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A B Transcript id NM_001256139

Exon Number Exon id (total)  Exon Sizes Exon Offsets.

3.4.5(10)

MDA-MB-231 Spliced seq length 376 nt
AACATCTTCG CCTGETGTGG TGGAAAGTCC AACATCCTGG AACGCAACAA GGCGAGGGAC CTGGCCCTGS CCATCCGGGA
25= Fekk Sequence
2
)
5 209 mm Ago2
Q.
£ 15
-
:;  Protein coding potential
g Parameter Index
© 1 0 — Sy, Position (start--end) R Score With Pseudoknot (YIN)
T =
- 5 2086 1.485247
=
g ns st Fostion enapostion roten Lengin
a2 2486 2
0~ Open Reading Frame MTALCHTTGS LERNKARDLA L Q
CircCAPG Positive control (ORF) PEEDLTADKA NAQAAALYKV SDATGQUNLT KVADSSPFAL ELLISDDCFV LDNGLCGKTY TWKEHLRLVH WKVQHPGTQQ
GEGPGPGHPG Q*

Note:
(1). r represents n rounds(n<3);  (2). * represents a stop codon.

CAPG full length
MYTAIPQSGSPFPGSVQDPGLHVWRVEKLKPVPVAQENQGVFFSGDSYLVLHNGPEEVSH
LHLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDLFMSYFPRGLKYQEGG
VESAFHKTSTGAPAAIKKLY QVKGKKNIRATERALNWDSFNTGDCFILDLGQNIFAWCGG
KSNILERNKARDLALAIRDSERQGKAQVEIVTDGEEPAEMIQVL GPKPALKEGNPEEDLT

ADKANAQAAALYKVSDATGQMNLTKVADSSPFEALELLISDDCFVILDNGLCGKIYIWKGRK
ANEKERQAALQVAEGFISRMQYAPNTQVEILPQGHESPIFKQFFKDWK

CAPG-171aa

MTALCWTTGS VARSISGRNI FAWCGGKSNI LERNKARDLA LAIRDSERQG KAQVEIVTDG
EEPAEMIQVL GPKPALKEGN PEEDLTADKA NAQAAALYKYV SDATGQMNLT KVADSSPFAL

ELLISDDCEV | DNGIL CGKIY IWKEHLRLVW WKVQHPGTQQ GEGPGPGHPG Q

CAPG Polyclonal antibody(Proteintech #10194-1-AP)
HLWIGQQSSRDEQGACAVLAVHLNTLLGERPVQHREVQGNESDLFMSYFPRGLKYQEGGV

ESAFHKTSTGAPAAIKKLY QVKGKKNIRATERALNWDSFNTGDCFILDLGQNIFAWCGGKSNI
LERNKARDLALAIRDSERQGKAQVEIVTDGEEPAEMIQVLGPKPALKEGNPEEDLTADKANA
QAAALYKVSDATGQMNLTKVADSSPFALELLISDDCFVLDNGLCGKIYIWKGRKAN
EKERQAALQVAEGFISRMQYAPNTQVEILPQGRESPIFKQFFKDWK

(62-348 aa encoded by BC000728)

Blue marked CAPG antibody targeting sequence
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Sequence ID: Query_5125 Length: 297 Number of Matches: 1

Range 1: 7 to 293 Graphics

Score Expect Identities Gaps Strand

F M DA'MB'468 244 bits(132) 2e-69 244/296(82%) 15/296(5%) Plus/Plus

Query 14  GCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGT-GG-GCAGATCACCTGAGETC 71

5 [ | |gG - IP-SIu7 Sbjct 7 GCTCACATCTGTAATCCCAGCACTTTGGGAGGCCGAGGCCGGTGC-—ATCACTTGAGGTC 64
= | ™ e A
°
E 4= RN Shjct 65 AGAACTTCCAGACCAGCCTGCT-AG—T—CGAAACCCCATCTCTACTAAAAATACAAAS 118
=
£ e s e
;3- * Sbjct 119 ATTAGCCAGGTGTGGTGGCACGCACCTGTACTCCCAGCTACTCGGGAGGCTAAGGCAGGA 178
o
5 2 S N A e o
©
.g ns Sbjct 179 GAATTGCTTGAACCCAGGAGGCAGAGCTTGCAGTGAGCCAAGATCGTGCCACTGCACTCC 238
31 e A e e 2
<
Sbjct 239 AGCCTGGGTAACA-GAGCAAGATTCCTTCTCAAALAGAAAGAAAGALAGAAAGALL 293
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