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* MeTton CaHrepa bbin npeanoxex
dpenepukom CaHrepom B 1977 roay, 3a
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npemMum no xmmum B 1980 roay.

* B Tom e rogy Makcam n 'mnbept
npeanoXnnum anstepHaTuBHbLIM METOS,
Nony4vymBLLINN HAa3BaHNE «METOA XMMUNYECKOU
aerpagaumnnm».
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15 Compare C to Ref e - [=] Chromatograms from Contig[0013] El@
- . - GenedA_09-Gene_S3-R Fragment base #15,579. Base 185 of 200 al
Revnew[ Hefreshl Repovtsl Dpllonsl Conwmnﬂange‘ Tlanslahonl <R C G G C Kiea"T T T 1T AT G =
raJJBMJHﬂHHHHTHJa‘
Description: 12 consensus sequences compared to Reference Reference = l
with 3 exons. 4 =
Comparison Range: Unfiltered —
Base Positions: 14587..18495 = I%=
Reference 116 | 128 | 130 | 131 Total Geneih 05 Gen 125K Frag -base TT5579 Base 158 0T 50
15.395 G c aolaMlilcch_c 6 6 c TG TH T T T TATG d
15,400 T A x A 0 IIBJJEIHJRHHHHHTHJE—I
15,401.1 2 i 5 T 5 10 =
15,403 C S 3
15517 A g g g q 12 L] %
1:2% g : : ¥ 1 1; ] GenedA_09-Gene_45-R Fragment base #15,679. Base 166 of 213
15, I I I I 1 +h c 6 G c TGTMMTTTTATG G
15,579 C Y Y Y Y 11 R EED RS
15,612 G w 3 l
15,615 G 1 =}
15,624 G R 1 =
15,6441 2 ¢ G G 10 =
15,644.2 2 G G G 10 Gene4A Q}Gene_lzs—R Frag n-tbaseﬂiis Base 180 0f 214
15,645 T : 2 H=Rp C T T I TR AL TSIG .
15.646 c : > | d ilH A A AR AT AR I
15,646.1 > A 8 |+] l
i ——————— E/\/\A A ANARYAYATY
1 — 7] A N N AANZ
] Compare Translation to Reference =@ [Z] Contig[0013] = ==

Reviewl Relreshl Heports] TranslationRangeI Bases |

_] Dvemewl Summatyl CulMapl Find IShowEPnomalogvamsI Redligner

Description: 12 consensus sequences compared to Reference Reference
with 3 exons.

Comparison Range: Unfiltered

Base Positions: 14587..18495

Amino Acid Positions: 1..1303

Reference 128 130 131 138 | Total
15400 | TGG | AGT AGT AGT AGT il
272 w s s s s 10
15.203 CTA | 6sT GCT GCT GCT
273 L ? A A A 10
15,208 AGT | AAG AAG AAG AAG
274 s K K K K 10
15.412 ATG TAT TAT TAT TAT
276 M Y Y Y Y 10
15,415 AAC GAA GAA GAA GAA
277 N E E E E 10
15.418 AGA | CAG CAG CAG CAG
278 R Q Q Q Q 10
15.421 TGG | ATG ATG ATG ATG
279 w M M M M 10 |

+ Total 177 | 170 | 172 176 1921

[l | — O

FE) Reference with 3 exons
45 Geneda_05-Gene_32R
4B Geneda_03-Gene_156-R)
4E) Geneda_03-Gene_45-R
4B Geneds_09.Gene_128-R
) Geneda_03-Gene_150-R)
4E) Geneda_03-Gene_132-R)
4B Geneda_03-Gene_152-R)
4B Geneda_05-Gene_25-R
4B Genedr_03-Gene_130-R
4E) Geneda_05-Gene_131-R)

TGAGAACGGCGGTCTTTTATG(-!

TGAGAACGGCEGTHTTTTATG!
TGAGAACGGCEGTHTTTTATG(
TGAGAACGGCTGIFTTTTATG!
TGAGAACGGCTGIFTTTTATG(
TGAGAACGGCTGTHTTTTATG!
TGAGAACGGCTGTFTTTTATG(
TGAGAACGGCTGTHTTTTATG!
TGAGAACGGCRGTCTTTTATG
TGAGAACGGCTGTFTTTTATG!
TGAGAACGGCTGTHTTTTATG(_
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@25 fragment bases at

Consensus position
15,584

1:1:657:9 115580
TGAGAACGGCKGTYTTTTATG(
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