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Reference Assembly Alternate Haplotype Sequence Alignments
COD V47I|ft37 (lBIfZ |tems flltere
CDCA4 b NUDT14 | ENSG00000257341F IGHG4T IGHG3 1G EN G00000305377!1 IGHV4-611 IGHV7-81|
CLBA1 1| ENSG0000029557Q 1 TEDC10 AL901608.1! IGHDIADAMGI IGHV3 16| IGHV3-33| IGHV3-48]| hsa-mir-51951
ENSG00000303831 I BRF1 I RP11-731F5.11 IGHG1l IGHD1-1| IGHV3-13] IGHV4-31] IGHV8-51-11 IGHV3-74]|
ENSG00000307140 1 ENSG000002794951 ENSGO00000300403! IGHD5-18| IGHV3-7| ENSG00000304295! IGHV3-49| IGHV3-731
ENSG00000286636 1 BRF1 |4 ENSG00000299117! IGHA1I IGHD2-2| IGHV3-11| IGHV4-28| IGHV1-46| IGHV3-72}
ENSG00000280244 I BTBD61 CRIP1l AL928768.3! IGHD3-3| IGHV3-9]| IGHV2-26| IGHV1-451 IGHV2-70DI|
LINC02298 1 BTBD6I TEDC1|| COPDA11 IGHD4-4| IGHV1-8| IGHV1-24| LINC00221 IGHV2-701
LINC02298 1 BRF1HHdse«  TEDC1I IGHG21 FAM30A® ENSG000002940341 LINC00221 IGHV1-69 |
LINC02298 1 BRF1 i ENSG000002990521 ENSG00000289536! IGHV2-5] LINC002261 IGHV3-43]| IGHV1-69D |
LINC02298 1 BRF1 Hideuea AL928742.121 IGHVA4-4]  IGHV3-211 IGHV4-39| IGHV3-661
LINC02298 1 BRF1 [ddae CRIP1l IGHEI IGHD5 5| ENSG00000289598! IGHV3-38| IGHV3-64]|
LINC02298 1 BRF1 AL928742.21 HV1-3| ENSGO000003072031 IGHV4-59 |
LINC02298 1 BRF1 Hidede AL928742.11 IGHVl 21 IGHV3-20| IGHV3-35] IGHV1-58|
ENSG00000257622 e MTAL1-DT1 IGHA21 IGHD6-6 | IGHV1-18| IGHV4-34| IGHV3-53|
CDCA4 k JAG2 ENSG00000299082 m IGHD1-7]| IGHV3-301 IGHV5-511
CLBAL 1 JAG2 I ENSG00000299082 = IGHD2-8| IGHV3-23| LINC00221 b+
ENSG00000287459 Ll ENSG00000299082 1 ENSG000002887301 AB019440.11!
ENSG00000307120 1 ENSG00000299052 wi IGHD2-15| ENSG00000271201 !
ENSG00000307120 H ENSG00000299052 1 IGHD3-9]|
GPR132 [ ] BRF1 Hidde< TMEM1211 IGHD3-10|
GPR132 t TEDC11 IGHD4-11 |
GPR132 1] TEDC1Hl IGHD5-12 |
CLBA1 1 TEDC1Hl IGHD6-13 |
AHNAK2H CRIP1I IGHD1-14]
AHNAK2 1 ENSG000003020351 IGHD3-16|
ENSG00000302020! IGHD4-17]
CRIP2] IGHD6-19 |
CRIP2Hl IGHD1-20|
ENSG00000257270 1 IGHD2-21|
MTAL il IGHD3-22|
MTAL il IGHD4-23 |
MTAZL il IGHD5-24 |
MTATL 1 IGHD6-25|
TEX22H IGHD1-26|
PACS2 [-{Hil IGHD7-27|
PACS2 [->Hilh IGHJL|
PACS2 [»Hil¥ IGHJ2|
PACS2 >HiH IGHJ3|
IGHJI4 |
IGHJ5 |
IGHJ6|
AL122127.3!
hsa-mir-45371
AL122127.41
AL122127.1!
hsa-mir-45381
AL122127.2!
AL122127.5!
hsa-mir-45391
IGHMI
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Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)
AHNAK2w oL sTeDs . FlnLI IGHAZ ;L 1GHDL-7 IGHV3-23 . {1...Ll |GHV7-56
Cldorf79  wwasul PACS2 Il biwlil,  GHE. IGHV6-1 .. .. I IGHV3-25 IGHV3-60
CDCA4 wo dhoi i RPS20P33 e eiiws IGHGP .. 1 <+ ADAMG6 IGHV3-32 IGHV3-66
GPR132 s dal TEX22 _ |GhiAL b | ||' ' ”| IGHV3-6 IGHV3-37 IGHV3-72 ..
RP11-44N21.1 [ mTAL Ml Fnkl 'GHGLy (il IGHV3-11. ... IHOMER2P1 IGHV5-78
RP11-44N21.3 crip2ll b, 18He3 L (il ighvia2 IGHV3-43 . .| L. 1GHV3-79
RP11-44N21.2 CRIP1_|| 3 1 IGHD. |.! !l |GHV3-19 IGHV3-48 . | .
JAG2 il C140rf80 ul #dwi il IGHM_[ L, _|| IGHV3-20 - + IGHV3-49 . .. u
NUDT14 0 bkl TMEMI21 o vaes e IGH6 |10\l IGHV3-21,. 1) 1 IGHV5-51, ..l
BRF1M__Liwulh ELK2BP IGHJ3P . IGHV3-22. IGHV4-55
RP11-521B24.4 4 weiins IGHEP1 . IGHV3-7,  i0l Ll IGHV3-38. IGHV3-73.,
RP11-521B24.3 - hsa-mir-4539. IGHVII-22-1 . IGHV3-57.
RP11-521B24.5 W b i, AL901608.1. IGHV1-24 . 1 IGHV1-58.
ATP5G1P1. IGHIS .l HOMER2P2. IGHV4-59 . il L
IGHGA4 |, i IGHV1-2., i 1 IGHV3-33. 0! |1 |GHV1-68
IGHG2 Jj, )/l IGHV1-3. .. 0 IGHV4-34. I.! 1 |GHV2-70
RP11-731F5.2. IGHV2-5, ., 1 IGHV3-35 IGHV3-74 ... ..
ELK2AP. IGHVIII-11-1 . IGHV3-42. IGHV4-80.
AL928768.3. IGHV3-13. IGHV1-45
RP11-417P24.1. IGHV1-14 IGHV1-46 ... .. -1
AL928742.1. IGHVIII-25-1 IGHV4-61 -
hsa-mir-4537. IGHV2-26. 1 IGHV3-62.
IGHIA ) fil gl IGHVIII-26-1. IGHV3-63
IGHI3 Ll IGHVII-26-2. IGHV3-64.
IGHJ2P . IGHV7-27 . IGHV3-65.
IGHJ2 . ..t L IGHVII-31-1. IGHV1-67 .
IGHJ1, o1 b IGHV3-304 [ .)..l IGHV1-69D.. .
IGHD7-27 . IGHVII-30-1 . IGHV1-69.
IGHJ1P . IGHV3-30-2. IGHV3-71.
IGHD1-26. IGHVII-31-1. IGHVII-74-1 .
IGHD6-25. IGHVII-33-1. IGHV3-75.
IGHD5-24 . IGHV3-33-2. IGHV3-76 .
IGHD4-23. IGHV7-34-1. hsa-mir-5195
IGHD3-22. IGHV3-36 . IGHVII-78-1.
IGHD2-21. IGHVIII-38-1. IGHV7-81.
AL122127.25. IGHVA4-39 . |} IGHVIII-82 .
IGHD1-20. IGHV7-40.
IGHD6-19. AB019438.66 .
IGHD5-18. IGHVII-40-1.
IGHD4-17 . IGHV3-41.
IGHD3-16 . IGHVII-43-1.
IGHD2-15. IGHVIII-44 .
IGHD1-14. CH17-26819.2 .
IGHD6-13. LINC00221
IGHD5-12. IGHVIV-44-1.
IGHD4-11. IGHVII-44-2 .
IGHD3-10. IGHVII-46-1 .
IGHD3-9. IGHV3-47 .
IGHD2-8. IGHVIII-47-1.
IGHD6-6 . IGHVII-49-1 .
IGHD5-5. IGHV3-50.
IGHD4-4 . IGHVIII-51-1 .
IGHD3-3. 1 IGHVII-51-2 .
IGHD2-2. IGHV3-52 .
IGHD1-1. IGHV3-53.. .. :
IGHVII-1-1. IGHVII-53-1 .
AB019441.29 = wsaiiman RNA5SP389.
IGHVIII-2-1. IGHVII-60-1 .
IGHVIII-5-1 . IGHVII-62-1.
IGHVIII-5-2. IGHVII-65-1.
IGHVIII-13-1. SLC20A1P1.
IGHV3-15 . . IGHVII-67-1.
IGHVII-15-1. IGHVIII-67-2 .
IGHV3-16. IGHVIII-67-3 .
IGHVIII-16-1 . IGHVIII-67-4 .
IGHV1-17. IGHVIII-76-1.
SLC20A1P2
IGHV1-18 . |
AB019440.50.
IGHVIII-22-2
H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
Layered H3K27Ac I i
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