGCCATGAAGGGCCTTGGAACTGATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACTAAC 1350
CR421424.1 727 . . .. . .. .. . .. . .. ce... 604
ATI764962.1 731 585
Query 1351 AAAGARATCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCC. GACATAACCTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTARGGGTGACCGATCTGAGGACTTTGGTGTGAATGAA 1500
CR421424.1 603 454
ATI764962.1 584 436
DB328492.1 528 442
BG231632.1 525 442
BU674442.1 536 454
Query 1501 GACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG GGAG. GGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGGTAARCAATARATTTCTTTTTCTGGAATCTGTT 1650
CR421424.1 453 e . . . .. .. .. .. .. . .. . .. .. .. .. . .. . .. .. . e... 304
ATI764962.1 435 286
DB328492.1 441 292
BG231632.1 441 292
BU674442.1 453 304
Query 1651 CAG: 1800
CR421424.1 303 e . . .. . .. .. .. .. B .. . . .. . .. .. . ve... 154
ATI764962.1 285 136
DB328492.1 291 142
BG231632.1 291 142
BU674442.1 303 154
Query 1801 TCATATTTAATACATTTTGTGACTTGGGCATGTGGAACATAATTTTGTTATTTTCACTGCTTTTACTCCCCT: GATTTGGAATATGTGTGGG GACTGCATAACAGAAC. TGARATTAGRAT 1930
L0 23

\

|

A
ATI764962.1 135 5
DB328492.1 141 11
BG231632.1 141 11
BU674442.1 153 23

Query= N12-C* [organism=Homo sapiens] anxal

Length=1542

Score E Max
Sequences producing significant alignments: (Bits) Value ident
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1910 0.0 98%
BU508007.1 AGENCOURT 10128424 NIH MGC_71 Homo sapiens cDNA clo... 1855 0.0 283
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1831 0.0 98%
AL544231.3 AL544231 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1831 0.0 98%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1825 0.0 97%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1810 0.0 98%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1788 0.0 98%
AL541874.3 AL541874 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1788 0.0 993
DC631365.1 DC631365 macaque bone marrow cDNA library QbmA Maca... 1784 0.0 94%
AL553129.3 AL553129 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1770 0.0 98%

ALIGNMENTS
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AL544231.
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Query

AL570428.
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GGGAAGGTGTGGGAAGGACTTGTG. TACATATTCGAGG. CTATGCACAAGGCCGTGCATTTAAAAATAAACTCCCTAAGGCTGGG

151 GTGAAACCTGCTACGGTCTGCGCAAGTTGACTGTTAATGAATTTGATTCTCAGGTACACTTTTTCAAAAATGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGAAAATGAAGAGCAGGAATATGTTCARACTGTGAAGTCA
AL e e e e e e e e e e e

62
36
60
3

.A
A

301
1088 P N R
137
157
131
155
98

451 CAACAGATCAAAGCAGCATATCTC CCCTGGAT T CCTTACAGGTCACCTTGAGGAGGTTGTTTTAGCTCTGCTAAAAACTCCAGCGCAATTTGATGCTGATGAACTTCGTGCTGCCATG
1062
287
1050
307
1059

1017
1037
281
305
249

601
916
437
911
457
918
911
929
431
455
399

751 AACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGC.
766 e . . . ...R..

587
761
607
768
761
779
581
605
549

901 AGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTAAGCAT
616
737
611
757
618
611
629
731
699 .. .. .. . . . . .. . .. .. .. .. B .. . WYL

GACATGAACAAAGTTCTGGACCTGGAGT TGAAAGGTGACATTGAGAAATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCARACCAGCTTTC
A

1051 TTTGCAGAGAAGCTTCATCAAGCCATGAAAGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATC
466 A
887

150
40
61
35
59

300
136

156
130
154
97

450
1063
286
306
280
304
248

600
917
436
912
456
919

912
930
430
454
398

750
767
586
762
606
769
762
780
580
604
548

900
617
736
612
756
619
612
630
730
754
698

1050
467
886
462
905
469
462
480
880
904
848

1200
317
1037



G T Cc
AL576223.3 461 312
AL544231.3 906 1053
AL570884.3 468 319
AL574991.3 461 312
AL575425.3 479 330
AL541874.3 881 1023
DC631365.1 905 1053
AL553129.3 849 991
Query 1201 CTGGATGAAACCARAGGAGATTATGAGAARATCCTGGTGGCTCTTTGTGGAGGAAACTARACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTARATAGGAAAGTTTCTTCAACAG 1350
AL570428.3 316 PP e J P B o
BU508007.1 1038 1123
AL576223.3 311 162
AL544231.3 1054 1102
AL570884.3 318 169
AL574991.3 311 162
AL575425.3 329 180
AL541874.3 1024 1029
DC631365.1 1054 1176
|
A
AL553129.3 992 1003
Query 1351 GATTACAGTGTAGCTACCTACATGCTGAAAAATATAGCCTTTARATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT: TGTTTTCCCCAAACCATAAAACCCTATACAAGTTGTTCTAGTAACAATACATG 1500
AL570428.3 166 17
AL576223.3 161 12
AL570884.3 168 17
AL574991.3 161 12
AL575425.3 179 30
DC631365.1 1177 1216
|
G
Query 1501 AGARAGATGTCTATGT 1516
AL570428.3 16 e 1
AL576223.3 11 1
AL570884.3 16 1
AL574991.3 11 1
AL575425.3 29 17
Query= N13-17 [organism=Homo sapiens] anxal
Length=1234
Score E Max
Sequences producing significant alignments: (Bits) Value ident
BQ228162.1 AGENCOURT_ 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1679 0.0 99%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1648 0.0 100%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1635 0.0 99%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1633 0.0 99%
BM555842.1 AGENCOURT_ 6544353 NIH_MGC_88 Homo sapiens cDNA clon... 1633 0.0 99%
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1629 0.0 99%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1628 0.0 99%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1628 0.0 99%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1615 0.0 99%
AL553095.3 AL553095 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1589 0.0 98%
ALIGNMENTS
Query 308 AACTGATGAAGATACTCTAATTGAGATTTTGGCATCAAGAACTAACAAAGAAATCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCC. GACATAACTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTT 457
BO22B162.1 36 ettt et et et e e e e e e et et e e e e e e e et et et e e e et e e e e e e e et e et e e e e e e e e e e e e e e e e 186
\
|
Cc
BLSTA991.3 900+ttt ettt et e e e e et et et et e e e e e e e et et et e e e e e e e e e et et et e e e e e e e et e e e e e e e e e e e et 750
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146
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760
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337
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449
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449
446
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460
456
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455

908
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299
306
299
596
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310

TCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAGAAAGGAGAAAGGGGACAGACGTARACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCA

YY.

750

755

757

756

607
336
600
607
600
295
605
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607
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757
486
450
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450
445
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461
457
468
456
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300
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318
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787

150
157
150
745
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AL570884.3 306 157

AL575425.3 317 168
AL553095.3 305 156
Query 1058 GCTACCTACATGCTGAARAATATAGCCTTTAAATCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTTARAAAATGTTTTCCCCAAACCAT. CCTAT. TTGTTCTAGTAACAATACATGAG GATGTCT 1207
3oy B X R - T I N < T 939
\ \
| |
G G
AL574991.3 149 1
AL576603.2 156 6
AL576223.3 149 1
BM555842.1 746 903
AL570428.3 154 5
AL576340.3 160 10
AL570884.3 156 5
AL575425.3 167 18
AL553095.3 155 5
|
N
Query 1208 ATGTAGCTGAARATARAATGACGTC 1232
B0228162.1 940  ..ee..iiiiiiiiiiienae.... 965
|
A
AL576603.2 5  ..... 1
BM555842.1 904  ......i...iei.ei.... 922
\
G
AL570428.3 4 1
AL576340.3 9 5
AL570884.3 4 1
AL575425.3 17 . 17
AL553095.3 4 .G.. 1
Query= N14-15 [organism=Homo sapiens] anxal
Length=3707
Score E Max
Sequences producing significant alignments: (Bits) vValue ident
BX417009.2 BX417009 Homo sapiens PLACENTA Homo sapiens cDNA cl... 1748 0.0 99%
CX869128.1 HESC4_32_HO2.gl_A037 NIH_MGC_262 Homo sapiens cDNA ... 1644 0.0 100%
BM556687.1 AGENCOURT_6540720 NIH_MGC_88 Homo sapiens cDNA clon... 1491 0.0 96%
B0723044.1 AGENCOURT_8232565 Lupski_sympathetic_trunk Homo sap... 1483 0.0 98%
AU134300.1 AU134300 OVARCL Homo sapiens cDNA clone OVARCL00168... 1443 0.0 99%
DR422934.1 navl9cll.yl Human pterygium. Unnormalized (nav) Hom... 1310 0.0 100%
AU138502.1 AU138502 PLACEL Homo sapiens cDNA clone PLACE100869... 1310 0.0 98%
CA414418.1 UI-H-EZ0-bas-£-10-0-UI.sl NCI_CGAP_Chl Homo sapiens... 1293 0.0 99%
CB321626.1 UI-CF-ENl-aeg-d-16-0-UI.sl UI-CF-ENl Homo sapiens c... 1266 0.0 99%
B0721913.1 AGENCOURT_8101100 Lupski_sympathetic_trunk Homo sap... 1236 0.0 96%
ALIGNMENTS
Query 1 AGTGTGAAATCTTCAGAGAAGAATTTCTCTTTAGTTCTTTGCAAGAAGGTAGAGATAAGACACTTTTTC. TGGCAATGGTATCAGAATTCCTCAAGCAGGCCTGGTTTATTGARAATGAAGAGCAGGAATATGTTCARACTGTGAA 150
3B 10T 139
\
|
A
AU134300.1 1 151
AU138502.1 1 151
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440
452
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740
751
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26
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725
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2401

GTCATCCAAAGGTGGTCCCGGATCAGCGGTGAGCCCCTATCCTACCTTCAATCCATCCTCGGATGTCGCTGCCTTGCATAAGGCCATAATGGTTARAAGGTGTGGATGAAGCAACCATCATTGACATTCTAACTAAGCGARACAATGCACA

AAACATCGAGATTGCTGCTGTCAATAAAGAATATGGTCTGATTGAAATGTACTAATATTTAAACTGAACTGTTTAATGCCTAAATTTTATATATAATTCTACTTT.

AAAGCAATGAAATTAGAAAACTATATAATTTCAGTATCTGATTATACTGCTTGTTATTTGAGAAGTAC CCTC. GATTGG. CATGAATATATTATTTTAAAAGTAATTTTACTTCTGTTTTCTGTTAGCACACAGTCCTCTGTG

TTTTGATCTTTGTGATTTCTCCCCTGTGTATAAGATTACTAACCCTATGCTTTAAGAAGTTATTGATGAATTCAGTAAATTTTATTTTAATCCCTCTAGATCTGGAAGGGTAAGATAATGTTTCARAATATTTGGTACACTTTGTATGTG

CTCATGTTGTTTGAARAATCTCACATTTAATATCTTCCCATTAATGAGAATCATTGTTCTATTTGATG

GAGGT,

TACACTACCTTCTCAG.

T

CACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAA

CTTCTGTTAGATT
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DR422934.

Query

BM556687.
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3301
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GTAATGATGAATACCTGGTGCCATGGAAGAGAARAAGTGGGACATATACTCCAGACTTTGGAAATCCAGGTAGCATTGCTGTCAGCTARATTAACACCTGAAGT TTAAATAGAAATGAGCCAGATGAGGGCARAGAGTGGAAGAGATGGGAT 2700

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 218
\
|
G
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 328
\
|
G
86
|
G
AAAGCAAGGGTGGTCCAAGAGGAAGAAGTAACCCACACACAGGCTTGAAGGC. GGTAACATAACCTTCTCAAGACAGTAAGTATAGAGTGATGGTGCACACTGGAAGAGATGGTAGAATTAGGCAGGATATTGTAAGCCTTGARARA 2850
368
478
236
3000
. . . 518
628
738
386

GATGGTGAGAGATGAGTTAGGAAGTTGTGACAGCTCTCTATACCTACCGCTAATGTAGAGGATTATTTATTTTCATTTCATTACCATTCGTGTAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAGCTAGTTTCTCTATAGA 3150

716
582
|
GTGTGT
.--.N.A. 580
.. 540
\
|
GTGT

AATTATATGGAAGAGTAAGAAGGCTTCACTTTARAATTCATGTTTTTAATGAGAGTATTTTCTGAATATGAGACACTTACCCTCATTTATTTTGGCCAGGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCT 3300
825

432
430
695

T
GARATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGARACCAAGGAGATTATGAGARAATCCTGGTGGCTCTTTGTGGAGGARACTAAACATTCCCTTGATGGTCTCAAG 3450
AAAAAAAAAAAAAAAA L 925

281
279
769

CTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAAATAGGAAAGTTTCTTCAACAGGAT TACAGTGTAGCTACCTACATGCTGAARAATATAGCCTTTARATCATTTTTATATTATARCTCTGTATAATAGAGATAAG 3600
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 131



Query 3601 TCCATTTTTTAAAAATGTTTTCCCCAAACCATAAAACCCTATACAAGTTGTTC
CRAT44A18.1 130 it ettt ittt ittt ieettetaeate e anaeaaaaaaaaaaaaaaan Nttt et ittt ittt ittt e i e
[0 23 b I 3 s I 22

Query= N15-2 [organism=Homo sapiens] anxal

Length=961

Score E Max
Sequences producing significant alignments: (Bits) Value ident
BQ228162.1 AGENCOURT_ 7258587 NIH_MGC_71 Homo sapiens cDNA clon... 1591 0.0 99%
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1567 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1565 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1563 0.0 100%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1559 0.0 100%
BM555842.1 AGENCOURT_6544353 NIH_MGC_88 Homo sapiens cDNA clon... 1554 0.0 99%
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1543 0.0 99%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1539 0.0 99%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1526 0.0 99%
BE614257.1 601504294T1 NIH MGC_71 Homo sapiens cDNA clone IMAG... 1520 0.0 98%
ALIGNMENTS
Query 86 ATCAGAGACATTAACAGGGTCTACAGAGAGGAACTGAAGAGAGATCTGGCC. GACATAACCTCAGACACATCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTTGGTGTGAATGAAGACTTG 235
BQ228162.1 88 237
AL576603.2 855 706
AL576340.3 859 710
AL576223.3 848 699
AL574991.3 848 699
BM555842.1 47 196
AL570428.3 853 704
AL570884.3 855 706
AL575425.3 866 717
BE614257.1 867 719

| |
A G

Query 236 GCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG. GGAG GGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACAACTTCGCAGAGTGTTTCAGAAATACACCAAGTACAGTAAGCATGACATG 385
BQ228162.1 238 387
AL576603.2 705 556
AL576340.3 709 560
AL576223.3 698 549
AL574991.3 698 549
BM555842.1 197 346
AL570428.3 703 554
AL570884.3 705 556
AL575425.3 716 567
BE614257.1 718 569
Query 386 AACARAGTTCTGGACCTGGAGTTGAAAGGTGACATTGAGARATGCCTCACAGCTATCGTGAAGTGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGAARAGGTGTTGGAACTCGCCATAAGGCATTGATCAGG 535
BQ228162.1 388 ............... T e PP X ¥
AL576603.2 555 406
AL576340.3 559 410
AL576223.3 548 399
AL574991.3 548 399
BM555842.1 347 196
AL570428.3 553 404
AL570884.3 555 406
AL575425.3 566 417
BE614257.1 568 419
Query 536 685
BQ228162.1 538 ...... e e P . ceeee... 687
AL576603.2 405 256
AL576340.3 409 260
AL576223.3 398 249
AL574991.3 398 249
BM555842.1 497 646
AL570428.3 403 254
AL570884.3 405 256
AL575425.3 416 267
BE614257.1 418 269
Query 686 835
BQ228162.1 688 838
AL576603.2 255 106
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Query= N16-14

Length=2873

Sequences producing

AL544959.3
BX438944.2
AL551427.3
AL540651.3
AL551980.3
AL544231.3
AL541874.3
BU902298.1
BU508007.1
AL553114.3

ALIGNMENTS

Query
AL544959.
BX438944.
AL551427.
AL540651.
AL551980.
AL544231.
AL541874.
BU902298.

FPLwwwwhw

BU508007.

-
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w

Query
AL544959.3
BX438944.2
AL551427.

w

259
248
248
647
253
255
266
268

836
839

105

AL544959
BX438944
AL551427
AL540651
AL551980
AL544231
AL541874
AGENCOURT_10127317 NIH_MGC_71 Homo sapiens cDNA clo..
AGENCOURT_ 10128424 NIH MGC_71 Homo sapiens cDNA clo..
AL553114 Homo sapiens PLACENTA COT 25-NORMALIZED Ho...

TCTGTAT.

TAGAGAT:

GTCCATTTTTT.

[organism=Homo sapiens] anxal

significant alignments:

Homo
Homo
Homo
Homo
Homo
Homo
Homo

sapiens
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sapiens
sapiens
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COT 25-NORMALIZED
Homo sapiens CDNA
COT 25-NORMALIZED
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COT 25-NORMALIZED
COT 25-NORMALIZED
Homo sapiens CDNA

GTTGTTCTAGT.

GATGTCTATGTAGCTGAAAATAAAATGACGTC

Score
(Bits)

1701
1698
1696
1692
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1685
1683
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1674
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100%
100%
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100%
99%
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965
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153
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166
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294
285
287
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TCAGAGACATTAACAGGGTCTACAGAGAGGAACTG. TCTGGCC

CGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACT TTGGTGTGAATGAAGACTTGGCTGATTCAGATGCCAGGGCCTTGTATGAAGCAGGAG. GGAGARAGGG! GTAAACGTGTTCAATACCATCCTTACC

TTATTTGTAG. GAACAG. CCTCATGTTGTTTGAAAATCTCACATTTAATATCTTCCCATTAATGAGAATCA

TTGTTCTATTTGATGARAGAGGTAATACACTACCTTCTCAGAATAAACTTCTGTTAGATTCGGTGCt tttttt tACAGATGAGAT TGTARAGTGAGCCTGTAAGTGATTTACGGCTCACTTGTGATT TGCTTAAAACATGTGTCACCACG
GGAAGGGTGATGTACTTTCTTTTTTAACGTGTAATT TTAGTGGCCTACTTCCTCTAAGGTTGTGAGT TT TATAATCTCCCACTTTATGAGTCTGATT TGTTGT TTTTATTATTCTGTCTTT TATGCCACAGAT TAATAGTTGARACTTTT
GAAATGTCATTCTATGATTAAGGATGTAGAATGATGTATTTGAGATCAACTATGTCACTTTAACT TTACTGTCTGACATGCATGGTATTATACAAGGTACCTCTTCTATTCTGACAT TTTGAGCCCACAAATGAATAGT TATGAAGTTAT
CTTCCTTTTTTCTTTGCAGCTCCAAAATAAGGAGGTTTTCagagagagagagarAGARAGATCTAACtatttgaataatatgaaggaatattttgaatatatatgaataatttgaataatatgaaatgataGACATGCTAGGTACTGCTC
TGTAGTGGTTAGCATAGTTGCTGCCCCCTTTCTGCCATAGTCTAGTGTGATATTTCGT TGGGTAATGATGAATACCTGGTGCCATGGAAGAGAARAGTGGGACATATACTCCAGACT TTGGAAATCCAGGTAGCATTGCTGTCAGCTARA

TTAACACCTGAAGTTTAAATAGAAATGAGCCAGATGAGGGCAAGAGTGGAAGAGATGGGGAT. GCAAGGGTGGTCCAAGAGGAAGAAGTAACCCACACACAGGCT TGAAGGC! ‘TAACATAACCTTCTCAAGACAGTAAGTATA
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Query 1951 GAGTGATGGTGCACACTGGAAGAGATGGTAGAATTAGGCAGGATATTGTAAGCCTTGAAAAAGAATTAGGCAGGATATCGGAAGCCCTGATTAGATTCTATCCTAAGAGCAACAGAAGATCACTGACAGTGTTTTAAATAGATAGACTAG
Query 2101 TTTATTAGATTTGCAGTTTAGAAGTTCCCLttttttGTAATTATTGGACAGTGTAGAGACCGGATGGTGAGAGATGAGT TAGGAAGTTGTGACAGCTCTCTATACCTACCGCTAATGTAGAGGATTATTTATTTTCATTTCATTACCATT
Query 2251 CGTGTAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgt ATAGCTAGTTTCTCTATAG TTATATGGAAGAGTAAGAAGGCTTCACTTTAAAATTCATGTTTTTAATGAGAGTATTTTCTGAATATGAGACACTTACCCTCATTT
Query 2401 ATTTTGGCCAGGGTGTTGGAACTCGCCATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGAAATTGACATGAATGATATCAAAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGARACCARAGGAG
BX438944.2 919 T S, Devevnnn T D I — Y Y...
AL544231.3 936
AL541874.3 911
BU508007.1 916 .. .. .GA
Query 2551 ATTATGAGARAATCCTGGTGGCTCTTTGTGGAGGARACTAAACATTCCCTTGATGGTCTCAA 2612
AL544231.3 1071 ..=........ BT SO S K-...R.... 1102
BU508007.1 1057 T TR e et et e e e e Cuovnnn Coinn 1123

\ \ \ \

| | | |

G A T AG
Query= N17-2 [organism=Homo sapiens] anxal
Length=988

Score E Max

Sequences producing significant alignments: (Bits) Value ident
B0228162.1 AGENCOURT 7258587 NIH MGC_71 Homo sapiens cDNA clon... 1624 0.0 993
AL576603.2 AL576603 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1600 0.0 100%
AL576223.3 AL576223 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1596 0.0 100%
AL576340.3 AL576340 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1592 0.0 100%
AL574991.3 AL574991 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1592 0.0 100%
BM555842.1 AGENCOURT 6544353 NIH MGC_88 Homo sapiens cDNA clon... 1587 0.0 99%
AL570428.3 AL570428 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1576 0.0 99%
AL570884.3 AL570884 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1572 0.0 99%
AL575425.3 AL575425 Homo sapiens PLACENTA COT 25-NORMALIZED Ho... 1559 0.0 99%
BU838395.1 AGENCOURT 8123206 Lupski_dorsal root ganglion Homo ... 1535 0.0 283
ALIGNMENTS
Query 95 TCAAGAACTAACAAAGAAATCAGAGACATTAACAGGGTCTAC T TCTGGC T CT! TCTGGAGATTTTCGGAACGCTTTGCTTTCTCTTGCTAAGGGTGACCGATCTGAGGACTTT
B0228162.1 70
AL576603.2 873
AL576223.3 866
AL576340.3 876
AL574991.3 866
BM555842.1 29
AL570428.3 871
AL570884.3 873
AL575425.3 884
BU838395.1 27
Query 245
B0228162.1 220
AL576603.2 723
AL576223.3 716
AL576340.3 727
AL574991.3 716
BM555842.1 179
AL570428.3 721
AL570884.3 723
AL575425.3 734
BU838395.1 177
Query 395
B0228162.1 370
AL576603.2 573
AL576223.3 566
AL576340.3 577
AL574991.3 566
BM555842.1 329
AL570428.3 571
AL570884.3 573
AL575425.3 584
BU838395.1 327
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219
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178
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724
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176
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544
519
424
417
428
417
478
422
424
435
476



Query 545 CATAAGGCATTGATCAGGATTATGGTTTCCCGTTCTGARATTGACATGAATGATATCARAGCATTCTATCAGAAGATGTATGGTATCTCCCTTTGCCAAGCCATCCTGGATGAAACCARAGGAGATTATGAGAARATCCTGGTGGCTCTT 694

BQ228162.1 520 669
AL576603.2 423 274
AL576223.3 416 267
AL576340.3 427 . .. . . .. . .. .. .. .. B .. . . . . . .. .. .. . ee.. 278
AL574991.3 416 . .. .. . .. . .. .. .. .. . .. .. .. .. . .. . .. .. . .. . TN .. . cee. 267
BM555842.1 479 . .. . . .. .. . .. . .. .. . .. . e .. . .... 628
AL570428.3 421 . .. . . .. . .. . .. .. B .. . . .. . PN 272
AL570884.3 423 . .. . . .. . .. .. .. .. B .. . . .. . PN 274
AL575425.3 434 285
BU838395.1 477 N 625
Query 695 TGTGGAGGAARACTAAACATTCCCTTGATGGTCTCAAGCTATGATCAGAAGACTTTAATTATATATTTTCATCCTATAAGCTTAAATAGGARAGTTTCTTCAACAGGAT TACAGTGTAGCTACCTACATGCTGAARAATATAGCCTTTARA 844
BQ228162.1 670 820
AL576603.2 273 124
AL576223.3 266 117
AL576340.3 277 128
AL574991.3 266 117
BM555842.1 629 . .. . . .. . .. .. .. .. . .. . .. .. .. .. . .. 778
AL570428.3 271 . .. . . .. . .. .. B .. .. . .. . e 122
AL570884.3 273 . .. . . .. . .. .. B .. . . .. . PN 124
AL575425.3 284 135
BU838395.1 626 772
Query 845 TCATTTTTATATTATAACTCTGTATAATAGAGATAAGTCCATTTTTT, TGTTTTCCCCAAACCAT. CCCTATACAAGTTGTTCTAGTAACAATACATGAGARAGATGTCTATGTAGCTGARARATARAATGACGTC 986
BQ228162.1 821 965
AL576603.2 123 1
AL576223.3 116 1
AL576340.3 127 5
AL574991.3 116 1
BM555842.1 779 922
AL570428.3 121 1
AL570884.3 123 1
AL575425.3 134 17
BU838395.1 773 908

Database: Database of GenBank+EMBL+DDBJ sequences from EST Divisions
Posted date: Feb 24, 2019 1:46 AM

Number of letters in database: 43,200,890,307

Number of sequences in database: 77,566,966

Lambda K H
1.33  0.621 1.12

Gapped

Lambda K H

1.28 0.460 0.850

Matrix: blastn matrix:l -2

Gap Penalties: Existence: 0, Extension: 0
Number of Sequences: 77566966

Number of Hits to DB: 2901464

Number of extensions: 648

Number of successful extensions: 648
Number of sequences better than 10: 24
Number of HSP's better than 10 without gapping: 0
Number of HSP's gapped: 514

Number of HSP's successfully gapped: 514
Length of database: 43200890307

a: 0

x1: 13 (25.0 bits)

X2: 32 (59.1 bits)

x3: 54 (99.7 bits)

S1: 13 (25.1 bits)






