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SEQ ID NO: 94 refNP_031401.11

Busqueda de secuencias

QUERY: SEQ ID NO: 94
SBJCT: TAR DNA-binding protein 43 [Homo sapiens]

TAR DNA-binding protein 43 [Homo sapiens]
Sequence ID: ref|[NP_031401.1] Length: 414 Number of Matches: 1
B See 13 more title(s)

Range 1: 1 to 414 GenPept Graphics

Score Expect Identities Positives Gaps
1378 bhits(3128) 0.0 414/414{100%) 414/414{100%) 0/414(0%)

Query 1 MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGLI 6@
MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGT
Sbjct 1 MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGTI 6@

Query 61  LHAPDAGWGNLVYVWNYPEDNKRKMDETDASSAVEVERAVOKTSDLIVLGLPWKTTEQDL 120
LHAPDAGWGN LYY VWVNYPEDNKRKMDETDASSAVEVKRAVOK TSDLIVLGLPRKTTEQDL
Sbjct 61  LHAPDAGWGHLVYVWNYPKDMKRKMDETDASSAVEVERAVOKTSDLIVLGLPWKTTEQDL 128

Query 121 KEYFSTFGEVLMVQVEKDLKTGHSKGFGFVRFTEYETOVEVMSQREMIDGRWCDCKLPNS 188
KEYFSTFGEVLMVQVEKDLKTGHSKGFGFVRFTEYETQVEVMSQRHMIDGRWCDCKLPNS
Sbjct 121  KEYFSTFGEVLMVQVEKDLKTGHSKGFGFVRFTEYETQVEVMSQRHMIDGRWCDCKLPNS 188

Query 181 KQ5QDEPLRSREVFWVGRCTEDMTEDELREFFSQYGDVMOVFIPKPFRAFAFVTFADDQIA 248
KQ5QDEPLRSREVFVGRCTEDMTEDE LREFFSQYGDVMDVEFIPKPFRAFAFVTFADDQLA
Sbjct 181 KQSQDEPLRSREVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQIA 248

Query 241 QSLCGEDLIIKGISVHISMAEPKHMSHRQLERSGRFGGNPGGFGNQGGFGNSRGOGAGLG 380
Q5LCGEDLITKGISVHISNAEPKHNSHRQLERSGRFGGNPGGFGNQGGFGNSRGOGAGLG
Sbjct 241 QSLCGEDLIIKGISWVHISMAEPKHMSMNRQLERSGRFGGNPGGFGHNQGGFGNSRGGGAGLG 388

Query 381 NNQGSNMGGGMNFGAFSINPAMMAAAQAALQSSHGMMGMLASQONQSGPSGNNONQGHMG 360
NNQGSNMGGEMNF GAFS INPAMMAAAQAALQS SWGMMGMLASOONQSEPS GNNONQGNHY
Shict 381 NNOGSNMGGGMNFGAFSINPAMMAAAQAALQSSHGMMGMLASQONQSGPSGNNONOGHMG 368

Query 361 REPNQAFGSGNNSYSGSNSGAATGWGSASNAGSGSGFNGOFGSSMDSKSSGWEM 414
REPNQAFGSGNNSYSG5NSGAATGWGSASNAGSG5GFNGGFGSSMDSK S5 GWaM
Sbjct 361 REPNQAFGSGNNSYSGESNSGAATGWGSASNAGSGSGFNGEFGSSMDSKSSOMGM 414



SEQID NO: 1

Sequences producing significant alignments:

Select: All None Selected:0
1 Alignments o
Description Q:ife ::;'1 S:Veg V;”E Ident | Accession
(0 sequence 118 from patent US 7807159 307 307 100% 2e-93 B80% ADS56889.1
[0 sequence 77 from patent US 7807159 305 305 100% 1e-92 80% ADS568681
() Sequence 335 from patent US 7982016 300 300 100% b6e-91 81% AEL92862.1
(0 sequence 262 from patent US 7285269 299 299 100% 3e-90 81% ABX904431
[0 unnamed protein product [synthetic construct] 301 301 100% 3e-90 81% CBX512311
() Sequence 30 from patent US 8551920 301 301 100% 7e-90 B81% AGY210321
(0 sequence 326 from patent US 7485297 298 298 100% 1e-89 80% ACN04887.1
[0 sequence 115 from patent US 7807159 307 307 100% 2e-88 80% ADS568871
() Sequence 1210 from patent US 7329737 297 297 100% 3e-88 78% ACCO27111
O sequence 26 from patent US 7607159 305 305 100% 1e-87 80% ADS56842.1
SEQ ID NO: 10
ts:
Select: All None Selected:0
i1 Alignments O
Description :22; l;)l:i ?:\?3 v:ue Ident  Accession
) Sequence 473 from patent US 8703131 302 302 100% 2e-93 84% AJL227471
[ sequence 111 from patent US 7368111 301 301 100% 1e-92 84% ACE16217.1
[ Sequence 781 from patent US 8703427 298 298 100% 2e-91 82% AJL249101
[J Sequence 37 from patent US 8748581 295 295 100% 2e-89 78% AJM131251
[ Sequence B0 from patent US 7193064 298 298 100% 2e-88 78% ABP274251
[J sequence B9 from patent US 8748107 288 288 100% B8e-87 77% AJMOG246.1
[ sequence 8 from patent US 8197816 285 285 100% b5e-86 80% AFNO00T2.1
[ sequence 39 from patent US 7736648 284 284 100% 2e-85 77% ADR84017.1
[ Sequence 84 from patent US 7132510 279 279 85% 3e-B5 88% ABL30450.1
[ Sequence 61 from patent US 8030457 281 281 100% le-B4 78% AEQ82296.1
SEQ ID NO: 18
producing signi lignments:
Select: All None Selected:0
i1 Alignments o
Description 3’\2:"; l;:;i S;:g v;ue Ident| Accession
(0 Jg heavy chain variable region [Homo sapiens] 293 293 100% 2e-86 79% AAC09134.1
() 1aM heavy chain VH1 region precursor [Homo sapiens] 290 290 100% Te-85 T7% AAC51715.1
(O random intestinal-homing antibody heavy chain variable region [Homo sapiens 287 287 100% 1e-83 T4% AAWG73581
(=] in heavy chain variable region [Homo sapiens] 287 287 100% 4e-83 78% AAC18175.1
[ immunoglobulin heavy chain variable region [Homo sapiens 284 284 96% 5e-B81 79% AAR325811
(D circulating B cell antibody heavy chain variable region [Homo sapiens! 279 279 100% b5e-81 77% ABF832251
(=] in heavy chain variable region [Homo sapiens] 279 279 100% 5e-81 79% AFCO7604.1
[0 circulating B cell antibody heavy chain variable region [Homo sapiens] 278 278 100% 1e-80 79% ABF834081
() 1GHM [Homo sapiens 276 276 100% de-80 T7% AAA528251
(0 immunoalobulin mu heavy chain variable region [Homo sapiens 280 280 100% Be-80 78% ACJ71703.1




SEQ ID NO: 26

Sequences producing significant alignments:
Select: All None Selected.0

1 Alignments o
Description Sl\i:; !s:; S::g v:ue Ident  Accession
O i ulin variable region [Homo sapiens] 323 323 99% 1e96 B4% ADX66209.1
(=] ilin A heavy chain variable region [Homo sapiens] 318 318 100% 4e-96 82% AGP01437.1
O i ulin variable region [Homo sapiens] 316 316 100% 1e95 B3% ADU326181
=] ilin heavy chain variable region [Homo sapiens] 315 315 100% Be-95 B2% AAC510741
() girculating B cell antibody heavy chain variable region [Homa sapiens; 315 315 100% 9e95 82% ABF83379.1
=] ilin heavy chain variable region [Homo sapiens] 317 317 100% 1e-94 B0% ACR160791
(0 immunoglobulin G heavy chain variable reion [Homo sapiens! 314 314 100% 5e-94 B0% AEX29903.1
() immunoglobulin heavy chain variable region EV5-14-VH3-95 [Homo sapiens 312 312 99% 6e94 83% ABC67015.1
(0 immunoglobulin G heavy chain variable reqion [Homo sapiens! 311 311 100% 2e-93 81% AEX20899.1
o ilin heavy chain VHDJ region [Homo sapiens] 310 310 100% 3e93 B83% BAC02134.1
SEQID NO: 35
Select: All None Selected:0
T Alignments o
Description s“:zfe ::;1 f::g Vaia Ident  Accession
o 1 heavy chain VHDJ region [Homo sapiens] 283 283 100% 20-82 75% BAC01867.1
o 1 heavy chain VHDJ region [Homo sapiens] 280 280 100% B8e-82 77% BAC01337.1
) immunoglabulin heavy chain variable region [Homo sapiens: 281 281 100% 1e-81 76% CAQ19629.1
O immunoglobulin heavy chain variable region [Homo sapiens’ 279 279 100% 5e-81 74% AAY23205.1
(BN 1 heavy chain variable region [Homo sapiens] 276 276 100% 4e-80 T74% ABMG72121
[ rotavirus-specific intestinal-homing antibody heavy chain variable region [Homo sapiens] 276 276 100% 5e-80 74% AAW673881
o B cell antibody heawy chain variable region [Homo sapiens] 275 275 100% 2e-79 73% ABF@33741
[ 1gheavy chain V region - human (fragment 278 278 100% 2e-79 73% A32483
O JaM heavy chain V1 region precursor [Homo sapiens] 277 277 100% 3e-79 74% AAC51689.1
[ circulating B cell antibody heavy chain variable region [Homa sapiens 275 275 100% 3e79 73% ABF83354.1
SEQ ID NO: 45
Seq preducing signifi li
Select: All None Selected:0
1 Alignments o
Description s’\gz:e .Srii Ss:g v;ue Ident Accession
() Sequence 22 from patent US 8460660 335 335 100% 6e-104 B0% AGP15545.1
O sequence 23 from patent US 8460660 323 323 100% 3e99 B80% AGP15546.1
[0 sequence 109 from patent US 8852595 324 324 100% 3e99 78% AJNIG2251
() Sequence 86 from patent US 8900588 323 323 100% 3e-99 B81% AJNGT543.1
(0 unnamed protein product [synthetic construct] 319 319 99% 297 B80% CAF33420.1
[ sequence 1893 from patent US 7138501 332 332 100% 3e97 B80% ABL543931
(0 sequence 84 from patent US 8900588 317 317 100% 4e-97 B80% AJNGT541.1
[ sequence 154 from patent US 7332582 319 319 100% 6e97 T77% ACC07990.1
(0 sequence 34 from patent US 7795411 319 319 100% 1e-96 79% ADS45506.1
() sequence 1299 from patent US 7138501 324 324 100% 1e-94 79% ABL637991




SEQID NO: 53

producing signi lignments:
Select: All None Selected:0
1 Alignments o
Description sl\:::e l;;i ?::g vaT:ue Ident  Accession
(0 sequence 45 from patent US 7423128 367 367 100% b5e-116 89% ADI54349.1
() sequence 117 from patent US 7288251 363 363 100% 1e-114 88% ABY170451
(0 sequence 116 from patent US 7288251 361 361 100% 3e-114 88% ABY170441
(0 sequence 115 from patent US 7288251 360 360 100% T7e-114 87% ABY17043.1
(0 sequence 96 from patent US 8039597 361 361 100% 5e-113 87% AEQ85193.1
[J sequence 20 from patent US 7521048 359 359 100% 7e-113 87% ACRB5125.1
) sequence 18 from patent US 7972596 358 358 100% 9e-113 87% AEK128091
[J Sequence 184 from patent US 7521048 357 357 100% 1e-112 87% ACRB5190.1
(O sequence 22 from patent US 7521048 358 358 100% 2e-112 87% ACR85126.1
(0 sequence 48 from patent US 8039597 360 360 100% 3e-112 87% AEQ85169.1
SEQ ID NO: 61
preducing significant
Select: All None Selected:0
7 Alignments o
Description sl\:z:e ::;1 S:::; v;ue Ident Accession
) sequence 51 from patent US 8398975 336 336 100% 2e-104 B6% AGO74067.1
) Sequence 6 from patent US 8398975 333 333 100% 4e-103 B5% AGO74043.1
() unnamed protein product [Homa sapiens] 332 332 100% 1e-102 B85% CALE3946.1
) Sequence 118 from patent US 7032372 331 331 100% 1e-102 B4% AEFB5894.1
) Sequence 155 from patent US 8828382 332 332 100% 2e-102 83% AJNO10081
) Sequence 156 from patent US 8828382 329 329 100% 2e-101 85% AJNO10091
) Sequence 92 from patent US 8208533 329 329 100% 2e-101 B4% AFX16103.1
) Seguence 84 from patent US 6696550 328 328 100% 5e-101 B3% AAT14047.1
) Seguence 34 from patent US 7585500 326 326 100% 2e-100 83% ACW500991
= 157 irom patent US 8828382 322 322 100% 9e-99 B83% AJNO10101
SEQID NO: 69
Select: All None Selected:0
T Alignments o
Description S“i::e 'SI';(:; S:f:; v:ue Ident  Accession
([0 Sequence 575 from patent US 7973140 310 310 100% 2e95 83% AEK152891
[J sequence 88 from patent US 7754859 310 310 100% B8e-95 82% ADS134251
[} sequence 89 from patent US 7608453 308 308 100% 2e-94 83% ADA25248.1
[ Sequence 44 from patent US 7579446 305 305 100% 2e-93 82% ACW423921
O} sequence 18 from patent US 7608453 304 304 100% 4e-93 80% ADA25177.1
0 sequence 89 from patent US 6903194 304 304 100% 5e93 82% AAYT782421
[ unnamed protein product [synthetic construct] 304 304 100% T7e-93 82% CAL14836.1
[0 Sequence 22 from patent US 7608693 303 303 100% 1e92 82% ADA263551
[ sequence 273 from patent US 7973140 304 304 100% 1e-92 82% AEK15129.1
[ Sequence 574 from patent US 7973140 302 302 100% 1e92 82% AEK152881




SEQID NO: 77

Iments:
Select: All None Selected.0
It Alignments [
Description :;::e 1:;1 S::g v:ue Ident Accession
[ sequence 545 from patent US 7973140 335 335 100% 3e-104 85% AEK15265.1
[0 Sequence 58 fiom patent US 8207306 334 334 100% 5e-104 86% AFO19031.1
[0 sequence 58 from patent US 8067544 333 333 100% 3e-103 84% AEU59458.1
[ Sequence 620 fiom patent US 7973140 331 331 100% 5e-103 85% AEK153341
[C) Seauence 162 from patent US 8828382 330 330 100% 7e-103 83% AJNO1015.1
) sequence 615 from patent US 7973140 330 330 100% 1e-102 85% AEK153201
[0 Sequence 560 fiom patent US 7973140 330 330 100% 1e-102 84% AEK152741
) sequence 273 from patent US 7973140 330 330 100% 1e-102 85% AEK151291
[0 Sequence 18 from patent US 8207306 330 330 100% 2e-102 86% AFO19011.1
) sequence 175 from patent US 7973140 328 328 100% 4e-102 83% AEK15080.1
SEQ ID NO: 87
signi
Select: All None Selected0
7} Alignments o
Description !ﬁzl ;":1 S::g Vaie Ident| Accession
[0 sequence 571 from patent US 7973140 357 357 100% 1e-114 95% AEK152851
O sequence 63 from patent US 8067544 356 356 100% 2e-114 96% AEU59463.1
() sequence 113 from patent US 7326414 355 355 100% 1e-113 95% ABZ64926.1
[0 unnamed protein product [synthetic construct] 349 349 100% 2e-111 92% CAJ211021
O sequence 24 from patent US 7498420 350 350 100% 3e-110 93% ACP75690.1
() sequence 606 from patent US 7973140 344 344 100% 2e-109 94% AEK15320.1
() sequence 587 from patent US 7973140 344 344 100% 2e-109 94% AEKI5301.1
[0 sequence 296 from patent US 7285269 342 342 100% 4e-109 94% ABXO04761
[ sequence 7 from patent US 7960515 343 343 100% 1e-108 92% AEI21318.1
() sequence 29 from patent US 8420784 346 346 100% 3e-108 88% AGMG0648.1
SEQID NO: 130
Sequences producing significant alignments:
Select: All None Selected:0
1 Alignments o
Description E'\::’r‘e ST:;:L S::g v:ue Ident| Accession
(0 sequence 9 from patent US 7452976 335 335 100% 2e-106 92% ACK26206.1
(0 sequence 62 from patent US 8067544 333 333 100% 3e-105 92% AEU5094621
[0 seauence 127 from patent US 8025878 334 334 100% 3e-105 88% AEPE0331.1
m] 603 from patent US 7973140 332 332 100% 2e-104 90% AEK15317.1
[0 sequence 76 from patent US 8026344 332 332 100% 2e-104 88% AEP619951
O sequence 63 from patent US 8030457 330 330 100% b5e-104 88% AEQ822081
() sequence 61 from patent US 8030457 330 330 100% 5e-104 88% AEQ82296.1
(0 sequence 602 from patent US 7973140 330 330 100% 6e-104 B89% AEK15316.1
=] 229 from patent US 7973140 331 331 100% Te-104 88% AEK15107.1
(0 sequence 7 from patent US 8609820 329 329 100% 2e-103 89% AJO52703.1




SEQID NO: 138

Sequences preducing significant alignments:

Select: All None Selected:0

71 Alignments O
Description s’\::e ;r::; szg vjue Ident Accession
[m] 196 from patent US 7488806 323 323 100% 3e-100 B84% ACN091831
(m] 559 from patent US 7973140 320 320 100% 2e-99 83% AEK15273.1
(=] 212 from patent US 7488806 319 319 100% 6e-99 83% ACN09190.1
[0 Sequence 14 from patent US 7771720 318 318 100% 1e-98 83% ADS206031
m] 148 from patent US 8314213 318 318 100% 2e-98 83% AGA36G831.1
(0 sequence 28 from patent US 8822644 318 318 100% 3e-98 83% AJMI79051
m] 582 from patent US 7973140 316 316 100% 2e-97 83% AEK15296.1
(0 Sequence 58 from patent US 8309082 316 316 100% 3e-97 T79% AFX57166.1
(m] 142 from patent US 7378091 315 315 100% 3e-97 83% ACE40858.1
(=] 237 from patent US 8048992 314 314 99% de-97 B81% AERS17231
SEQ ID NO: 146
Sequences producing significant alignments:
Select: All None Selected:0
11 Alignments o
Description Sl\:z; ;D:L S::g v:ue Ident  Accession
) Sequence 40 from patent US 8221753 326 326 100% 3e-101 83% AFO06168.1
) sequence 42 from patent US 7637762 327 327 100% 1e-100 83% ACSO77861
[0 Sequence 46 fiom patent US 7288253 326 326 100% 2e-100 83% ABY17076.1
([ sequence 38 from patent US 7288253 325 325 100% 4e-100 83% ABY17072.1
o 113 from patent US 8414893 324 324 100% 4e-100 83% AGJ48310.1
) Seauence 66 from patent US 7288253 323 323 100% 6Ge-100 83% ABY17086.1
) sequence 39 from patent US 7973140 324 324 100% 7e-100 82% AEK150121
o 624 from patent US 7973140 323 323 100% 9e-100 83% AEK153381
([0 sequence 55 from patent US 8133979 323 323 100% 1e99 83% AFD52448.1
0 Sequence 78 from patent US 7537762 323 323 100% 1e99 83% ACS07804.1
SEQ D NO: 155
Select: All None Selected:0
1 Alignments &
Desciiption S”:zfe :ﬁi ?3:;’ V;ua Idont| Accession
[0 Sequence 156 from patent US 8828382 297 297 100% 2e-89 79% AJNO10091
[ Sequence 84 from patent US 6696550 297 297 100% 2e-89 B81% AAT140471
[0 Sequence 48 from patent US 8444981 296 296 100% 3e-89 81% AGN083801
[0 Sequence 274 from patent US 8840894 295 295 100% 1e-88 79% AJN0O95ES.1
[J unnamed protein product [Homo sapiens] 294 294 100% 2e-88 T78% CAL63950.1
() unnamed protein product [Homo sapiens] 294 294 100% 2e-88 T79% CALG3946.1
(0 sequence 94 from patent US 7700098 294 294 100% 2e-88 81% ADLB1209.1
() sequence 18 from patent US 8604174 294 294 100% 2e-88 B0% AJO46675.1
() sequence 77 from patent US 6696550 294 294 100% 3e-88 T79% AAT14040.1
[0 3equence 6 from patent US 8398975 292 292 100% 8e88 B1% AGO74043.1




SEQID NO: 163

Select: All None Selected:0

I Alignments &
Description Max | Total Query| E|ident| Accession
[ sequence 625 from patent US 7973140 286 286 100% 6e-87 B4% AEK153391
) sequence 622 from patent US 7973140 286 286 100% 6e-87 84% AEK15336.1
([0 seauence 96 from patent US 8182813 286 286 100% 1e-B6 B83% AFL43630.1
[0 sequence 14 from patent US 8491907 286 286 100% 2e-86 81% AGU22075.1
0 sequence 39 from patent US 8293237 283 283 99% 6e-86 B4% AFX078971
O seauence 593 from patent US 7973140 284 284 100% 6e-86 82% AEK15307.1
[0 sequence 145 from patent US 7973140 284 284 100% 7e-86 B81% AEK150651
[ Sequence 400 from patent US 8030457 283 283 100% 2e-85 81% AEQ825691
) Ssequence 235 from patent US 7973140 283 283 100% 2e-85 82% AEK15110.1
) seauence 127 from patent US 7378091 282 282 100% 4e-85 81% ACE40643.1
SEQID NO: 171
producing significar
Select: All None Selected:0
11 Alignments o
Description s’\g::e :s:):; S:::; v;ue Ident Accession
D sequence 152 from patent US 7378091 286 286 100% b5e-86 78% ACE40668.1
[0 sequence 222 from patent US 7705130 285 285 100% 1e-85 76% ADLBIO0S531
[ Sequence 146 from patent US 8791244 285 285 100% 3e-85 76% AJM446481
() sequence 51 from patent US 7423128 283 283 100% 3e-85 79% ADI54355.1
(0 sequence 198 from patent US 7705130 283 283 100% 6e-85 77% ADL890411
(0 sequence 120 from patent US 7705130 283 283 100% 6Ge-85 76% ADL890021
[0 sequence 194 from patent US 7705130 283 283 100% 9e-85 76% ADL8I0391
[ Sequence 10 from patent US 7767206 283 283 100% 1e-84 76% ADS195331
() sequence 189 from patent US 7521048 282 282 100% 2e-84 78% ACRE5195.1
() sequence 170 from patent US 8309082 282 282 100% 2e-84 T76% AFX57220.1
SEQID NO: 179
Sequences producing significant alignments:
Select: All None Selected:0
1 Alignments o
Description sM::)r(e !;);1 S::g \/:ue Ident  Accession
O sequence 473 from patent US 8703131 275 275 100% 1e-82 T9% AJL22747.1
() sequence 781 fiom patent US 8703427 276 275 100% 2e-82 79% AJL24910.1
(0 sequence 111 from patent US 7368111 273 273 100% 9e-82 78% ACE16217.1
(0 Sequence 37 from patent US 8748581 264 264 100% 6e-78 72% AJM131251
O sequence 39 from patent US 7736648 257 257 100% 2e-75 74% ADR84017.1
(0 Sequence 3 from patent US 5891438 2656 2556 100% 3e-756 75% AAE233171
O sequence 69 from patent US 8748107 254 254 100% 5e-74 T0% AJMOB246.1
() unnamed protein product [Homo sapiens: 253 253 100% Be-T4 73% CAL63908.1
O sequence 33 from patent US 6881557 247 247 86% 9e73 B0% AAY12049.1
[0 sequence 308 from patent US 8444976 244 244 B85% 6e-72 B80% AGNOB1891




SEQID NO: 187

Sequences preducing significant alignments:

Select: All None Selected:0

T Alignments

o
Description s'\:::e 1:;1 ?:Veg V:ue Ident Accession
) Sequence 58 from patent US 8207306 326 326 100% 1e-100 84% AFO19031.1
[ Sequence 58 from patent US 8067544 323 323 100% 1e-99 B83% AEUS9453.1
0 Sequence 39 from patent US 8604174 322 322 100% 2e-89 B3% AJO46688 1
[0 Sequence 18 from patent US 8207306 321 321 100% 1e-88 B3% AFO19011.1
[ sequence 560 from patent US 7973140 319 319 100% 3e-98 B83% AEKI15274.1
[ sequence 393 from patent US 7973140 318 318 100% 3e-98 81% AEK151891
[0 Sequence 14 from patent US 8207306 319 319 100% 3e-98 B83% AFO19009.1
[0 sequence 545 from patent US 7973140 319 319 100% 3e-98 B82% AEKI15265.1
[ sequence 14 from patent US 8466263 319 319 100% b5e-98 B82% AGP24567.1
[0 Sequence 61 from patent US 8207306 319 319 100% b5e-88 B83% AF019033.1
SEQ D NO: 195
producing signi lignments:
Select: All None Selected.0
3 Alignments o
Description S’\:z:e l:si ?:fg v:ue Ident  Accession
() unnamed protein product [Homo sapiens: 323 323 100% 1e-99 84% CAL63946.1
(0 sequence 48 from patent US 8444981 322 322 100% 2e-99 84% AGN08380.1
(0 Sequence 51 fiom patent US 8398975 319 319 100% 1e98 82% AGOT40671
() unnamed protein product [Homo sapiens] 319 319 100% 2e-98 83% CAL63950.1
() Sequence 572 fiom patent US 7973140 317 317 100% 4e98 86% AEK15286.1
[ sequence 16 from patent US 7618626 317 317 100% 1e-97 83% ADA3G206.1
() Sequence 357 fiom patent US 7982016 316 316 100% 2e97 82% AEL92873.1
O sequence 98 from patent US 8784821 316 316 100% 2e-97 84% AJMISEEE.1
() sequence 118 fiom patent US 7932372 316 316 100% 4e97 83% AEF65694.1
O sequence 77 from patent US 6696550 316 316 100% 5e-97 82% AAT14040.1
SEQID NO: 203
pi cing signi lignments:
Select: All None Selected:0
T Alignments o
Description 5“1::9 !:;1 ?::g \/a\Eue Ident| Accession
a 130 from patent US 8357780 319 319 100% 9e-99 B85% AGD789851
o 191 from patent US 8895010 317 317 100% 6e-98 83% AJNG2356.1
o 187 from patent US 8679496 317 317 100% 9e-98 82% AJL00204.1
o 572 from patent US 7973140 316 316 100% 1e-97 B84% AEK152861
) Seauence 41 from patent US 8580263 315 315 100% 6e-97 82% AHDE2224.1
[J sequence 17 from patent US 8580263 315 315 100% 6e-97 82% AHD622031
J Sequence 26 from patent US 7563443 314 314 100% Te-97 B4% ACW223671
() Seauence 63 from patent US 8414893 313 313 100% 3e-96 B4% AGJ43270.1
0 Sequence 34 from patent US 8735331 313 313 100% 3e-96 83% AJL67T1141
O 130 from patent US 8222377 312 312 100% 3e-96 83% AFO08491.1




SEQID NO: 211

producing signi

Select: All Mone Selected:0

1 Alignments

o
Description ::::e I::L S;/eg \/;ue Ident Accession
[ Sequence 63 from patent US 8414893 337 337 100% 2e-105 90% AGJ482701
(0 sequence 335 from patent US 7982016 335 335 100% 6e-105 88% AEL92862.1
(0 sequence 592 from patent US 7973140 333 333 100% 4e-104 88% AEK15306.1
() sequence 183 from patent US 8273351 332 332 100% de-104 87% AFT60760.1
[ Sequence 87 from patent US 6696550 334 334 100% 1e-103 86% AAT140501
(0 sequence 101 from patent US 7780963 333 333 100% 1e-103 87% ADS27061.1
(' unnamed protein product [synthetic construct] 335 335 100% 1e-103 90% CBx512311
0 sequence 30 from patent US 8551920 335 335 100% 3e-103 90% AGY21032.1
(0 sequence 13 from patent US 7452537 330 330 100% 4e-103 89% ACK23911.1
[ Sequence 30 from patent US 8460660 329 329 100% 2e-102 88% AGP155531
Select: All None Selected:0
T Alignments o
Description SI\:::Q !::1 S‘::g vaE\ue Ident  Accession
[ Sequence 1255 from patent US 7329737 328 328 100% 3e-101 B88% ACC02756.1
o 133 from patent US 8119130 323 323 100% 2e-100 B7% AFB842871
) Seauence 114 from patent US 8119130 323 323 100% 2e-100 B7% AFBE4268.1
[ sequence 34 from patent US 8735331 321 321 100% 1e-99 85% AJL5T1141
[0 Sequence 69 fiom patent US 8802089 321 321 100% 2e-99 B7% AJM49589.1
[0 sequence 23 from patent US 8323647 321 321 100% 2e-99 B86% AGA40596.1
) unnamed protein product [synthetic construct] 321 321 100% 3e-99 B6% CAF328331
[ unnamed protein product [synthetic construct] 319 319 100% de99 B7% CAF329321
([ sequence 70 from patent US 8030457 319 319 100% b5e-99 B88% AEQ82305.1
[ Sequence 634 from patent US 7485297 319 319 100% b5e99 B7% ACNO5041.1
Sequer ing signi
Select: All None Selected 0
1T Alignments o
Description s’\::e ::;1 S::g vaE\ue Ident  Accession
(0 sequence & from patent US 7192582 320 320 100% 1e-100 90% ABP23449.1
[ sequence 94 from patent US 8258266 314 314 100% 2e-98 89% AFS93708.1
[0 sequence 16 from patent US 8540987 313 313 100% 4e-98 89% AGX45849.1
(0 unnamed protein product [Homa sapiens] 313 313 100% GBe-98 89% CAT03449.1
(0 sequence 131 from patent US 7601818 312 312 100% B8e-98 89% ADA0SG42.1
[J sequence 14 from patent US 8685402 312 312 100% 2e-97 89% AJLOG3AT.1
[ Sequence 49 from patent US 8652469 311 311 100% 4e-97 88% AHL59206.1
[ unnamed protein product [Homa sapiens] 309 309 100% 1e-96 B88% CAD237T771
[ Sequence 63 from patent US 8563694 313 313 100% 2e-96 89% AHD303731
[m] 27 from patent US 7115717 313 313 100% 2¢-96 B89% ABJ485851




SEQ ID NO: 14

Sequences preducing significant alignments:
Select: All None Selected:0

1} Alignments

]
Descriptien axpiloial Crerd B Ident  Accession
score score cover value
[ sequence 56 from patent US 7566772 279 279 99% 1e-B4 83% ACW284931
[ Sequence 444 from patent US 7485297 279 279 99% 3e-B4 84% ACN04946.1
([ unnamed protein product [Homa sapiens] 278 278 99% de-B4 83% CBJ206571
[ Sequence 366 from patent US 8916160 277 277  99% 1e-83 83% AJNB1892.1
o 1923 from patent US 8114968 276 276 99% 2e-83 B4% AFC143651
[ Sequence 1910 from patent US 8114968 276 276 99% 4e-83 83% AFC143521
[0 Sequence 60 from patent US 7566772 274 274 99% 1e-82 83% ACW284951
[m] 172 from patent US 8216581 274 274 99% 2e-82 83% AF003726.1
o 233 from patent US 7988971 272 272 99% 8e-82 83% AEL80486.1
[ sequence 1069 from patent US 7329737 273 273 96% 1e-B1 B84% ACC025701
Sequences producing significant alignments:
Select: All None Selected0
T Alignments )
Description e otall Coteryl i e e
score score cover value
O sequence 2 from patent US 7718774 309 309 100% 1e-96 90% ADL98072.1
[0 Sequence 28 from patent US 7423128 309 309 100% 1e-96 90% ADI543321
() Sequence 343 from patent US 7973140 308 308 100% 2e-96 90% AEK151641
() sequence 119 from patent US 8182813 306 306 100% f1e-95 90% AFL436531
(O sequence 135 from patent US 8828382 305 305 100% 3e95 89% AJNO09SE.1
[ Sequence 26 from patent US 6924360 305 305 100% 6e-95 89% ABA323351
() sequence 8 from patent US 8597648 304 304 100% 1e-94 88% AHE106911
() sequence 134 from patent US 8328362 303 303 100% 2e-94 88% AJNO09IBT7.1
[0 sequence 140 from patent US 7790862 303 303 100% 2e-94 89% ADS39159.1
[0 Sequence 29 from patent US 7423128 303 303 100% 2e-94 89% ADI543331
Sequences producing significant alignments:
Select: All None Selected:0
T Alignments o
Description A ek Gy Ident  Accession
score score cover value
[ sequence 203 from patent US 7582298 285 285 100% 1e-87 85% ACW433441
) Sequence 55 from patent US 8609816 283 283 100% 1e-86 86% AJO524671
) unnamed protein product [Homo sapiens] 282 282 100% 4e-86 B85% CAM559361
[ Sequence 40 from patent US 8039596 281 281 100% 6e-B6 85% AEQS851411
[ Sequence 16 from patent US 7868141 279 279 99% 2e-85 B86% AEC31710.1
[ Sequence 8 from patent US 7947811 279 279 100% 3e-85 84% AEHI87781
[ Sequence 349 from patent US 8124093 279 279 100% be-85 82% AFD37965.1
[ unnamed protein product [Homa sapiens 279 279 100% 5e-85 B85% CAMS55937.1
(0 Sequence 377 from patent US 7988971 279 279 100% 6e-85 85% AEL806211
(=] 5 from patent US 8394378 278 278 100% 1e-84 84% AGM887441




SEQ ID NO: 40

Sequences producing significant alignments:
Select: All None Selected:0

I Alignments )
Description ST::E !;;1 ?::g v;ue Ident  Accession
) immunoglobulin kappa light chain variable region [Homa sapiens] 325 325 100% 3e-100 89% AAQ026981
O anti-GM2 lg kappa light chain variable region [Homa sapiens] 323 323 100% 3e99 B89% AAC264801
[ immunoglobulin G heavy chain variable region [Homo sapiens] 323 323 100% 3e99 89% AT391074
[ immunoglobulin light chain variable region YM2-PPS-14-K4-30 [Homo sapiens] 324 324 99% 1e-98 B89% ABCG7024.1
[ immunoglobulin G heavy chain variable region [Homo sapiens] 321 321 100% 1e98 89% AT386821
[ immunoglobulin variable kappa chain [Homo sapiens] 321 321 100% 1e98 B89% CAJ57195.1
[ immunoglobulin light chain variable region [Homo sapiens] 321 321 100% 2098 89% ABG3E394.1
[ immunoglobulin light chain variable region [Homo sapiens] 320 320 100% 3e-98 B87% AAKI4340.1
) immunoglobulin kappa light chain variable region [Homa sapiens] 319 319 97% 3e-98 90% AAZ091601
) immunoglobulin kappa light chain variable region [Homa sapiens] 319 319 100% 297 89% ACJT1709.1

PatBase

2) Family number: 41695167 (US2009263824A)
Title: DETECTION OF NEURODEGENERATIVE DISEASE

Abstract: Source: US2009263824A Provided are methods of assessing the absence or presence of a neurodegenerative disease in a .l;uh]ect
comprising characterizing TDP-43 in a tissue sample of the subject. Also disclosed are methods for diagnosing a neurcdegenerative disease in a
subject, and methods for determining the efficacy of a drug against a neurodegenerative disease. Novel antibodies that bind to TDP-43 are also
provided.

Classifications:

International (IPC 8-9): C07K16/00 CO7K16/18 GO1N33/53 GO1N33/566

GO1N33/567 (Advanced/Invention); Pt Applin Pelcuen (1 12,199 St 108 1S R34 81
C07K16/00 GO1N33/53 (Core/Invention)
CPC: CO7K16/18 GO1N33/6896 GO1N2800/2821 GO1N2800/52 FIG. 1

European: GO1N33/68V2 SO1N800/28B1 SO1N800O/52
US: 435/7.1 435/7.100P 435/7.21 435/7.9 435/7.92 436/501 436/503 530/387.1
530/387.100S 530/389.1

4) Family number: 42798129 [US20112874534)

Title: ANTIBODY BINDING SPECIFICALLY TO TDP-43 AGGREGATE

Abstract: Source: US2011287453A The present invention provides an amntibody that specifically binds to an abnormal TDP-43 protein
aggregate, an agent comprising the antibody for detecting a TDP-43 proteinopathy lesion, and a method for detecting or diagnosing a TDP-43
proteinopathy lesion by using the antibody.

Classifications:

International (IPC 8-9): A61K39/395 A61P21/04 A61P25/16 CO7K16/00 CO7K16/18
C12N15/09 C12N5/10 C12N51’16 Cl”PZl]‘DB GO1N33/53

GO1N33/68 (Advanced/Invention)

AB1K39/395 AG1P21/04 AGlPZS]’lS C12P21/08 (Advanced/Non-invention); Fig.1
AB61K39/395 A61P21/00 A61P25/00 CO7K16/18 C12N15/09 C12N5/10 C12P21/08
GO1N33/53 (Core/Invention);

C12P21/08 (Core/Non-invention)

CPC: CO7K16/18 GO1N33/6875

European: CO7K16/18 GO1N33/68H

US: 435/326 435/3265 435/331 435/3315 435/7.92 435/7.920P 436/501 436/5015
530/387.3 530/387.3005 530/387.9 530/387.9005 530/388.85 530/389.1
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8) Family number: 44290968 (CN101634656A)
Title: Preparation method of human TDP-43 monoclonal antibedy coating ELISA plate and ELISA detection kit

Abstract: Source: CN101634656A The invention relates to a preparation method of a new human TDP-43 moneclonal antibody coating ELISA
plate and ELISA detection kit. The key technology mainly lies in that: genetic engineering methed is utilized to prepare a specific mouse anti-
human monoclonal antibody, and the ELISA plate by which the antibedy is purified and then coated is taken as important component of the kit,
and then the ELISA plate, TDP-43 polyclonal antibody and horseradish peroxidase labelled second antibody, TDP-43 standard substance, TDP-
43 positive control, sample diluent, cleaning solution, development solution and stop solution are assembled into a humanized TDP-43 ELISA
detection kit; a sensitive and rapid method for detecting concentration of TDP-43 in ELISA antibedy capturing human serum or cell and tissue
culture is established, and the method has high specificity and high stability. The kit is mainly used in general libratory or neuropathology clinical
research.

Classifications:

International (IPC 8-9): GO1N33/535 GO1N33/543 GO1N33/577 (Advanced/Invention);

GO1N33/577 (Core/Invention)

Family:

Publication number Publication date Applicati b Application date
CN101634656 A 20100127 CN200910063674 20090821
Priority:

CN200910062674 20090821
Probable Assignee: WUHAN SANYING BIO TECHNOLOGY C
Assignee(s): (std): WUHAN SANYING BIO TECHNOLOGY C

Assignee(s): WUHAN SANYING BIO TECHNOLOGY CO
Inventor(s): (std): JINHONG PENG ; PING LAN
Inventor(s): LAN PING ; PENG JINHONG
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